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[View on UCSC Genome Browser {Cornell Mirror}]
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Sjze Condition 6591200 6591150 6591100
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dper\GL25514-in]
No Repeatable elements found
mature star
1. dpe_3 scaffold 5:6591150-6591170 -
2. dpe_2 scaffold 5:6629052-6629072 -
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
V057 V050 V111 v042 | M021
CGTGTCTAATAATTTTATAAAAATATTCATCATATTGGAGCTCTATCGCAGCAAACTTCCTCGGGTCATGGCTGTAGTTTTTGAAAGCCCATGGCTCGAGGATGTTGCCTGTGATGCAACTCAGACCCAACGACAAAAGATCATCGGAAAAGTGCTTCAA female
Read # Hit Total head head body male embryo embryo
Kkkkkkkkkkhkkdkkkkkkkkkkdkhkkdkkrkkrkkrk (... (CCCCCCCe o COC COCCOCCeeeeeCle e, 1) ))I)IIIIIIIDD) L)) ))))) D)) L L)) . ckkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k** 5jze Mismatch Count Norm Total body
.................................................. €107V V- Xk i o] ol o] €] ] el 03X €] O~ R O 2 67796.50 135593 6649949972 10669 8150 294 9
.................................................. €107V ok i ol ol ol €] ] e o) X € U~ I O 2 5556.50 11113 4952 4271 1009 857 19 5
.................................................. €107V -0k i o] ol o] €] ] L o)X L - 3 589.00 1767 1145 470 95 53 4 0
.................................................. GCARACTTCCTCGGGTCATG . « & vt vttt et ettt ettt et et e e et et e e e e e e e e ettt et ettt ettt et 210 2 516.00 1032 620 296 51 64 1 0
................................................... (0:V:V:\oki i T ook o] e e e 07X e 0N - 2 486.00 972 106 99 751 15 1 0
.................................................. GCARACTTCCTCGGGTCAT GG . -« v vttt et e e e e e e e e e e et e e e e e e e e e e e e e e e e et ettt ettt 221 3 407.67 1223 544 537 44 95 3 0
.................................................. €107V ok i o] ol ol e]e] el 00X €] o3~ B 2 303.00 606 255 287 46 15 3 0
.................................................. GCARACT TCCTCGGGTCAT G « -« v ottt ittt et e ettt et et e e et et et e et et et e e et e e e e e e e eaenenananeaeannannnnenenaa. 2 1 2 218.50 437 348 80 3 6 0 0
.................................................. €107V oki i o] ol o] €] ] L o7 NP = I 3 160.33 481 367 85 18 3 1 7
.................................................. GCARACTTCCTC GGG T CAT GG . « o o ittt ettt et e e et e e e e e e e e et e e e e e et 221 2 129.00 258 143 86 15 14 0 0
.................................................... AAACTTCCTCGGGTCAT GG e « v v v v et e ettt et e e e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaaanaaanaaaaaa 19 0 2 121.50 243 75 107 42 19 0 0
.................................................. €107V -k i o] ol o] e]e] el 00X €] oL L I 2 96.50 193 161 32 0 0 0 0
.................................................. GCARACT TCCTCGGGTCAT G . & o vttt ittt ittt ettt et e et et et et e e e e e e e e te et tete e eeeaeeeeaeaeaeennaenenenenan. 2 1 2 89.50 179 75 84 11 9 0 0
.................................................. €107Vl i o] ol ol e]e] el o0 X €] ] oL € X S 2 75.50 151 125 26 0 0 0 0
................................................. AGCARACTTCCTCGGGTCATGG e « v v v v e ettt ee e ee e e e e et e et ettt ettt e e e e e e e et et e e e et e e e 220 1 43.00 43 16 11 14 2 0 0
................................................... CARACT TCCTCGGGTC AT G e « v v v v e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e aeeeanaeeeneeeeaeeeeeeeeeeeeeeeeeeeeeeeeeneeeaaaaa 19 0 2 38.50 77 5 3 67 2 0 0
....................................................................... CTGTAGTTTTTGARAGCCC « « v e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e eeaeaeaeeeeeeeeeeeeeeeeeeeeaaaaaa 19 0 1 24.00 24 2 1 0 0 1 20
.................................................... AAACT TCCTCGGGTCAT G e « v v v e v ettt ettt e et e e e e e e e e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaaaaaaaanaaa 18 0 2 11.50 23 7 11 5 0 0 0
.................................................. 100NV ol o ol ele e o N e - NP B | 2 11.00 22 15 2 5 0 0 0
..................................................... AACT TCCTCGGGT AT GG e « v v vt ettt et e e e e e eeeeeeeeee e e e e e e e e e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaaaaaaaaaaaaaaaaa 18 0 2 10.50 21 5 10 6 0 0 0
................................................... (07:9:V:Yoki i o ok o] e e el 07N e o - N O 2 10.50 21 7 10 4 0 0 0
.................................................. GCARACT TCCTC GGG T AT . & o .ttt ittt ettt e ettt et et et et et et e et et e e e e e e e e et ee e eaeeeeeaeaeaanenenenenanaa. 20 1 3 9.67 29 14 10 3 2 0 0
.................................................. 10 ¥:V-Xok i fofok el elel el oF-Ni e elod: e = AP~ 2s B 2 9.50 19 14 5 0 0 0 0
.................................................. GCARACT TCCTC GGG TCAT . « « o vttt ettt et et et et et et et et e e e e e e e e e e e et ettt et e 2001 4 8.75 35 22 10 3 0 0 0
.................................................. €107V oki i ol ol ol e]e] el o0 X €] ] oL €1 L~ T O 2 7.00 14 11 3 0 0 0 0
.......................................................................................... ATGGCTCGAGGATGTTGCC t v oo eeeeeeeeeeeeeeeeseeeeeeeeeeeeeseeeeaeaaaaa 19 0 1 6.00 6 3 1 2 0 0 0
................................................. AGC AR A CT TCC T GGG T AT « « v v vttt et ettt e e e ee e e e e e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaaaaaaaaaaaaanaaa 20 0 1 6.00 6 3 2 0 1 0 0
.................................................. 100NV ol o ol ele et o7 N e . - N OO S 2 6.00 12 7 5 0 0 0 0
.......................................................................................... ATGGCTCGAGGATGTTGCC TG e v v e e e eennonanonananeeeeeeeesesassessssseeeeeees 2l 0 1 5.00 5 0 1 4 0 0 0
................................................. AGC AR ACT TCCTCGGGTCAT G e « v v v v e ettt e e e e ee e e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeaaaaaaaaaanaeaa 2 0 1 5.00 5 4 1 0 0 0 0
.................................................. GCARACT TCCTC GGG T AR . o vttt ettt et et et et e e et et et e e e e e e e et e ettt 190 3 5.00 15 7 7 1 0 0 0
.................................................. 10 ¥V Noki i fof ol o] ele el oF- Vi - o AP~ R 4 4.75 19 17 2 0 0 0 0
.................................................. GCARACT TCCTCGGGTCAT . . - . ottt ittt ittt ettt et et ettt e e e e e e e et eeeeeeeaeeeeeneneaeannaenenenanan. 2l 2 4 4.25 17 14 3 0 0 0 0
.................................................. 10 ¥V Xoki i fof o o] ele] el o RPN - B 4 4.25 17 16 1 0 0 0 0
Anti-sense strand reads
V057 V050
GCACAGATTATTAAAATATTTTTATAAGTAGTATAACCTCGAGATAGCGTCGTTTGAAGGAGCCCAGTACCGACATCAAAAACTTTCGGGTACCGAGCTCCTACAACGGACACTACGTTGAGTCTGGGTTGCTGTTTTCTAGTAGCCTTTTCACGAAGTT
Read # Hit |Total head head
AR e N N N N T N N N 1) IIIIIIIIIINDD) D)) )))))))) L)) L. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** gjze Mismatch Count Norm Total

Show Alignment With Reads “

Re-alignment of all predicted orthologs

Species [Coordinate ID Alignment

drobPer?2|scaffold 5:6591061- |dpe 3| CGTGTCTAATAATTTTATAA-AAATATTCATCATATTGGAGCTCTATCGCAGCAAACTTCCTCGGGTCATGGCTGTAGTTTTTGAAAGCCCATGGCTCCAGCATGTTGCCTGTGATGCAACTCAGACCCAACGACAAAAGATCATCGGAAAAGTGCTTCAA
6591220 =

e groups: - TGTCTAATAATTTTATAAIMAAATATTCATEATATTGGAGCTCTAT A TGTAGT@®TTT ATGCAACTCAGA AACGACAAAAGATCAT AAAAGTGCTTCAA
dpb 4 5:2212715 CGTGTC E @ GGAGCTC CGCAGCAAACTTCCTCGGGTCATGGCTGTAGT™ GATGCAACTCAGACCCAACGAC GATCATCGG GTGCTTC

2212845 -

Generated: 09/08/2015 at 07:37 PM

PASS/FAIL

crit.star

crit.loop

crit.mor

crit.half

crit.total
crit.pairing
crit.top3
crit.tptop3
crit.uri

crit.back
rescue.total
rescue.dominant
rescue.known
rescue.confident
rescue.candidate
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:6591061-6591220
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_3.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:6591150-6591170
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:6629052-6629072
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:6591061-6591220
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_3.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group5:2212715-2212845

1ID:

dpe 22

Coordinate:

scaffold 4:1720113-1720169 +

Confidence:

confident

Class:

Mirtron

Genomic Locale:

intron

[View on UCSC Genome Browser {Cormnell Mirror}

Legend: mature star (T8 iie1(d Bt e mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 18 19 20 21 22 23 24 25 26 27 28 29 & ¥ I I I
Size Condition 1,720,100 1,720,150 1,720,200
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
intron [Dper\GL17383-in]; CDS [Dper\GL17383-cds]; CDS [Dper\GL17383-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
M021 V057 V050 V042 V111l
AACGCAATATCAAGCTGAAGGAGCTCACTGGGGGCAGCATGGACAAGCTGGTAAGTGGGCTGCAACGTCAAAATAAACATACGT TTAGACATTGGACCAACTTACAGGTGCTGCTGGAGAAAATCAATAACTGGTGGCTCTCGTTCTGCCAGCAGAT female
Read # Hit |Total embryo head body head embryo male
**************************************************((((((((. ... (((. (((. ... (((((. .. .)))))))) .))) . .)) .)))))) L okkkkkkkhkkkkkkkkkkkkkkkkhkkhkhkhkkhkhkhkkhkkhkkhkkhkkhkkhkkhkkh** gjze Mismatch Count Norm Total body
..................................................................................... TAGACATTGGACCAACTTACAG « « + ¢ e et e te et e ee et e et te e eaeneaenennenen 22 0 1 9486.00 9486 4379 2073 1444 1187 198 205
..................................................................................... TAGACATTGGACCAACTTACA . « « vt et e teeae e et eeeneeeaeneeaeaenneaenenaeas 2l 0 1 1813.001813 215 459 472 542 83 42
..................................................................................... TAGACATTGGACCAACTTACAGH . « ¢ ottt ettt it ettt et et et et e iee e 231 1 547.00 547 222 108 76 71 30 40
..................................................................................... TAGACATTGGACCAACTTAC . &« v et et e teeee e et teeneetaenenaeaenneaeneaaeaes 20 0 1 339.00 339 20 159 53 89 5 13
..................................................................................... TAGACATTGGACCAACTTACAE . . ot ittt ettt ettt et e ee e 22 1 1 247.00 247 103 18 104 14 7 1
...................................................................................... AGACATTGGACCAACTTACAG . « « ¢ e e vt e e teea e e taeneeeaeneeaeneneeaeneeneaanaea2l 0 1 127.00 127 3 0 124 0 0 0
..................................................................................... TAGACATTGGACCAACTTACAR. . . i i e e i e 221 1 36.00 36 14 5 15 0 2 0
...................................................................................... AGACATTGGACCAACTTACA . « & et et et e e te e e e taeneeeaeneeaeneneeaenenneaanaea20 0 1 29.00 29 0 0 29 0 0 0
..................................................................................... TAGACATTGGACCAACTTACAGE. « ¢ ot ittt ettt e ettt et et e eieea e eeenenae. 23 1 1 27.00 27 8 7 6 5 1 0
..................................................................................... TAGACATTGGACCARACTTA . ¢ v vt et ettt et ettt e et te et e eaee e 190 1 24.00 24 10 6 4 3 0 1
..................................................................................... TAGACATTGGACCAACTTACAGG « « ¢ o e v vt e e et e e e e e eneneeaeneeaeaenneaeneeaeaas 23 0 1 15.00 15 15 0 0 0 0 0
.................................................................................... TTAGACAT TGGACCAACTTACAG . + ¢« e e e v et e et e e e e eaeneeaeneeaeaeneeaenenaeaa23 0 1 14.00 14 10 2 2 0 0 0
..................................................................................... TAGACATTGGACCAACTTACA[. . ..o i e e ee e 22 1 1 13.00 13 1 7 4 0 1 0
......................................................................... TAAACATACGTTTAGACATTGGACCAACT « « « « e e et e ee e e e e e e e enenaeaeneeaeaeneeaenenneaenaea29 0 1 12.00 12 12 0 0 0 0 0
...................................................................................... AGACATTGGACCAACTTACAGH . - ¢ ot ittt ittt e i et it e e e e 22 1 1 12.00 12 2 2 5 3 0 0
..................................................................................... TAGACATTGGACCAACTTACAGE . « ¢ ot o vt e et e ettt e e et e e 23 1 1 11.00 11 8 3 0 0 0 0
....................................................................................... GACATTGGACCAACTTACAG . « ¢« e v et et e eeeaeee e eeeenenaeaeneaaeaenneaenea. 20 0 1 11.00 11 1 0 9 0 1 0
.................................................. GTAAGTGGGCTGCARCGTCARRA . « ¢ e e e e et et e aeta e e e e ea e e eeea e e e ea e e eaeneeaeseneeaeneaaeaeneeaenenneaeneeaeaaa23 0 1 10.00 10 0 3 2 3 0 2
..................................................................................... TAGACATTGGACCARCTT ¢ ¢ et et et et et et e e et e e et te e eieeaeneeaeneneea.. 18 0 1 9.00 9 9 0 0 0 0 0
...................................................................................... AGACATTGGACCAACTTACAR. . ...t i i i i e i e e e 20 1 1 9.00 9 0 0 9 0 0 0
..................................................................................... TAGACATTGGACCAACTTACABE. . . ...ttt i i et i e i e 23 2 1 8.00 8 7 0 1 0 0 0
.................................................. €. VNe Jeleleloti feToF-V.Nole L o7 NP U P N O 1 8.00 8 0 3 0 0 0 5
.................................................. e 0. V-Neli felelelot eTof-V-Noled o7.V-V.Nou PP S O 1 7.00 7 0 0 1 1 0 5
..................................................................................... TAGACATTGGACCAACTTACH. « v ittt it ittt et et i et it ee e e e 21 1 6.00 6 0 2 0 4 0 0
......................................................................... TAAACATACGTTTAGACATTGGAC . ¢+« et et ettt et e et ee et e e e eeeeaeneeaeaeneeaeaenneaenaes24 0 1 6.00 6 5 0 1 0 0 0
..................................................................................... TAGACATTGGACCAACTTACH. « « v ettt it ittt e it ettt et i ee i e e 21 1 6.00 6 2 0 1 3 0 0
...................................................................................... AGACATTGGACCAACTTAC . & ¢« e e e et e teea e e e eeeaeneeaeaeneeaenenneaenaea19 0 1 6.00 6 0 0 6 0 0 0
.................................................................................... TTAGACATTGGACCAACTTACA . « « « et et e eeea e e e et e e enntaenenaeaeneaaenenneaa22 0 1 5.00 5 0 2 1 2 0 0
..................................................................................... TAGACATTGGACCAACTTACABE. . . .. . ittt i i i e it ie e i 23 2 1 5.00 5 3 0 2 0 0 0
......................................................................................... CATTGGACCAACTTACAG . + ¢ e e e et eee et e e eneecaeneeaenenaeaeneeaeaenne.. 18 0 1 5.00 5 1 0 3 0 1 0
......................................................................... TARACATACGTTTAGACATTG . « « « e e e e e et e e e eeea e e e e e eeaeneneeaeneeaeneneeaenenneaanaea2l 0 1 4.00 4 0 0 2 2 0 0
......................................................................... TAAACATACGTTTAGACATTGG « « « v v e ettt te e et et e e e et ettt e ettt te et taeneaeaenneaenen. 22 0 1 4.00 4 0 2 2 0 0 0
..................................................................................... TAGACATTGGACCAACT TACAGH A . « o ottt ettt et it ie e e 242 1 4.00 4 0 0 4 0 0 0
..................................................................................... TAGACATTGGACCAACTTACAGEA . . . ¢ ottt ittt ettt it ea i 24 2 1 4.00 4 0 0 4 0 0 0
.................................................. e Ve Jelelelot feToF-V.Nole: o7 V- R O 1 4.00 4 0 0 0 0 1 3
.................................................. GTAAGTGGGCTGCAACGTCARAAT « « e e e e et e e et ae e e et e ee e et e ea e et e e et e ta et e e e eeenenataeneeaenenneaeneeaeaes24 0 1 3.00 3 0 0 1 0 0 2
.................................................................................... T T AGACAT TGGACCAACT « + t e e v et ettt e ee e et e e et ee et te e eaeneeaenenae.. 18 0 1 3.00 3 3 0 0 0 0 0
............................................................................. CATACGTTTAGACATTGGAC . & ¢« vt et et e te e et e e et e e e e eaeneteenenaeaeneeaeneneea 20 0 1 3.00 3 3 0 0 0 0 0
..................................................................................... TAGACATTGGACCAACTTACABRA. . . ... ittt ittt et et e e e iea e 243 1 3.00 3 0 0 3 0 0 0
......................................................................... TAAACATACGTTTAGACATTGGACCA . « et et ettt et ettt e e ettt e ettt te et e te et iaeaenaenene. 26 0 1 3.00 3 2 0 1 0 0 0
.................................................. GTAAGTGGGCTGCARACGTC . « e v e e e e e e et et e et e e e e ee e et e e et e e e a e e e e s e e eeaaeneaaeaeneeacnenneaeneenenaa 19 0 1 3.00 3 0 2 0 0 0 1
......................................................................... TAAACATACGTTTAGACATTGGACC . ¢ et et ettt et e et et ettt e e et te ettt eiiaeaenaeaene. 25 0 1 3.00 3 3 0 0 0 0 0
..................................................................................... TAGACATTGGACCAACTTACH. . . o ittt it it e i et it e i e e 21 1 3.00 3 0 3 0 0 0 0
.................................................. e 0.V Ned Jelelelot eToF-V.Nol e LU APPSR 1 : I ¢ 1 3.00 3 0 0 2 0 1 0
............................................................................................................................. AATAACTGGTGGCTCTCGTTCTGCC....... 25 0 1 3.00 3 3 0 0 0 0 0
........................................................................... AACATACGTTTAGACATTGGACC . « « t v et ee e e e teeae e taen e e e eeeeaeneeaenenneaeneeaeaaa23 0 1 2.00 2 2 0 0 0 0 0
...................................................................................... AGACATTGGACCAACTTACAGEE. . . ¢ ottt ettt it ettt ettt ee e 23 2 1 2.00 2 0 0 2 0 0 0
..................................................................................... TAGACATTGGACCAACTTACAGEAR . . . ..\ttt t ittt ittt et et e iiea e 25 3 1 2.00 2 0 0 2 0 0 0
..................................................................................... TAGACATTGGACCAACTTACABE . . . ..ttt i i it et i e e i e 232 1 2.00 2 1 1 0 0 0 0
......................................................................... TAAACATACGTTTAGACATTGGACCAAC . « &« e ettt e e e e e e e e aeneneeaeneeaeaeneeaeaenneaenae.28 0 1 2.00 2 0 1 1 0 0 0
......................................................................... TAAACATACGTTTAGACATTGGACCH. . .« oo i i e i et ee e 261 1 2.00 2 2 0 0 0 0 0
......................................................................... TAAACATACGTTTAGACATTGGACCAR . & ¢ v vt ettt e te et e ettt te et ee e iaeaeneaenenneaene. 2] 0 1 2.00 2 2 0 0 0 0 0
..................................................................................... TAGACATTGGACCAACTTACKHE. . . ¢ ot ittt ittt it it et en e 22 2 1 2.00 2 0 2 0 0 0 0
............................................................................. CATACGTTTAGACATTGGACC . « « « e e e e e te et e eaen e e eneneeaenenaeaeneaaeneneeaenenaea2l 0 1 2.00 2 2 0 0 0 0 0
..................................................................................... TAGACATTGGACCAACTTACAGEEE . . . . ot ottt ittt ettt ie it e eieenneenenaene. 25 3 1 2.00 2 1 0 1 0 0 0
................................................... TAAGTGGGCTGCARCGTCA . ¢ e v et e e e e e te et et e et et et e e e et et e e et e e et e et eeen e taeneaeaenaeaenenaea 19 0 1 2.00 2 0 2 0 0 0 0
................................................................................... TTTAGACATTGGACCAACT . « vt et e et ettt e et te et e e e eete et eeneneeaea. 190 1 2.00 2 2 0 0 0 0 0
............................................................................. CATACGTTTAGACATTGGACCA . « « « e ettt te et e e et e taeeeeneneeaeneaaeaeneaaenenneaa22 0 1 2.00 2 2 0 0 0 0 0
............................................................................. CATACGTTTAGACAT TGGACCAACT T . ¢ e v vt ettt et e et te e et e e et te et eieeaeneaeneneea. 26 0 1 2.00 2 2 0 0 0 0 0
.......................................................................... AAACATACGTTTAGACATTGGACCA . ¢ o et vttt ettt te e et e ettt e et ta s e aeneeaeaenneaene 25 0 1 1.00 1 1 0 0 0 0 0
..................................................................................... TAGACATTGGACCAACTTACHE . . . . .ottt i e i i e e e 22 2 1 1.00 1 0 1 0 0 0 0
..................................................................................... TAGACATTGGACCAACTTACAGEE . « - ¢ ottt e e ittt ettt ettt e ieee e 24 2 1 1.00 1 0 0 1 0 0 0
..................................................................................... TAGACATTGGACCAACTTAR. . . . i i i i i i iii e 20 1 1 1.00 1 0 1 0 0 0 0
......................................................................... TAAACATACGT TTAGACATTGGAR. . .« i i i i i e e i e it ee e e 241 1 1.00 1 0 0 1 0 0 0
.................................................................................... TTAGACATTGGACCAACTTAC . ¢« et et e et e te et e e et ee et eneieeaeneeaenenaea 2l 0 1 1.00 1 0 1 0 0 0 0
...................................................................................... AGACATTGGACCAACTTACABE. . . .« ottt i e e e e e i e 222 1 1.00 1 0 0 1 0 0 0
..................................................................................... TAGACATTGGACCAACTTACKA . . o ¢ ittt ettt e ettt ettt et ie e 222 1 1.00 1 0 0 0 0 1 0
................................................................................ ACGTTTAGACATTGGACCAACTTACAE . . . vttt ettt e et i 2T 1 1 1.00 1 0 0 1 0 0 0
...................................................................................... AGACATTGGACCAACTTACAR. . ... i i i i i i i e i e e e 20 1 1 1.00 1 0 0 1 0 0 0
..................................................................................... TAGACATTGGACCAACTTAE. . . ... i i 2 2 1 1.00 1 0 0 0 1 0 0
Anti-sense strand reads
v042  MO021
TTGCGTTATAGTTCGACTTCCTCGAGTGACCCCCGTCGTACCTGTTCGACCATTCACCCGACGTTGCAGTTTTATTTGTATGCAAATCTGTAACCTGGTTGAATGTCCACGACGACCTCTTTTAGTTATTGACCACCGAGAGCAAGACGGTCGTCTA
Read # Hit Total embryo embryo
e sk o e ok e ok e ok e ok ok ok e ok ok e sk ke ok e ok sk ke ke ke ok ek ek ke ke ke ke ke ok (e e (O (e e e e CCCCCe a2 )))))))) ) ) i) ) i) )))) ) L S hkkkkdkkk ke kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*** gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droPer2|scaffold 4:1720063-1720220 |ldpe 22[|AACGCAATATCAAGCTGAAGGAGCTCACTGGGGGCAGCATGGACAAGCTGETARAGTEEECTE- === CAA-————————————————— CETC=ARAAT--AAACAT--—--—- ACGTTT--=-- e R ACATTG-------—--—- GACCAACTTACAGGTGCTGCTGGAGAAAATCAATAACTGGTGGCTCTCGTTCTGCCAGCAGATG
+
dp5 |3:7809380-7809537 + ldps_7 |[RBcccaaTATCARGCTGAAGGAGCTCACTGGGGGCAGCATGGACAAGCT GETARCICEECTC ~= == [ e ———— CETC=RRAAT - - AAACAT--—--—- ACGTTE===-= e —— e ACATTG--—-—-——-—- GACCAACTTACAGGTGCTGCTGGAGAAAATCAATAACTGGTGGCTCTCGTTCTGCCAGCAGATG
droWil2|scf2 1100000004954:2253224- aacclganarcanilcTiaaRcallcreacTeddcEgaceaTGGACAA T CETARCTCLX Y T== === cRg---—-—--———- - T- - TA N T GIA TG T T CRR A T T T T - - — - Cl G T A T A et et s o b s T e T ACETTG------—---- BaRcAR e TIAGG T THCTGGAGARAATIIAATAACTGGTGGCTCTCRT TCTGCCAGCAIATG
2253384 +
drovir3|lscaffold 12875:14890753- aaccAAATCAAGCTHAAGGARCTIACTGCEGGCAGCATGGACAAGC TINGTARCTCC
14890810 -
droMoj3|lscaffold 6496:8957797- arciaafdarcanllcTiarlcaceTRACTGEEGGIAGlA TGGANA AN C T GETARCTC.
8957962 +
droGri2|scaffold 15245:14911969- AACGHAATATCAAICTGAAGGAGCTCACTGGHGGCAGCATGGACAANCTINGTAACTCE TN LS I I YU IS VY LS ST NI U IV T BTt A lTe TN Tehin L Yele]
14912209 -
droAna3|lscaffold 13266:16312605- aldcccaaTatiraciiriarceallcTacToddcceacclTecaCAAGC TCEREACT YN NEC ==l IV HA
16312771 -
droBipl|lscf7180000395838:151171— ndcccaaTatirallcT@aacealdcTiacEccldcceaccliTecacarccTCEHEACTELN NN\ == ===t iale
151331 +
droKikl|lscf7180000302476:1469294- ncceaaTATRAGCTEAAGGAGC TEACGGHGGCAGCATGGACAANC TGETARCHCIEIEG
1469455 +
droFicl|scf7180000453215:208144- ngcciaaTATRAGCTAAGGAGC TEACTGEEGGCAGCATGGACAANC TINCTARCTH{CE = === T GAA-TGTGARECT TTGIEEE sse - p---——-_ _—_—_———— —F(.C ... . ..—.——.—————— - AcCHTI®------—---—- ualcildciNlecaciirEcTeeTeeAAAEATCAAEACTGGTGGC TITCGTTCTGCCAGCAGATG
208305 +
droElel|scf7180000491240:796751- ngcciaaTATAAGCTEAAGGAGC TCACMGEEGGCAGCATGGACAANC TCETARCL Y N de s fAs o e e GAA-T T/ GG TINCEEEEE Ay - W -—_— - —— —— - . . .. - . —— ————_-— - AR - -—- ppgiccTIlEcAGiITEc TGCTGGAGAAGA THAAMEACTGGTGGCTCTCGTTCTGCCAGCAGATG
796914 -
droRhol|lscf7180000770177:85089- adcciaaTaTiaaceT@aaceaceTCACEGAGGCAGCATGGACARCTCETARC TS Tklce -~~~ cA--—-— - GEG-FGCIACERINGI T TG A C A C T T e e ACK{efele--—-—-—-—-- Ak Tfec AT/ TR TGGAGAAGATCAATACTGGTGGCTCTCGTTCTGCCAGCAIIATG
85250 -
droBial|sc£7180000302291:1851985- rcclaaTatiiraccTlarceaceTeacCKccEccilaceaTGeACAA N C TCETEAC TRl == B GEA-FcccARCINTACEEEEE A - - - - AR - - RaficlebirThicAciITifiTccTGoARA A A TCAAEACT GG TGGCTITCGT TCTGCCAGCAGATG
1852146 -
droTakl|lscf7180000415088:107691- aldccecaaTaTcaacceTEaaceaccTHACEGEEGGCAGCATGGACAA T CEHEACTIC e~ === CAA—-—-—-———————————— I AleAale- - 2ancald------- GGl CINGCC T A e e e acafdrfg----------- RaiclecrrfecaciITiiiT G TGGA A AlgATCAAEACTGGTGGCTIT CGTTCTGCCAGCARATG
107852 +
droEugl|scf7180000409474:2825068- AACGAATATIAAGCTIAAGGAGCTCACTGGEGGCAGCATGGACAANC TCETARCTII NG s ===x CAA-————————————————— AAG-ETGTG- B - TR B R T C TG A e C e e e - -———--—- Raficec T TlecAGH TR T GIT GGAGAARAT CAAMEACTGGTGGCTCTCIT TCTGCCAGCAGATG
2825224 -
am3 llchr2r:3992606-3992767 - I [2EBcccaaTatfiaaccrfgraceacercaccdicaiaceaTceacarlc TCETARCTHCE IR == T — AlEG- A GClICEEAT T T/ A EE—— B e 2, C T C T s BB AT - -~ ARREc T ThiAcR i ccTeeaRaAlgaTcanlEaCTGGTGGcTCTCGTTCTGCCARCARA TG
ldrosim2|l2r:4815708-4815869 - | [aBcccaaratiaaccrfdaaceaccrcacfedicccacearceacarfcTcETARCTRS -~~~ BEdA -~ cole-AliAT - - AREEIARN- — - ———- e G2 C T T G T 2 i R pARRYeRc TTARNACR ThiiTGcTeeAa AlgaTCcAAEACTGGTGGCTCTCGTTCTGCCARCARA TG
droSec2|lscaffold 1:1636852-1637013 AldcGCAATATHAAGCTHAAGGAGCTCACHGEEGGCAGCATGGACARNCTGETARG T YT~ BRA-——————— - AlEG-EGCCEEENT T TiA EEEEE Agcrriepyey---------------- - - - - - - - - - ---§§------\--\--\-.-\-. -\~ -~~~ -~ ~-\ -\ -\---- - -+« (" AT - paEYeNcTTAA G TN T G TGGAAAldATCAAEACTGGTGGCTCTCGTTCTGCCARCARATG
droYak3|[2L:16649125-16649292 - I [rBcccaaTaTlAAGCTHAAGGAGC THACTGABGGCAGCATGGACAARC TCETACTHCE AR A - — e GAI-ENNNN- B - — [\ JAT[el- - -EEEe R B CATAATGCAAGATAAATGAATCT/ NNICEEEEEEEEE mARRESc TThiACR Thlir ceTeeaRaAlgaTcanlEacTGGTGGCTCTCGTTCTGCCARCARA TG
droEre2|[scaffold 4929:18634833- ndcccaaTaTiaaceT@aarceaceTiACEGCMcGecaGcATGGACAA C T CERARE NGk~~~ BEdA - — GAI -GV - B - - — - [\A R AdceteE Y- -—--—---------------------------————— mcerTh----—-—--—-- ATkl ThilA I Tili T cc TG oA AlEA THA AllACcTGGTGGCTCTCGTTCTGCCARCAINA TG
18634989 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:3992606-3992767
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:4815708-4815869
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:1636852-1637013
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TTACCCAAAGAGGGTAGCCAGGAGATTGAAATGAAGGAGT TGTTGT TAACGTGAGTGTAAAGAAGGGAATGAGATCTCTTTTTTGGTTGTATACAGGCAGATCTAATACCCTCCTTTATCCCTCAGGTATGCTGTGGATATCATTGCCTCGACCATCTTTGGCCTGGATGTGGACA female
Read # Hit |Total male body |head head embryo embryo
dedokdedkkdekkdokd ok kok koo ko k ek rdkkd (L (CCCCC COCC e e e o (e e 1)))S))D)D) L)) D)) ) )))))) L) ))) ke kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk*** 5jze Mismatch Count Norm Total body
.................................................. GTGAGTGTARAGAAGGGAATGAGAR . « ¢ o e et et e e e e et et et e e et et et et e et e et et e et et e et et e et et e e et 240 1 1300.001300 1272 12 11 4 0 1
.................................................. GTGAGTGTARRGARGGGARTGAG - « « ¢« ¢ e v e e v s e e e e teesasaeaeetaesasaeaeeeeesasaeeeeeensasneneeneesasneeeeteesasaeaeeeeceasaeaeaeaananaa?23 0 1 338.00 338 321 10 6 1 0 0
.................................................. GTGAGTGTAARGAAGGGARATGA . &« e e e et et e e e e e e et et et e e e et et e e et e e et et e et e et et e e e e e e e e e e 220 1 313.00 313 298 6 8 1 0 0
................................................... TGAGTGTAAAGAAGGGAATGAGA . + « ¢ e e e v e e e e e e e e et e e e e e e e e e e e e e e e e e e ae e e et e e e ee e e e e e e e ee e e aeaeaseeeneaeaeaeeeeneaeaeaneneneneaa23 0 1 249.00 249 232 12 4 1 0 0
.................................................. GTGAGTGTAAAGAAGGGAAT .+« « e e e et et et e et e et et e e e e et et et e et e e e et e e e e e e e e e e e e e e e e e e 200 1 180.00 180 175 3 2 0 0 0
.................................................. GTGAGTGTARAGAAGGGAATG. - . o ittt it ettt e ettt ettt e e e te e e ettt e e e 22 1 1 144.00 144 142 2 0 0 0 0
.................................................. GTGAGTGT AR AGAAGGG A A TGAG . & o ot ittt ettt et ettt e e e e et e e e e e e e e e e e e e e e e e e e e e e e 241 1 142.00 142 136 4 2 0 0 0
....................................................................................................... TAATACCCTCCT TTATCCCTCAGH . - & vttt ettt ettt et e et e et et eaeaeanaanane. 24 1 1 132.00 132 10 91 17 14 0 0
.................................................. GTGAGTGTARAGAAGGGAATG « «+ « « e e e et et e et e et et et et et et et e e e e e e et et e e e e e e e e e e e e e e e e e 210 1 103.00 103 97 3 3 0 0 0
................................................... TGAGTGTARAGAAGGGAATGAG . « + « + « ¢ o ¢ e v e s s o e oo nsasesosensasassessensasssseesensasssssesensasasoseseasasosssensasasosaseasassesass22 0 1 55,00 |55 43 8 2 2 0 0
.................................................. GTGAGTGTARAGAAGGGAATGAGAT .« « vt et e e e e et et et et e e et et et e e e e et et e et e e e et et e et et e e e et 250 1 47.00 47 46 1 0 0 0 0
....................................................................................................... TAATACCCTCCTTTATCCCTCAG  + v v v e e et et et e et aeaeaeeeneaeaeaeeneneneaeaeaneaa23 0 1 42.00 42 0 38 3 1 0 0
....................................................... TGTARAGAAGGGARTGAGATCT . « + v e e et et et et e e et et et e e e e et et e et e et et et et e e et e et e e e e e e e e et 220 1 18.00 18 15 3 0 0 0 0
................................................... TGAGTGTARAGAAGGGAATGA . + &+« e s e et et et e e e e e ee e e e e e e eee e e e e e e ee e e e e aeeeeeeaeeaeeeeeeeaeaeeeeeeaeaeaeaeeneneneaenennenaaea2l 0 1 16.00 16 14 1 1 0 0 0
.................................................. GTGAGTGTARAGAAGGGAATGAGA . « . ¢ ittt ettt ettt ettt ettt et et et e ettt e e e e e e e et 251 1 12.00 12 12 0 0 0 0 0
.................................................. GTGAGTGTAAAGAAGGGAATGAGATC . & v e v et e e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e aeaaeeeaeaeeeeeeeeeaeaeaeeeeneeeaeaeeeeeeneaeaeanenenaaa26 0 1 10.00 10 10 0 0 0 0 0
................................................... TGAGTGTAAAGAAGGGAAT GAGH . . . o ottt et ettt ettt et et e et e e e e e e e e 231 1 9.00 9 8 0 1 0 0 0
.................................................. GTGAGTGTAAAGAAGGGAA TG . . . - ¢ ot vt vttt et et et e e et et et e et e e e e et et e et et e e et e e et e e e e et 24 3 1 9.00 9 9 0 0 0 0 0
.................................................. GTGAGTGTAAAGAAGGGAATGAGATCT -+« t et et e e et et et e e e e et et e et e e e et et e et e e e et e e e e e e e e et et e ettt 270 1 8.00 8 8 0 0 0 0 0
.................................................. GTGAGTGTARAGAAGGGA + « « v e s oo oo e oo e aea oo e oeanansasaesaasan e eaeoaoeaasaensoseesnsnsssennensasseseenanaasasotecanaasosacananaanss18 [0 1 8.00 8 8 0 0 0 0 0
................................................... e) Nedideli).N-V.Ne VNl el el VX e-Ne .V - A2 S 1 7.00 7 6 0 1 0 0 0
........................................................................................................ AATACCCTCCTTTATCCCTCAG . &« ottt ittt ettt et ettt e et e et e e eeeee e 231 1 6.00 6 0 6 0 0 0 0
.................................................. GTGAGTGTARAGAAGGGAAT. - - - oo ittt ittt it ittt et ettt et e e et e et e e e e ettt 211 1 6.00 6 6 0 0 0 0 0
.................................................. GTGAGTGT AR AGAAGGG A A TGA . . . o it ittt ettt et ettt e e e e e e e e e e et e 231 1 6.00 6 6 0 0 0 0 0
....................................................................................................... TAATACCCTCCTTTATCCCTCA . ¢ v v et e e et et et et e e e e et e e et eneneaeaeenen 22 0 1 5.00 5 0 5 0 0 0 0
.................................................. GTGAGT G AR AGAAGGG A A T . . . . oottt ettt ettt ettt e e e e e e e e e e e e e e e et 222 2 4.50 9 9 0 0 0 0 0
................................................... TGAGTGTARAGAAGGGAATG . « « « « e e e et et et e e e e e ee e e e e e e ee e e e e e e e e eea e e e aeeeeaeaeeaeeeeaeaeaeaeeeeeeneneaeaeeaeneneaenanneneaea20 0 1 4.00 4 3 0 1 0 0 0
........................................................................................................ AATACCCTCCTTTATCCCTCAG . « v v e e e et et et e et eea e teneneaeananeneneaeaennenaas22 0 1 4.00 4 0 4 0 0 0 0
..................................................................................................... TCTAATACCCTCCTTTATCCCTC .+ v e e et et e e et et et et e e e et eeeaaeaeenaneneneae. 23 0 1 3.00 3 0 3 0 0 0 0
........................................................ el V- -NeT- V- NeTele7. V- 7NN I I ¢ 1 3.00 3 3 0 0 0 0 0
.................................................. GTGAGTGTAAAGAAGGGAA TG . « . ¢ ot vttt et ettt ettt e e e e et e et et e e e e e e e e e e e e e e e e e e e 232 1 3.00 3 3 0 0 0 0 0
.................................................. GTGAGTGTARAGARGGGAR . « ¢+t e e e et et et et e e et et et e et e e et et et e et e e e e et e e e e et e e e e et 19 0 1 3.00 3 3 0 0 0 0 0
................................................... TGAGTGTARAGAAGGGAAT « ¢+ v e e e et et et e et e et et e e et et et et et e e e e e et e et e e e e e e e e e e e e e e e e 190 1 3.00 3 2 1 0 0 0 0
................... AGGAGAT TGAAAT GARGGAGTTGTT .« « ¢ e e e e e e e e e e et et e e e e et et et e e e e e et et et e e e e et et e e e e e e et et e et e e et et e e et e e et et et et e e et et e e te e et eaeaeaeaaaeneneaa 25 0 1 3.00 3 0 0 0 0 3 0
.............................................................................................................................. GTATGCTGTGGATATCATTGCCT . ¢ v e v e oo eeeeeeeenenenenes 23 0 1 3.00 3 0 0 0 0 3 0
....................................................................................................... TAATACCCTCCTTTATCCCTC t v v v et e e et et ettt et et e et e et eneaeaeaeeaa 200 1 3.00 3 0 3 0 0 0 0
..................................................... AGTGTARAGAAGGGAATGAGA . « « &+« e s e e e e e e s e e e e e eaosasaeneeneasaseensensasasseesensasaeneetensasaeeeeeaasaseeoeaceasaseeaeannanaa?2l 0 1 3.00 3 3 0 0 0 0 0
.................................................. GTGAGTGTARAGAAGGGA A TGAGA R . .« . . ittt ettt et ettt ettt e ettt e e e e e e e e e e 26 2 1 3.00 3 3 0 0 0 0 0
............. GTAGCCAGGAGATTGARATGARGGA . « ¢ e e et e et et e e et e e e e e e e e e tae e e e e e e e te e s ae e e e ee e e e e e e eeeeeeaeeeeeeeaeeeeeeeeaeeeeeeeeaeaeaeeeeeeneneaeeeeeeueaeaeaenaeneneaeaeaa25 0 1 3.00 3 2 1 0 0 0 0
.................................................. GTGAGTGT AR AGAAGGGAATGA . - . ¢ ot ittt ettt et ettt et e e et e e e e e e e e et 231 1 2.00 2 2 0 0 0 0 0
.......................................................................................................................................................... ATCTTTGGCCTGGATGTGGACA 22 0 1 2.00 2 1 0 0 0 0 1
.......................................................................................................................................................... ATCTTTGGCCTGGATGTGGAC. 21 0 1 2.00 2 0 0 0 0 2 0
.................................................... GAGTGTARAGAAGGGAATGAGA  « + & v e e et et et et e e e e et e e e e e e e e et e et e e e e et et e et e e et et et et e e e et e e ettt et e 22 0 1 2.00 2 1 1 0 0 0 0
................................................... ey Nedi el NV Ne V-NeleTe).V-Xie N7 - . . X T 1 2.00 2 2 0 0 0 0 0
.................................................. GTGAGTGTAAAGAAGGGAATGAGE . - « ¢ vt vt ettt et et e et e et et e e e e e e e et e et e e e e e e e e e e e e e e e e 241 1 2.00 2 2 0 0 0 0 0
............... -\ elolo)-NeleT-Nes-Ni i 1eT- V.V 70X 7N PP~ BN O 1 2.00 2 2 0 0 0 0 0
..................................................................................................... TCTAATACCCTCCTTTATCCCT + & et e et et et e e et et et e e e e e et e e eeeeeeaenenenea 22 0 1 2.00 2 0 1 0 0 1 0
.................................................. GTGAGTGTARAGAAGGGAATGAGI. - - - o ot ittt ittt ettt e et e ettt et e e et te e ettt e 24 1 1 2.00 2 1 0 0 1 0 0
........................................................................................................ AATACCCTCCTTTATCCCTCAGG  « + v e e et et ettt et e e e e ea e eneneaeaeenaa 23 0 1 1.00 1 0 1 0 0 0 0
.................................................................................................... ATCTAATACCCTCCTTTATCCCTC .+t e et et et et e et et et e et e et e e eaeaeeenenenene. 24 0 1 1.00 1 0 0 1 0 0 0
........................................................ GTARAGAAGGGAATGAGATCT « « & e e et et e e e e e e et e e e e e e e e e e e e e e e e ee e e e e e e e e taeeaeeaeeeeeeneaeaeeeeeeneneaeaeeaeneneaenennaa2l 0 1 1.00 1 1 0 0 0 0 0
................................................................................................................................................ TGCCTCGACCATCTTTGGCCTG. « v v vne... 22 O 1 1.00 1 0 0 0 0 1 0
............................................................................ TCT T T TTTGGTTGTATACAGGC . « + v v v e e e et et et e e e e et et e et e et et et ettt e et e et e ettt e eaeaiaananenea. 22 0 1 1.00 1 0 1 0 0 0 0
........... efelehiyNelolof-Neley-NeT ik lel- VNN eV Ve eI - X T O 1 1.00 1 0 1 0 0 0 0
............................................................................................................................................. CATTGCCTCGACCATCTTTGGC . v v v vveenn.. 22 0 1 1.00 1 0 1 0 0 0 0
..... 039 Y)Y ele i -l o o7V 7N N I ¢ 1 1.00 1 0 1 0 0 0 0
......... e eleleli-Nelolof-Nele7-NeT i1 TN PO~ Xo BN O 1 1.00 1 1 0 0 0 0 0
..................................................................................................... TCTAATACCCTCCTTTATCCC . + v e e et et et e e et et et ettt e ettt eeaeaeeeeaeaeaeee. 200 1 1.00 1 0 1 0 0 0 0
...................................................... el ehy-V-V-XeT-V.NeTele7. V-V 7N PRSP I 0 1 1.00 1 1 0 0 0 0 0
............... AGCCAGGAGAT TGAR AT GARGGAGTT « « « ¢ e e et e e e e e e et et e e e e e e e et e e et e e e e et e e et e e e e et et e et e e e e e e e e e e e e e ee e e e e e e e e ee et e e e ee e et aeaeeeeeeaeaeaeaeaeeneaeaeaeanenenana26 0 1 1.00 1 1 0 0 0 0 0
............. GTAGCCAGGAGATTGARATGARGGAGTT « « ¢« e et e e et et et e e et et et et et e e e et et et e e e e e et et e e e e e e et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e et 280 1 1.00 1 0 0 0 0 1 0
...................................................................................................... CTAATACCCTCCTTTATCCCTCAG  « ¢ e et et ettt aeaee e eaeaeaeaeeneneneaeaneneneaes 24 0 1 1.00 1 0 1 0 0 0 0
..... CARAGAGGGTAGCCAGGAGATTGA « & ¢ v e et e e e e et et e e e et et et e e e e et et et e e e et et e et e et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et 240 1 1.00 1 1 0 0 0 0 0
....................................................... TGTARAGAAGGGAATGAGATC . « ¢+ e e e e e et et e e e et et e e e e e e et e e e e e e e e e ee et e e e e e te e eseaeeeeeeaeaeaeaeeeeneneaeaeeneneneaeae.2l 0 1 1.00 1 1 0 0 0 0 0
....................................................................................................... TAATACCCTCCTTTATCCCT IR . - & v vt v ettt et et e et et et e e e eeeeaeeaeanene.. 24 3 1 1.00 1 0 0 0 1 0 0
................................................... ey Nedi el - N:V-Ne V-Vl eTe)-V-Xi e’ 1 A~ N 1 1.00 1 1 0 0 0 0 0
.............................................................................................................................. GTATGCTGTGGATATCATTGCCE. « v v v v e e e e eee e e 23 1 1 1.00 1 0 0 0 0 1 0
.................................................. GTGAGTGTAAAGAAGGGAATGAII. - - - o o oot i i i e e e et e et e 24 2 1 1.00 1 1 0 0 0 0 0
............. el Neloloy-Nete)-Ne Nk eV X1 c)V-N c PP SR 1 1.00 1 1 0 0 0 0 0
.................................................. GTGAGTGTARAGAAGGGAATG . - - o o ittt it ittt ettt ettt e e et e ettt e e et 22 1 1 1.00 1 1 0 0 0 0 0
............................ ARATGAAGGAGTTGTTGTTAAC . + « e e e ettt et e e et et et e et e et et et e e e e e et et e e e e e e et e e e e e e e et e e e e e e e et e e e e e e e e e e e e 220 1 1.00 1 0 0 0 0 1 0
....................... GAT TGAAATGARGGAGT TGTTGTT « & ¢ e e e e et e e et et et e et e et et et e et e e et et et e e e e et et e e e e e e et e e e e e e et et e e e e e e et e et e e e e e e e e 240 1 1.00 1 1 0 0 0 0 0
............................................................................ TCTTTTTTGGTTGTATACAGG « « ¢ « v« v e e e e et et e e e e et et e e et e e e et et et et e e e e et e eaeateeaneneaeaeaeanenenea 2l 0 1 1.00 1 0 1 0 0 0 0
................... AGGAGAT TGAAATGARGGAG T TGT. - - - ¢ ottt ittt et ittt ittt ittt et e et et et et e e e e e e e e e e e e e e e e e e e e ae e e e ee e e aeaeeeaeeasaeaeeeaeeaeasaeaeaeeaeaeaeaeaananneaes25 1 1 1.00 1 0 0 0 0 1 0
............. GTAGCCAGGAGAT TGARATGARGGAGT - « « ¢ e v e e v e e et et e ea s ae e eaeaoeasaenensansasaeneeeeesasaeeeeeaosaseeeeenasaeeeneensasaeneesensasaeeeeteesasaeeeeeaasasaseeecaasasaeneaeaa2l 0 1 1.00 1 1 0 0 0 0 0
.................... GGAGAT TGARAT GARGGAGTT « « & ¢ o e et et e e et et et et e et e et et e et e e e et et e et e et et et e et e et et e et e e e e e e e e e e e e e e e e e e e ettt 210 1 1.00 1 0 0 0 0 1 0
............ GGTAGCCAGGAGAT TGARATGARAGG - « « ¢ e e v e e e et et et e et e et et e e et e e et et ettt e e et et ettt e e et e e et et e et e e ettt et et e et e e e e e e e e et 250 1 1.00 1 0 1 0 0 0 0
........................................................................................................ AATACCCTCCTTTATCCCTCAGHA. . v it ittt ettt ittt et e e it e e eeeeeeeena 24 2 1 1.00 1 0 1 0 0 0 0
............. el Netoloy-Nete)-Ne- Nk eV c T4 1 1.00 1 1 0 0 0 0 0
........................................................ GTAAAGAAGGGAATGAGATC + « « v e e et et et e e e et et e et e et et et e e e e e e et e et e e e e e e e e e e e e 200 1 1.00 1 0 1 0 0 0 0
................................................... ie) Nedi el - N:-V-Ne V-NeleTe)-V-Xieh-Ne-Niulof A X S 1 1.00 1 1 0 0 0 0 0
...................................................................................................... CTAATACCCTCCTTTATCCCTCAGH . « ot ittt i ettt e e i e e 251 1 1.00 1 0 0 0 0 0 1
................................................... TGAGTGTARAGAAGGGAATGAI. - - o it i ittt e ettt it e ettt e ettt 22 1 1 1.00 1 1 0 0 0 0 0
....................................................................................................... TAATACCCTCCTTTATCCCTCAGE . « + v v vt ettt et ettt ettt e et et e eeeeaeeeee. 24 1 1 1.00 1 0 1 0 0 0 0
............. GTAGCCAGGAGATTGARATGAR .« « + v e e e et et et e et et et et et e e e e et et et e e e et et e e e e e e et e e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e et 220 1 1.00 1 1 0 0 0 0 0
................................................... TGAGTGTARAGAAGGGARTGAGAT T « &« vt et et e e et et et e e et et et e et e e e et e e e e e e et et e e e e e e e e et e ettt ettt 260 1 1.00 1 1 0 0 0 0 0
................................................... TGAGTGTAAAGAAGGGAATGAGARl. - - - - o o it ettt et 25 2 1 1.00 1 1 0 0 0 0 0
....................................................................................................... TAATACCCTCCTTTATCCCTCAGHA. .« . oot ittt ittt ettt e e e teeee e 25 2 1 1.00 1 0 1 0 0 0 0
..................................................................................................... TCTAATACCCTCCTTTATCC + « v v e e et et et e e et et et et e e ettt eaeaeaeeeneneneae. 20 0 1 1.00 1 0 0 0 1 0 0
.................................................. GTGAGTGTAAAGAAGGGA AT GAGAT . - & o\ttt ittt ettt et ettt et et e et e e e e et et e e e et e e e e e e e 261 1 1.00 1 1 0 0 0 0 0
....................................................................................................... TAATACCCTCCTTTATCCC « v e v e e e e e e et et et et eeaeeteeeeeaaaeaeeneaeaeaeenanaa 19 0 1 1.00 1 0 1 0 0 0 0
...................................................... el el V- -NeT-V-NeTele7. V- 7N eT-X: PN P2 N 0 1 1.00 1 1 0 0 0 0 0
................................................... ey Nedi el N:V-Ne VNl et el VX c . - R3S | 1 1.00 1 1 0 0 0 0 0
.................................................. GTGAGTGTAAAGAAGGGA A TGAGA T . . & oottt ittt ettt et ettt et e e e et e e e e e e e e e e e e e 2601 1 1.00 1 1 0 0 0 0 0
............................................................................................................................................................ CTTTGGCCTGGATGTGGACA 20 0 1 1.00 1 0 1 0 0 0 0
....................................................................................................... TAATACCCTCCTTTATCCCTCAGG  « + v e e e et ettt e et aeaeeeeeeaeaaaeaeeneneneaeannnan 24 0 1 1.00 1 0 1 0 0 0 0
................................................... TGAGTGTAAAGAAGGGAATI. - - - - - - o ottt e ettt 21 2 2 0.50 1 1 0 0 0 0 0
Anti-sense strand reads
M042
V057 V111 M021 V050
AATGGGTTTCTCCCATCGGTCCTCTAACTTTACTTCCTCAACAACAATTGCACTCACATTTCTTCCCTTACTCTAGAGAAAAAACCAACATATGTCCGTCTAGATTATGGGAGGAAATAGGGAGTCCATACGACACCTATAGTAACGGAGCTGGTAGAAACCGGACCTACACCTGT female
Read # Hit |Total body |head male embryo head
de ok ek ok e ok ok ek ok ek ke ok ke ok ke sk ke ok ke sk ke sk ek ek ke ek (L (CCCCC COCC OO e e e (e 1)))S))D)D) D) )))) L)) )))) L)) )) Lk kk ke ke kkkkkkkkkkkkkkkhkkhkkkkkkkkkkkkkkkkkkk** gjze Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droPer2|scaffold 0:6908473-6908648 |dpe 420||TTACCCAAAGAG---GGTAG-CCAGGAGATTGAAATG-AAGGAGTTGTTGTTAACGTGAGTGTAAAGAAGG -~~~ —————————————————————~— GAATGAG---—-—-— N ____———As A B, .-  ti CTCTTTTTTGGTTGTATACAGG-———-—-—-~— CAGATCAATACC-————————-—"- S L e T==ATCCCTCAGGTATGCTGTGGATATCATTGCCTCGACCATCTTTGGCCTGGATGTGGACA
+
dp5 |2:13541116-13541201 - | |TTACCCAAAGAG---GGTAG-CCAGGAGATTGAAATG-AAGGAGTTGTTGTTAACGTGAGTETARAGAAGG=————————————————————————————______________ GAATAG-—-—-—-- AT~ — —— — oo - CTCTTTTTEGGTTGTATACAGG-—-—-—-———— CAGATCTAAT[ECC-———-——-—-—=- S L R T == ATCCCTCAGGTATGCTGTGGATATCATTGCCTCGACCATCTTTGGCCTGGATGTGGACA
droWil2|scf2 1100000004921:1996138— TTEcCiXSrEGAN- - -GGTAG-CIIrGGAGATTGAA T - AAGEARNT TIT TEVNeleA CCTCAG Tifeldele) el - — — = — === —————— === GAATHIOI-——————— N CTAT TGAA T T TG T T T GC R e e e — — —— ——————~— - —— —— — s T T C CGA A T A T e N e R T N TCACET A TG THGARA TCATINGE T CGACCATHT TTGGCCTGGARGTGGAA
1996302 +
drovir3|lscaffold 12822:3647853- (ARFXeA GG T C/omeTe A CH TG T I T G AN Ne AL C IR A TTERY I T GlERN A GlE T 2 G C e T - — - — ——— - — - - CGACT - - B T T G - - - - - - - -caldiicEacl- -lrTTCcATGCTTAGADAAINIT]iC - - TeccTTCTCEEEEE = = — = — e e el \CE S ThACH TRy T Gl TR ABA THA T TGCCTCGACCATIIT TTGGCCTGGATGTGGACA
3648029 +
droMoj3|lscaffold 6540:16962620- TACA— e CGCEa A CT A Nl T e N e A A A e T Gl A N C A A C TG T T - - — S e T GhyGE- - - —-—- — R e e - ATj{ACCIlNAECH- - - - T[S T/cEEEEE AINGNXielc TTC/ATTEEEEEEEE R TS C A R e e e T=—plechEiTCACE T A TCE TR TGATATCATTGCC TCEACHA TS T TGCRE TGGATGTGGACA
16962783 +
droGriz|scaffold 14906:1255381- — - GRS G AN TG ARATG- A AG AT TG TG TRA T A VA2 - - - ATACACACIMT TACTGGAT AT AT AT /] e — — — — — — — — — — ----——-ATRTTECCGCCTT . ., it v A A il iiz I i il i TN e IR Ryl CAGIE T AT GC TINIGATATIA T T GCCTCGACATINT TTGGCCTRGATGTGGACA
1255552 +
droAna3|lscaffold 13340:20621150- ETicCiA A AN - - cellac- e AciTEcAlEA TG-AAGCETIEcETG T/ COTENA G Tl elelelA i — ——— — =~ =~ =~~~ =~ = - - - ___ - ———=—- — R e e e e T - INiRiciliicA/EciicCla - - a T TEEEEEEEE BrfedcTAATARR-----—--—-—-- CT T T m—mm e T NicEaAci T aTccrScaTaTcAT GccTcaceaTiT TTGEC THiGAR G TGGACA
20621307 -
droBipl|scf7180000396413:1781985- A CCCAAAA A S XL el e chicSAGc TATGC TG THGARATCATTGEC TCGACCATHT T@GGCCTGGATGTGGACA
1782139 +
droKikl|scf7180000302634:848696- SIeTCAGTGCACCCTGGAAATTTGTTTATCTCTGGAACGTAAATTTCAATTATATTTGGTTT TTATTCGT TCCT oo CT/ e TINACHEGANTININIA CllNeeiNaNe T T Il LNl iyl NG i~ ST
848902 -
droFicl|lsc£7180000454055:301018— e1fecciXerABAR- - —co Tl - claGGAGETECARETE- 2 2GR NE T GiAT NS - — - —— e e B EAlNe T A TGN SGATA TR TTGCH{TCGACHA TIT T TGGREN TGGATG T GIIAMA
301117 -
droElel|scf7180000491047:1311598- TAC BT cilcacaRERIdeckTHEANAGNECRCEA TN CEFENNEA G T Clila A ClEINCINNSEliA GEliiT A/ NV A C T TCGAGTGAAATATAGAAAATATAAGGGTTTTATCAAACGT TTAAGACCATTAREEEEEEE JNACCATTTCAAATGCTTGCATCTCTCGCTATAACTGCTGACCTTACCAGAGAAAAAACGAATAAGCTAAIGNNNN- - - - — - — - — - — — - - FEEEEEEEE - —— — — - N el NS CACE T A TGC T THGATATIA T TGCCTCGACHATHT TGGCCTHGA TG THGARA
1311853 -
droRhol|scf7180000777285:97121~ TACCAAAE———GGT—CEAGGAGETGATG—AAGEAETETGEAM ——————————————————————————————————————————— i — — == == == — R e T e e — - — = = = = = = = = ]~ = = ========= == — = — R e B R YT ATGCMATcAATCATTGCCTCGACCATHTTEGGCHTGGAMGTGRACA
97220 -
droBial|lscf7180000302402:5187575~ e rlecciXerEa G- - - LTEEY- ClEAGGAGETEG A T[S - A A GI A GE T LT Gl et — — — — === === === === == ———— - i — — = = == == — R e e T e ] — — — = = = = = = = = ]~ = = ========= == — = — R N Eanme e A TRTcARATHATTGCCTCGACCATCTTTGGCHTGGAMG TE A CA
5187674 -
droTakl|lscf7180000415380:737526- icCle - [CCiNGE GleRERele YA e A ele Ne Gl Gler 1 C Y NE A YA Clila A Nl C Y e el A el T A T T Gle ] - — - —-—-— - ATATTAAT NITAATCCGAAGAGAAAGA R e ] — — — = = = = = = = = --—-— - T TATAACGATCTTCAT T I T S e e T PE=ATCcecac TaTcc@TcaTATCATTGlgCcGACHATHT T oG C TRAA TG TG Al
737698 +
droEugl|lscf7180000409802:95316- TTlEccilerENec---ccleac-cilaccacTTcAlATE- AAciXEe TN T TEr AceTNAG T A AECARE TNV eI, - — - TN C A T 2 — R G T T TT TATACCTCCTT TAATAGT TGCTGAACT TAT A i T i T\ — — — — — — — — — — PalA CTAATARR - - - —=————=- S — — B e T T aaTTCCAR- AT EAINNES CANCEININITININelse A ¢ A NG TililiVeleleteli T P Cleli T/hN iy
95512 -
|dm3 lchroR:4452853-4452974 - | [liccEa e mmaec T c AN G cc AN e CI A Gl A A e G GG A T A Gl A T C - — — — — - i it i ——————— = ——— —— ——— — —_—_—Le__ el -—-— L .  —.—-HL D — — — — — — —— ——— et — = = = === === —— === — T —,—e—e rfh. icE-licrecEcHdiTiiacaclaSiciaNicEcAlideT cEccldiiicidec Tildac Tcc AN

|dr“5im°”&%m4ogéo == ” - A NGCCTCOAC TTTCCC

droSec2|scaffold 0:12159106- i— —EQG;ETAGC AN ATEAT?GCCECGAC&ATETTTGG‘CTEGATGT‘GA
12159159 -

ldrovak3|3R:19375236-19375335 + | |ErEc cderEcnc---ccil- claccacETEc ANETI- 2 A A T GR T G e - — = = = === == oo oooooooooooooooooooooooos i~ - ————— - ——,—,———_—- —————_  _ = Hi Lol i - bbn e — — — — — — — — — —— e — = — === ————— . iinoHbl isisiilb)s- Bt st in B e iiYe 2 TSR THcATATCATRGCcTCBACHATCTTTGGClTGGATGTGRACA)

droEre2|lscaffold 4820:9551561- e rlecclierEcnc---coppy- ClA GG AGETEGANATG- ARG A NE T CL T Gl et — — — — = === === === == == == - —— - _____ i — = — = = === — R e e ] — — — = = = = = = = = ]~ == == ======= == — = — i e N RN T A TG CEATHGATATRA TR GCCTCGACHATCTT TGGCHTGGATG TEE AKA
9551660 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:6908473-6908648
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:6908473-6908648
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_420.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:13541116-13541291
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004921:1996138-1996302
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12822:3647853-3648029
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:16962620-16962783
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:1255381-1255552
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:20621150-20621307
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396413:1781985-1782139
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302634:848696-848902
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454055:301018-301117
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491047:1311598-1311853
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777285:97121-97220
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:5187575-5187674
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415380:737526-737698
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409802:95316-95512
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:4452853-4452974
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:18049870-18049969
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:12159106-12159159
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:19375236-19375335
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:9551561-9551660
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Coordinate:

scaffold 13:375078-375144 -
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Predicted structure
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Show Alternate Folds
Flybase annnotation
intron [Dper\GL12970-in]; CDS [Dper\GL12970-cds]; CDS [Dper\GL12970-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M042
V057 V111 V050 V042 MO021
AAGCTGCGGGACGCCGGCTGCCATGCCGTCCTCTTCCTGAACATACCCAGGTGCGAAAGGAGAATGAGCTATAGATTTTGT TCGATGAGGCGATCTAAACACTTTCCCTTTCCGCAGCTATGGCGGCGGCACCCACCCGTGGAACGACTCGTTCGGGGCGACGAAGC female
Read # Hit |Total head male head body | embryo embryo
Kkkkhkkhkkhkhkhhhhhhhhkhhhhkrhkhkkkkkkkkkkkkkkkkkrkrrx  (((CCCCCCC.(((ennn.. COCCCCe o (e e e IIIII))) e ))))))))L)))) hkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*x**x** gjze Mismatch Count Norm Total body
.................................................. GTGCGARAGGAGAAT CAGCTAT « « v v ettt e ettt e e ettt e e e e e e e e e e e e e e e e e i 2200 1 781.00 781 312 380 84 5 0 0
.................................................. GTGCGARAGGAGAAT CAGCTATAG . « v v v v e ettt e e e et e e e et e e e et e e e e et e e e et e e e e e e e e e e e e e 2800 1 353.00 353 223 38 88 4 0 0
.................................................. GTGCGARAGGAGAAT GAGCTATAGA .« « v v e v ettt e ettt e e e et e e e et e e et e e e e e e e e e e e e e i o250 1 217.00217 124 61 28 3 1 0
.................................................. GTGCGARAGGAGAAT CAGCTATA . « v e et v e ettt e e e et e e e e et e e e et e et et e e e e e e e e e e e 02300 1 178.00178 107 40 28 2 0 1
.................................................. GTGCGARAGGAGAAT GAGCTA . « v v v ettt e ettt e e et e e et e e e e e e e e e e e e e o2 0 1 131.00131 56 63 11 1 0 0
............................................................................................... TAAACACTTTCCCTTTCCGCAGH. -« o vttt it e i it e e ie e 231 1 114.00114 60 15 22 14 3 0
............................................................................................... TAAACACTTTCCCTTTCCGCAG . « v v v e e e e e e e e e e e e et e e e e ettt e e iiiieeaa 22 0 1 92.00 92 14 3 8 61 5 1
.................................................. GTGCGARAGGAGAATGAGCT « « e e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e i s 200 1 43.00 43 14 26 3 0 0 0
............................................................................................... TAAACACTTTCCCTTTCCGCA . &t ot v e e e e e e e e e e e e ettt e e e ettt e e e ii i 20 1 11.00 11 2 0 0 9 0 0
............................................................................................... TAAACACTTTCCCTTTCCGCAGH. « ¢ ittt ittt ittt ittt et et ettt e e 23 1 1 7.00 7 1 0 4 2 0 0
.................................................. GTGCGARAGGAGAATGAGCTATAGH . . - o ¢ ittt ittt ittt et et ettt et et e et ettt et e ettt e 251 1 6.00 6 4 1 1 0 0 0
.................................................. GTGCGARAGGAGAATGAGC T AT . « & o ¢ ittt ittt ettt et ettt e et e e e e e e e 231 1 6.00 6 3 3 0 0 0 0
.................................................. GTGCGARRAGGAGAATGAGC . e e ettt e e e e e e e e e et e e e e e e e e e e e e iieeaa19 0 1 6.00 6 1 3 2 0 0 0
.................................................. GTGCGARAAGGAGAATGAGC T AT A . . L ittt ettt ettt et e e e et e e e e e e e e 24 1 4.00 4 4 0 0 0 0 0
.................................................. GTGCGAAAGGAGAATGAGC AT AGA . .« o ottt et ettt e e e e et e e e e e 261 1 4.00 4 3 1 0 0 0 0
................................................... TGCGARAGGAGAATGAGCTATAGAR . « v v v e e e e e ettt e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e ieeaa 280 1 4.00 4 2 2 0 0 0 0
............................................................................................... TAAACACT TTCCCTTTCCGC . v v v v e et e e e et e e ettt e ettt ettt et e i e i 20 0 1 3.00 3 0 0 0 3 0 0
.................................................. GTGCGARAGGAGAATGAGC TAR . . . .o ittt ittt it ettt et ettt e e e e e e et 22 1 1 3.00 3 3 0 0 0 0 0
................................................................................................ AAACACTTTCCCTTTCCGCAG e + v v e ettt e e ettt e ettt e ettt e et e i e eiie o200 1 3.00 3 0 0 0 3 0 0
.................................................. GTGCGARAGGAGAATGAGCTAT AR . . o ¢ ot ittt ittt ettt ettt et ettt ettt et et e e e 241 1 2.00 2 2 0 0 0 0 0
................................................................................................ AAACACTTTCCCTTTCCGCAGH . « ot ittt et ettt e ettt e e et eee e 221 1 2.00 2 1 0 0 1 0 0
.................................................. GTGCGARAGGAGAATGAGC Tl . . ¢ ot ittt ittt ittt e ettt e e ettt et ettt e 201 1 2.00 2 1 1 0 0 0 0
.................................................. GTGCGARAGGAGAATGAG .+« v v e ettt e e ettt e e e et e e e e e e e e e e e o180 1 2.00 2 1 1 0 0 0 0
........................................................................... TTT TG T TCGATGAGGCGATC . « v v e e et e e ettt e e e et e e e et e e e et e e e e et e e e e e e e e ii e iiie o200 1 2.00 2 2 0 0 0 0 0
............................................................................................... TAAACACT TTCCCTTTCCGCARM . . . . ottt ittt ittt it ettt e e eeeeeaeneneae. 23 2 1 1.00 1 0 0 0 1 0 0
.................................................. GTGCGARAGGAGAATGAGC AT AGA R . « . . o ittt e e ettt e e e e e e e 2T 2 1 1.00 1 1 0 0 0 0 0
.................................................. GTGCGARAGGAGAATGAGCTAT A, . . . o ittt ettt e ettt e et et e e e e e 241 1 1.00 1 1 0 0 0 0 0
.................................................. el elolerV.Y-NeTe)- Nl VN el Netok X - PR Jc S 1 1.00 1 1 0 0 0 0 0
.................................................. GTGCGARAGGAGAATGAGCT A . -« . ottt ittt ittt ettt e e et e e e e e e e e e e 221 1 1.00 1 0 0 1 0 0 0
........................................................................... e i Tl eF N e 7Nl 7N, NP e B 0 1 1.00 1 1 0 0 0 0 0
................................................... e oleTN:V-NeTel-NeT:V-Xi 3 Ve To i PR s BN 0 1 1.00 1 1 0 0 0 0 0
................................................... TGCGAARAGGAGAATGAGC T AT AR .« . oottt ittt ettt e et e ettt e e e et ettt 231 1 1.00 1 0 0 0 1 0 0
............................................................................................... TAAACACTTTCCCTTTCCGCAGHA . « o ittt et et et ettt e e e e 24 2 1 1.00 1 0 0 0 1 0 0
Anti-sense strand reads
V042 V057 V111l
TTCGACGCCCTGCGGCCGACGGTACGGCAGGAGAAGGACTTGTATGGGTCCACGCTTTCCTCTTACTCGATATCTAAAACAAGCTACTCCGCTAGATTTGTGAAAGGGAAAGGCGTCGATACCGCCGCCGTGGGTGGGCACCTTGCTGAGCAAGCCCCGCTGCTTCG
Read # Hit Total embryo head male
Kkkkkkhkkkhkkkhkhhhhkhhkkhhhhhhkkhkkkhhkhrkkrkrkkrrrrx  (((((CCCC-(((ennnn.. COCCCC. - (e e e YININ))) e )))))))) L)) )) kkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkk*k*k*** gjze Mismatch Count Norm Total body
Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

droPer2|scaffold 13:375028-375194 |ldpe 736 [[AAGCTGCGGGACGCCGGCTGCCATGCCGTCCTCTTCCTGAACATACCCAGGTGCGAAAGG O A A=~ AC—— = AC T T T — = = = = = = = = — o o o o - -CCC-TTTCCGCAGCTATGGCGGCGGCACCCACCCGTGGAAC -~~~ ———————~ GACTCGTTCGGGGCGACGAAGC

dp5 XL _grouple:8192180-8192346|dps 2749AAGCTGCGGGACGCCGGCTGCCATGCCGTCCTCTTCCTGAACATACCCAGGTGCGAAAGG O RA— = AC— == AC T T T m — == == = ==~ = =~ m = o o oo - —————CCC-TTTCCGCAGCTATGGCGGCGGCACCCACCCGTGGAAC———————————— GACTCGTTCGGGGCGACGAAGC
+

droWil2|scf2 1100000004963:750366- GCATCGACT TCAAC---- NeIfeCiliiT AlecCAATEAINNEE
750553 -

drovir3|scaffold 12726:2811755- aaceTiccldealiccceeeTeecatacetiicTeTTic TaACATACCIAGETCINCEEERYS AATAGARTETGCTA TETGTECA CTATGGCGGCGGCACKcAlccrGeanc-—----—-—-—- GACTCHT THGC&GACHAAGC
2811910 +

droMoj3|scaffold 6473:5674512- aaceTccldealicccceeTeecaToeceTecTeTTC TAACATACCCAGETINGCEENG ATTTGCET, CTATGGCGGCGGCACKcAlcclrceanc-—----—-—-—- GACTCET THGCEENGACGAAGC
5674669 -

droGri2|lscaffold 15203:6409733- AAGCTGCGEGACGCCGGCTGCCATGCCGTCCTCT THC TMAACATACCCAGGTCLC/SALYS CAESITATTTATTAGTTC L X XL SNCIAG C TATGGlEGGCGGCACICANCCGTGGAAC- - - - - - - - - —- GACTCGEACGGI8CGACGAAGC
6409893 +

droAna3|scaffold 13047:734629- AAGCTHCGEGACGCCGGCTGCCATGCCGTCCTCTTCCTGAACATMCCCAGETCING AR AAGAGAZGGTACTA GACTCETTCGGICEACGAAGC
734782 +

droBipl|scf7180000396431:522461- AAGCTGCGEcACGCeGGeTGecAldeecGTeCcTl@TTCCTGARCATACCCAGET N G AR cacTciIrTccclicEaccaace
522614 +

droKik1|lscf7180000302698:162585- AAGCTECGGGANGCHGGCTGCCATGCEGTIgCTCTTCCTGAACATHCCCAGGTClECHATYY cacrcerTicccifecEaace
162802 -

droFicl|lsc£7180000453800:1984898- GiNerjelecacclETle- - - - - - INecleajia A INS AN TINSNATINIT T T GINEEliA A E TGGAACATAA AGEEEEEE N ———-- .-,y ATTATATAGGTTTAATREEEEEEEEE ATTCGT R TATCCAAATTA TE |GG - T TA ARTEAT-jliTT TG CEeA Al T/de A A T Cildle GG TCCGGACAAGGACHNS CAlEN - - - - - - TCTETIACES
1985077 +

droElel|scf7180000491008:102791- Gli\aTjlelslcacclderslen - - - - - -[¥ecT AN AN N TINEENA IS T T T GINeelia A c TGElC TTTTGTTTGGATCATTAA
102978 +

droRhol|lscf7180000779169:97157- ceTEGATEIOY- - - - - - - - - — - — - — - - -[TAIeA WS TINENNINA T T T AINEeliA AElCTINAE T--- TAT, TEAE CiliTTCo cliccEdeaddde T e~/ ArecideccTccccacaAGGACHATCAM - - - - - - TcTECIACEE
97345 -

droBial|scf7180000301760:2644076— AAGCTMECGEGACGCCGGCTGCCATGCCGTCCTCTTCCTAACATICCCAGGT GRS cA N ATAGCATATSCC TThb- ccc cEteaT-cc CTATGGCGGCGGCACCCAMCCGTGGAAC-—-——-—-———- GacTcrTccaecciaace
2644253 +

droTakl|scf7180000415169:1005755- ci\cTiTT TETTAT-fiCET CTATGGCGGWGGCACCCACCCGTGGAAC-————-—-———- GacrcerTiccccBiiccaace
1005827 -

droEugl|lsc£7180000408176:353721- AAGCTECGEGARNGCCGGCTGCCATGCCGTCCTCTTCCTAACATHCCCAGGTC NG — - ——————— - CleR-—----—--—-——-—— - ———— - T T[ge - - - - e e B-----—-- T T T CCC R ATGAATACECATRT TOSAAC--[liiC CTa TTC L T el RGN T A TGGCGGRGGCACHCACCCHTGGAAC- - - — - - — - - —- cagrcErTicGEccldiccaace
353888 +

|dm3 llchrx:8915275-8915441 + I |22 ccldeaficcceeeTeccarcecetfgcTeTTec TaAcaTcccAGETEIN G - -~ === ——— - G- ————————— - — AT C A T/ ——,—,,__—_—. BB - S B——-—- A i it i A ———————-=_ i —-ii i - - --FEaac--caTT TAAATGACATATATTTGCHAESAC T AACAC ARTTAT-CliTT CTATGGCGGHGGCACCCANCCIATGGAAC-—————-————— cacTclgrTiccEccEiicEacc]

ldrosim2|x:8463732-8463889 + | |2a2lcrecddeaficcceeeTeecarcecaTfgcTeTTeC TRAACA THCCCAGETC G A N N N N LTy Y N et  — — — — — — — — — — = = = = — = = = — = = = = === ===~~~ =~ ———————— =~~~ ———— [ [ —-E-———- ATTTCAEARSAC ARTTAT-CCTT CTATGGCGGHGGCACCCANCCATGGAAC-——————————— cacTcgrTicGEccElicEAGC]

droSec?2|scaffold 34:277805-277966 AARCTGCGEGAGCCGGCTGCCATGCCGT ECTCT TCCTL A ACA THICCCAGGE T ClE G el R N N e i B ettt — — = = = = = = = = = = = = = = o e e e —--E--—-- aaaGTGATAETATTTCCEAR AC T AATTC ASTTAT-CCET CTATGGCGGHGGCACCCAfccidrGGARC——— - ——————- cacTcrricclcciicaace
+

|drovak3|[x:12397573-12397734 - I TCAGTGGCAESCATTTACEARSGC ARTTAT-GCTT CTATGGCGGHGGCACCCARCCGTGGAAC -~~~ ———————~ cacTcrTiccEccElicEaaac]

droEre?2|scaffold 4690:6198367- TAAGTGGCAEETATTTACEAREGC cETTAT-CCTT CTATGGCGGCGGCACCCAfcCiTGGARC-——-————-——- Gacrcrriiccldcciclaace
6198529 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:375028-375194
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:375028-375194
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_736.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8192180-8192346
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_2749.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004963:750366-750553
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12726:2811755-2811910
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:5674512-5674669
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:6409733-6409893
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13047:734629-734782
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396431:522461-522614
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302698:162585-162802
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453800:1984898-1985077
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491008:102791-102978
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779169:97157-97345
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301760:2644076-2644253
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415169:1005755-1005827
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408176:353721-353888
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:8915275-8915441
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:8463732-8463889
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_34:277805-277966
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:12397573-12397734
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:6198367-6198529

ID: Coordinate:

dpe 66 |scaffold 30:84794-84859 + |confident | Mirtron |intron

Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature Star [TTTXI SUPTTTNOOT, mismatoh in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds H
Flybase annnotation
intron [Dper\GL18298-in]; CDS [Dper\GL18298-cds]; CDS [Dper\GL18298-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
M021 V057 V050 V042 V111l
GAGCTACAATGATGACGTGGGCCCGCCGAGTCATCGGAGACGTTTGGATGGTATGTTTGGCCCCGAAACT TAATGCAGGATTACGTTTCTCATGCAAGTCTCTGACCAAACAACAGGTCGACATAACGAGAATGCTGATATGGATATTAGCGGAGATTCGACGCCC female
Read # Hit Total body embryo head head embryo male
e 3k ek ok e ok e ok e ok ke ke ok ok e ok e sk ko ke ke ok e ok sk ke ke ke ke ke ke ko (e (OO O (e e 1))D))) o)) ) ) L)) e a i ))))))) L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* g5jze Mismatch Count Norm Total body
.............................................................................................. CAAGTCTCTGACCARRCAACAG . « ¢ e v v eeee et e te et e et taeneeaeneaeaeneea 22 0 1 1353.00 1353 661 491 92 85 21 3
.............................................................................................. CAAGTCTCTGACCARACAACA . ¢ o e et e ee et e e e ee e eneeeeaeneeaeaenaenenenaeaa2l 0 1 206.00 206 157 21 15 10 3 0
............................................................................................... AAGTCTCTGACCAAACAACAG . « ¢ v vt et et e te ettt ie e eeeea e eieeaenenaenenee. 2 0 1 58.00 58 55 1 1 1 0 0
.............................................................................................. CAAGTCTCTGACCARACAAC . « t e e et e te et e e en e e aeneaaeaeneaaeaeneenenenaeaa20 0 1 28.00 28 17 6 0 5 0 0
.............................................................................................. CAAGTCTCTGACCARACAACAGHE . & ottt ettt et et et ettt ittt 231 1 24.00 24 3 19 1 0 1 0
.............................................................................................. CAAGTCTCTGACCAAACAACAGH . . oottt it it i ittt 23 1 1 19.00 19 7 5 2 3 2 0
............................................................................................... AAGTCTCTGACCAAACAACA . « o et et et et e e e et te e ta e eieaeneaenenee. 20 0 1 13.00 13 13 0 0 0 0 0
.................................................. GTATGTTTGGCCCCGARACTTARTGCA . « ¢ e v et ettt et e e et et e e et et e e et et e e et e et a e e e et te e en et ia e eeeneneeaenenneaen 2] 0 1 10.00 10 3 1 2 4 0 0
.................................................. GTATGT TTGGCCCCGARACT « ¢ e v e e e e et et e e et e e e e et et e et e et e et e et e e et e e ettt e e et e et ettt e et et ee e 20 0 1 9.00 9 0 0 6 2 0 1
.............................................................................................. CAAGTCTCTGACCARACAACAE . -« vttt i e ittt e e e 221 1 7.00 7 1 6 0 0 0 0
.................................................. GTATGTTTGGCCCCGARAC . « e e e e e e e e e e e et e et e e e e e et e e e e e e e e e e et e e et e e e e e e e e eeeeeneaeaaeneeaeneneeaenenneaenana19 0 1 7.00 7 5 0 1 0 0 1
.................................................. GTATGTTTGGCCCCGARACTT . ¢« e v et et et et e ettt et e ettt et ettt et e e e e et e e et e e ettt et e e ettt ettt 20 1 7.00 7 3 1 0 1 0 2
.............................................................................................. CAAGTCTCTGACCARACAACAR. . .ot i i i it i i et et ie e e e 22 1 1 4.00 4 4 0 0 0 0 0
.................................................. GTATGTTTGGCCCCGARACTTA « & ¢ v et ettt et et e et et e e et et e e et et e e et et e e et e e ettt e et e e ettt e et et ee et eieeaeneaene.. 22 0 1 3.00 3 3 0 0 0 0 0
.............................................................................................. CAAGTCTCTGACCAAACAACAGE . « o ¢ vttt ettt ettt te et it et ee e 231 1 3.00 3 0 3 0 0 0 0
.............................................................................................. CAAGTCTCTGACCAARCAACAGG . « ¢« vt et vt e e en e e eaeaenenaeaeneeaenenaeaa23 0 1 3.00 3 1 2 0 0 0 0
.............................................................................................. CAAGTCTCTGACCARACAR . « + e e ettt te et et e et e e ettt et ea e 190 1 3.00 3 3 0 0 0 0 0
................................................................................................ AGTCTCTGACCAAACAACAG . « et o e e e teea e e e eneee e eneneeaenenaeaenenneaenaa. 20 0 1 3.00 3 3 0 0 0 0 0
.................................................. GTATGTTTGGCCCCGARACTTARTG . + ¢ e e o e e et e et e et e e e et e e et et e e e e et e e et et et e e e e et e e en et ia e eeeneneeaeaenneaea 25 0 1 2.00 2 2 0 0 0 0 0
.............................................................................................. CAAGTCTCTGACCAAACAACH . . ..o i i i i it i e e 201 1 2.00 2 0 2 0 0 0 0
............................................................................................... AAGTCTCTGACCAAACAACAGH . « ottt ittt ettt it ettt et e e i 22 1 1 2.00 2 1 1 0 0 0 0
....................................................... TTTGGCCCCGARACTTAATGCA t - ¢« e e e e e e et et e e e et e e e e et e e e et e e e e e e e e e e e e e e eeaaeaeneeaeneneeaenenneaenae22 0 1 2.00 2 0 0 1 1 0 0
....................................................................................... TCTCATGCAAGTCTCTGACCA . ¢ o e et e te et e ee et e e et ee e eetaeneeaeneneeeeneneeaa 2l 0 1 2.00 2 0 2 0 0 0 0
.............................................................................................. CAAGTCTCTGACCAAACAACARE . . . ... .. ittt ittt i i 23 2 1 1.00 1 1 0 0 0 0 0
............................................................................................... AAGTCTCTGACCAAACAACAGGT. . . ..ottt ittt it ie it i ee e eneneneaeaeaea 25 2 1 1.00 1 1 0 0 0 0 0
................................................... TATGTTTGGCCCCGARACTTARTG « « « v v e e et et e e e et et e e et et e e et et e e et e e e e e e et et et ettt e e et ee et eeeaenenaene. 24 0 1 1.00 1 1 0 0 0 0 0
................................................................................................. GTCTCTGACCARACAACAG . « e e e e et tete e et e e e e eeaenseaenenaeaenenneaeneeas 19 0 1 1.00 1 1 0 0 0 0 0
................................................... TATGTTTGGCCCCGARRACTTART . ¢ & e e et ettt et e e et et e e et et e e et e e e e e e e e e e e e e et e e ettt e ettt et e 23 0 1 1.00 1 1 0 0 0 0 0
............................................................................................... AAGTCTCTGACCARACAACAGH . . - .ottt it i e e e e e e e e e e 22 1 1 1.00 1 0 0 1 0 0 0
............. eF - Nolehielelelo]ole]etofe] TN NN USRI N ¢ 1 1.00 1 1 0 0 0 0 0
.................................................. GTATGTTTGGCCCCGARA . + « e e et et et et et e e et et e e ettt e e et et e e e e et e et e e e ettt ettt e e ettt et ee et .. 18 0 1 1.00 1 1 0 0 0 0 0
.............................................................................................. CAAGTCTCTGACCARACAACE. . ottt i i i i it ei e 21 1 1.00 1 0 1 0 0 0 0
.................................................. el N el i eleT ol o o] o )YV Y. PP - B 1 1.00 1 0 0 0 1 0 0
.............................................................................................. CAAGTCTCTGACCARACAACAGEA . . . ottt ettt ettt ettt ettt 24 2 1 1.00 1 1 0 0 0 0 0
....................................................... TTTGGCCCCGARACTTARTG ¢ « ¢ e e e e et e et et e e e et e e e e e e e e e et e e et e e e e e e e e e eneneaaeaenaeaenenaeaenenneaenae. 20 0 1 1.00 1 0 0 1 0 0 0
.................................................. GTATGTTTGGCCCCGARACTTART « & ot ettt et ettt et e e et et e e e et e e e e e e et e e e e e ettt e e et e e ettt 24 0 1 1.00 1 1 0 0 0 0 0
............................................................................................... AAGTCTCTGACCARACAR . ¢ o e e ettt et e et te ettt te et te e iaeaeneaenenae.. 18 0 1 1.00 1 1 0 0 0 0 0
......................................................................................... TCATGCAAGTCTCTGACC .+« et e et te e e et te et ee e e e teenenetaenenaeaeneneeaenae.. 18 0 1 1.00 1 0 1 0 0 0 0
.............................................................................................. CAAGTCTCTGACCARACAACA . - o ottt e e i e e 221 1 1.00 1 1 0 0 0 0 0
............................................................................................. GCAAGTCTCTGACCARACAACAG . « « « e et e et te e eee e eneneeaenenaeaenenneaeneeneaea 23 0 1 1.00 1 1 0 0 0 0 0
.................................................. e e e eTo ot o oTeT-\ R - 5 0.20 1 0 0 1 0 0 0
Anti-sense strand reads
M042
CTCGATGTTACTACTGCACCCGGGCGGCTCAGTAGCCTCTGCAAACCTACCATACAAACCGGGGCTTTGAATTACGTCCTAATGCAAAGAGTACGTTCAGAGACTGGTTTGTTGTCCAGCTGTATTGCTCTTACGACTATACCTATAATCGCCTCTAAGCTGCGGG female
Read # Hit Total body
R e N A O O A N N T 1))D))) o)) ) ) L)) i ))))))) L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* gjze Mismatch Count Norm Total
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldroPer2|scaffold 30:84744-84910 + |dpe 66 |GAGCTACAATGATGACGTGGGCCCGCCGAGTCATCGGAGACGTTTGGATGEIATCT TG ===CCCCE- == == o o A s s o o o o o L s oo e e e s s e s s S e S O AA TGC - AGGATTACGT TTCTCATG=CAAGTC———————————- T————m————- CTGAC-—-=-—=-—-=——— C-—-—- AAACAACAGGTCGACATAACGAGAATGCTGATATGGATATTAGCGGAGATTCGACGCCCA
dp5 XL grouple:1111192-1111358 [dps 2613||GAGCTACAATGATGACGTGGGCCCGCCAGTCATCGGAGACGT T TGGA TG o G G G G G e A TGC-AGGATTACGT TTCTCATGECARGTC = === ======== e CTGAC-—----—-—--- C—---- AAACAACAGGTCGACATAACGAGAATGCTGATATGGATATTAGCGGAGATTCGACGCCCA
droWil2|lscf2 1100000004909:3951869- calfirafiaaTcaTcalcccliccceciacTeaTccacce TETG AT BTN TSN TTACATTTGGGCTACA- TTTATGCTA
3952035 +
drovir3|lscaffold 12970:9692046- calSiTAlEA A dcaliceccliccoecdaclicaTcoilacldccTTTGEATG --T--EESICTGCAG CGTCTE-AACA
9692208 -
droMoj3|lscaffold 6473:11876601- calcTacEr A TcAlCESGGEccoeclEnccaTceaGECGiITTGGA TR NC TS TGAAGGAT GCTGTCGA ATTGCTCGATTGATCGT T - k- — - - SN e CIeCAGG T CGACATAACGAIAAT GCTGATATGGAMAT TAGHGGEGAMTCGACGCCCA
11876775 +
droGri2|scaffold 14853:346387- S\~ TN CI\C ARNCIIATE G T/eleletelelelele ClNel C/ShNiele A FNE G /el kel Ne <1l A E CAACATGCA - — - - CGACAAGC GCAGCAGC ACCATTTAATTAATTGTE e e — - — — - — - — B — - —liCIATCl- - - - - T- -F- - - - -EEEE A GCTAA TG T T T Rttt el ——— -V e - AReleCAGG TCGACATAACGAIWAATGCTGATATGGATATAGCGGEGAMTCAACGCCea
346570 +
droAna3|scaffold 13334:780666- GaTACE A G AN G CGCCldaGcATCEAGECGTTTGGATG TAAATACTACAAGACT aifeciiacacciiccacalanficadaarcerealdaTecAdaTIIAGCGEgcAdTcGaCcGeCca
780822 +
droBipl|lscf7180000396733:412644- caliracanScaldcalichmGCCCGCCEAGECATCGAGECGT TTGCAT GEHE NG T ek ket
412805 +
droKikl|scf7180000302610:1225932—
1226096 -
droFicl|lscf7180000454077:1214357- paalldecaGcTCcGaCAAACGAAATGCTGATATGGABATIIAGCGGGATCcGACGCCcca
1214553 +
droElel|lscf7180000490546:445981- e CAGGTCGlcAAACGARAATGCTGABATGGABA TIAGHG GG AT CliACcGCclia
446034 +
droRhol|lscf7180000777390:24219- EmcaGGTCGgcAMaaccaaaTGcTGAATGGABATI A GCacldeaBTcliacGeclia
24272 +
droBiallscf7180000302421:1236439- F\a TI¥NS GIC ARNCIA T/ G Clefe T{elelelele e C/ShNNele [N cehibtieler el eV \A EAACAA TG T TT - — - -CCAATGAL - -TTGGTAG AGc-Ec A pRric T TR\ THA TClachiich - -~ —-—-- e ————————- ol - - -t el - - - -1 ipyeceacAGGTCGACAAACGARRATGCTGATATGGABATIIAGCGGGATCliaCcGCCcCa
1236619 +
droTakl|sc£7180000413135:17367— GATACEAA e AllclSccliccoccleaGc AT ceAGEC G T TTGGATCETELNCLYE!) TAGGGC ecldacaccTccacadaaceadaarcerealaTccABATIIAGCGdeABTCGaCGCCCA
17528 -
droEugl|scf7180000409271:25055- A TINTNACIEINC AfNSIE A T/le r{dlelelele CENElNNNele A NNl il del e <V \A €A AlICC TATA - - - - EEE TACTTTGATTCTACA CTT WARNCAACAGGTCGACATAACGARAATGCTGARATGGARATIIAGCGGHGATCliACGCClA
25248 -
|dm3 lchrx:16966216-16966375 - || |lc2iracEraEcalcEdcclicceccacTeaTcelacEceTTTGEATG CAlIAAAGCA----[§GTTGCGTAGGATC BAcEACAGG TCGACARAACGARRATGCTGAATGGATATRAGCGCEGART CGACGCCHA|

|drosim2|x:16083969-16084132 - I

e A EcalcEEcclicceccliacTeaTcalacceTTTGEATG

droSec?2|scaffold 17:799573-799736 -

calSiracEr&adealiceccliccoecdacTealdecilacldceTTTRGATG

CABAACGCA----EGTTGCGTAGGATCTACA -
CABAACGCA----EGTTGCGTAGGATCTACA -

BARCEACAGG TCGACARAACGARBAATGCTGATATGGATATRAGCGCEGARTCGACGCCHA]

————— paecdacaccTcoacAdaacGAAATGCTGATATGGATATIA Gl GCldcABTceaCcGeCla

ldrovak3|[x:15577993-15578157 - |

lc2igr2cErE e alcEecclccocc@acTcaTccBacBeeTTTGGATG

droEre2|scaffold 4690:7319474-
7319643 -

calliraclEradealiceccliccoecdacTeaTcoilaclgccTTTGEATG

CAIACCGCT----AATTCCATA
CABAACGCA----[E€TTTGCLJAG

ascaafacc TcacaaaccaaaTGCTGARATGGARATRAGCGGEG AT BacGecA]

————— palcleacaccTccacaarccaaaTGCTGAATGGABATIIAGCGGGAT TClACGCCliA
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_30:84744-84909
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_30:84744-84910
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_66.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:1111192-1111358
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_2613.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:3951869-3952035
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:9692046-9692208
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:11876601-11876775
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:346387-346570
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13334:780666-780822
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396733:412644-412805
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302610:1225932-1226096
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454077:1214357-1214553
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490546:445981-446034
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777390:24219-24272
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302421:1236439-1236619
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413135:17367-17528
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409271:25055-25248
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:16966216-16966375
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:16083969-16084132
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_17:799573-799736
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:15577993-15578157
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:7319474-7319643

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 28| scaffold 4:3375451-3375526 - || confident | Canonical miRNA || intergenic

Legend: mature star [FRFTN T IR THTNST! mismatchin read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 18 19 20 21 22 23 24 25 26 27 <@ | | | |
Size Condition 3375550 3375500 3375450 3375400
Genomic Position
Hairpin partition - Sense -# Antisense Mature -#- Star
Hairpin partition Mature @ Star
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads
M042
V057 M021 V050 V111 v042
CGTTTTCCCAGCTCTAAACGACCTCCAGCAAAACTTCGCCGCAGCACTGTGGGGCCTCTGCAGAGTGGAAGCGGAGACGTACTACTCTCTTTGT TCTTAGAGTTTTCACCTGTTAGAAGCTCTACTGTACTTGCAGACTTGTTATTTGCTGTTTTGTGAAATTTTATTGCTCTCTA female
Read # Hit ||Total head |embryo head body male embryo
khkkkkkkkkkkkkhhhhhhhhhhhhhhhhhhhhhk ((((_ ((_ (((((((_ (((((((. ((((((((((((( ________ ))))) ___________ ))))))))))) . ) ) )) . ) ) ) ) ) )) . )) . )) .)) ______ kkhkkhkhkkkkhkhkkkhkhkhkkkhkhkkhkkhkhkhkkkhkhkhkkkhkhkkkx size Mismatch Count Norm Total bOdY
....................................................................................................... TTTCACCTGTTAGAAGCTCTAC . « ¢ e v e e et et e e eeee e e e te et e e e e e eaeneenen. 22 0 1 1061.001061 118 843 47 37 15 |u
....................................................................................................... TTTCACCTGTTAGAAGCTCTACE . « o ¢ ottt ettt e e e ettt et e 23 1 1 249.00 249 11 222 7 6 2 1
....................................................................................................... TTTCACCTGTTAGAAGCTCTA + &« e e e et et et e e te e e e et e e et e e e e e aeneenenn 21 0 1 101.00 101 38 16 329 6 0
.................................................. eleele ol ok ol ele). N e\ ek ele V. Ne o P 22 0 1 69.00 69 21 0 18 4 25 |1
....................................................................................................... TTTCACCTGTTAGAAGCTCT .« v vt ettt e te e e e et e e e e e et e e et e e et e e 20 0 1 69.00 69 34 16 8 5 6 0
....................................................................................................... T T TCACCTGT TAGAAGC TC A . « ittt ettt e et et e ettt et e 23 1 1 38.00 38 4 32 2 0 0 0
....................................................................................................... TTTCACCTGTTAGAAGCTCTACT « ¢ et et e te e et e te e e e et et e et e e et e e e 23 0 1 33.00 33 2 25 2 2 1 1
....................................................................................................... TTTCACCTGTTAGAAGCTCTAR. .« .ottt e ettt 22 1 1 24.00 24 3 16 2 0 3 0
....................................................................................................... TTTCACCTGT TAGAAGC TCTAM . - ¢ ottt e e e e e 22 1 1 12.00 12 1 8 1 1 1 0
....................................................................................................... TTTCACCTGTTAGAAGCTCTACEA. .« . o ot ittt ettt et e et et ettt e e 24 2 1 10.00 10 0 7 1 1 1 0
........................................................................................................ TTCACCTGTTAGAAGCTCTAC . « e e e e ottt te e e et te e e et et e et e e eeeeenennns 21 0 1 9.00 9 0 0 0 9 0 0
.................................................. GGGGCCTCTGCAGAGTGGARG + « « ¢« ¢ e e s e et e e e s et e e m s s oaea e asatoensaseeeeeasoeseensaseetneasoeeeeneaseeeneasoeeeensaneaeaeanaannenns 21 0 1 8.00 8 3 0 1 2 2 0
.................................................. eleelelol ok ol ele). N3Nk clc VNP 20 0 1 5.00 5 2 0 0 1 2 0
.................................................. efe]ete ol el ol ele). N3N}l clc . NPu P 19 0 1 5.00 5 4 0 0 0 1 0
....................................................................................................... TTTCACCTGT TAGAAGCT T . - . o ot ittt ettt ettt e e e ettt ettt e 22 2 1 4.00 4 2 0 0 1 1 0
....................................................................................................... TTTCACCTGTTAGAAGCTCTACE . « o ¢ ottt ettt e e e ettt et e et en 23 1 1 4.00 4 1 3 0 0 0 0
....................................................................................................... TTTCACCTGTTAGAAGCT . ¢« vt et ettt te e ettt et e et e e e et e e e e 18 0 1 3.00 3 0 2 1 0 0 0
.................................................. GGGGCCTCTGCAGAGTGGAAGCGGA . « - ¢« + e e e e e e e st et m et e e e e e ae s te e aeaseeeaensoneeeeaseenaeasaeeeeneaseeeeasoeeeeneaneeeaeaeaanaenns 25 0 1 2.00 2 0 0 0 0 2 0
.................................................. ele]etelel el ol ele). N3N e ele). VN eTo]e] el Nl P 26 0 1 2.00 2 0 0 0 0 2 0
....................................................................................................... TTTCACCTGT TAGAAGC TCTACT . o ottt e e e ettt e i e 24 1 1 2.00 2 0 2 0 0 0 0
....................................................................................................... TTTCACCTGT TAGAAGCTCT . - o oottt ettt e e ettt e et 21 1 1 2.00 2 2 0 0 0 0 0
....................................................................................................... TTTCACCTGTTAGAAGCTCTACEH . « . ¢ ottt ittt et e et e e e et ettt e e e e 24 2 1 2.00 2 0 2 0 0 0 0
........................................................................................................ TTCACCTGTTAGAAGCTCTA . « « e e e e et et e et e e ta e et et e e et e e eeeeeenennen 20 0 1 2.00 2 1 0 0 1 0 0
....................................................................................................... TTTCACCTGTTAGAAGCTC « & vt et ettt e te e e et et e e e e e e e e et e e e et ee e e e 19 0 1 2.00 2 1 0 1 0 0 0
....................................................................................................... TTTCACCTGTTAGAAGCTCTACER . . . ottt ittt et ettt e e e ettt e e 24 2 1 1.00 1 0 1 0 0 0 0
.................................................. GGGGCCTCTGCAGAGTGGARGT G« - « ¢+« s o e e o s s e s e e s s o e sasansoensasoeeesasonsseeesasoesssasoeeneasasoeensasoaeeensassaensasoannaass 23 0 1 1.00 1 1 0 0 0 0 0
.................................................. elelelelolohioliele).Ne.Nehele). V. NeToleT el Nl 27 0 1 1.00 1 0 0 0 0 1 0
........................................................................................................ TTCACCTGTTAGAAGCTCTACT « + v v e ettt e et e et et e e et et e e et e et eeaenenn 22 0 1 1.00 1 0 1 0 0 0 0
..................................................... elo ot o elor el Ne, eTet.V.Ve! AN 19 1 1 1.00 1 0 0 0 0 1 0
................................................... eleleTolodi ol feToyNeTNei e eV X c 20 0 1 1.00 1 0 0 0 1 0 0
.................................................. efe]etelol ol ol ele). N ey Nl cle). V. . [ P 21 1 1 1.00 1 1 0 0 0 0 0
....................................................................................................... TTTCACCTGTTAGAAGCTCTACEE . « -« o v et ettt e e e et e e ettt ettt e 24 2 1 1.00 1 0 1 0 0 0 0
....................................................................................................... TTTCACCTGT TAGAAGCTCTACHE . « . o ottt ittt e ettt e e e et ettt 24 2 1 1.00 1 0 0 1 0 0 0
....................................................................................................... TTTCACCTGTTAGAAGCTCTE . ¢ o oottt ettt e ettt et et e e 21 1 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
M042
V057
GCAAAAGGGTCGAGATTTGCTGGAGGTCGTTTTGAAGCGGCGTCGTGACACCCCGGAGACGTCTCACCTTCGCCTCTGCATGATGAGAGAAACAAGAATCTCAAAAGTGGACAATCTTCGAGATGACATGAACGTCTGAACAATAAACGACAAAACACTTTAAAATAACGAGAGAT female
Read # Hit Total head body
dkkhkhkhkhkhhkhkhkhhhhhhkkhhhhhhkhhkhhhkkdhkrkk R A I R T I e NI DI DIMDIMDN)IN)II)D)) e hkkkhkhkhkhkhkhkhhkhkhhhkhhhhkhhhkhhhkhkkhkrhhhhk size Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droPer2|lscaffold 4:3375401-3375576 |dpe 28||CGTTTTCCCAGCTCTAAACGACCTCCAGC-AARACTTCGCCGCAG-————-——————=-——-— CACTGTGGGGCC T T == === GO A G == == = = = — = — = = = = o o o o~ AGTGGAAGCGGAGACGTACTACTCTCTTTGTTCTTAGAGTTTTC-———=—————————————— ACCTGTTAGAAGC-TCTACTGT-—-—-- AC-TT-G--CAGA--CTTGTTATTTGCTGTTTTGTGAAATTTTATTGCTCTCTA- -~
dp5 l3:15677949-15678124 + ldps_9 |cGTTTTCCCAGCTCTAAACGACCTCCAGC-AAAACTTCGCCGCAG-——————--——————~— CACTGTGGGGCC T CT —= == = GO AG = = = = = = = == — = = = o o o =~ - AGTGGAAGCGGAGACGT[CTACTCTCTTTGTTCTTAGAGT TTTC - — = == === ——————————— ACCTGTTAGAAGC-TCTACTGT--—-—- AC-TT-G--CAGA--CTTGTTATTTGCTGTTTTGTGAAATTTTATTGCTCTCTA-—-|
droWil2|lscf2 1100000004510:1723387- Srciic
1723483 +
droVir3|scaffold 13049:2825042- G T T _
2825061 -
droMoj3|lscaffold 6680:3950063- crTiTciiclicc Tilea algicacc TR C AN A B AEC TR G CAG
3950103 +
droGri2lscaffold 8697:3438-3524 + || (SRS S rrrliclicNYE e - - - - - - I T - - - ——— —————ce e NG crEcEXcir X rE S T e
droAna3|lscaffold 13266:5219670- JecicRTS- ANV VNIINILIIINA - CEY- EYNShLRelelelelelF\A TCATTTCAGCAGCTGCINSAlEA AT
5219936 +
droBipl|lsc£7180000395751:1007223~ Ec-TTiG-- AT TGT TAT T TGCTGTTTTGTGAAAT TTTAT TGC TClopqele- — -
1007461 +
droKik1|[scf7180000302411:659527- - -cleecAc T TG T TATT TGCTGT TT TGTGAAATT TTAT TGCTC TIGGSEe
659589 +
droFicl|scf7180000453201:166953- Bc- - c--fa g T TG T TAT T TGCTGT TTTGTGAAAT T TTAT TGCTCTINGE - — -
167027 -
droElel|scf7180000491201:1733985- Bc-TT-B--CAGAET TGTTATTTGCTRT TTTGTGAAATTT TAT TGC TCTINEe- - -
1734059 -
droRhol(lscf7180000780066:359433- BC-ET - - T TGTTATT TGCTGT TTle GG A AT T TTAT TGCTC TGS - — -
359499 +
droBial|lsc£7180000302143:985189- Ec-Er-c--ec AT TGT TATTTGCTGTTTTGTGAAAT T TTAT TGC TC TRelg- — -
985246 -
droTakl|lscf7180000415722:326825- Bc-TT-G--CcAGAE T TGTTATTTGCTGTTTTGTGAAATTTTAT TGCTC THelg- —-
326899 +
droEugl|scf7180000409474:541747- Bc-Er-6--cAGA T TGT TATT TGCTGT TTTGTGAAATTTTAT TGCTC TGS - — -
541832 -
|dm3 llchr2R:17391051-17391125 + | Bc-@r-c--cAcA T TGTTATTl§GC TGTTTTGTGAAATTTTAT TGC THIRINE - - - |
ldrosim2ll2r:17945126-17945200 + | Bc-Er-c--cacA I TGTTATT§GC TG T TTTGTGAAATTTTAT TGC THHGINE- - - |
ldrosec2|lscaffold 9:720760-720834 + || ACCTRN TN ACHETTACTGT
ldrovak3|l2r:11788741-11788815 - | AcCTiNT TlecEACeTTAC TG T- - — - - Bc-@r-6--cacr I TGTTATTgGC TG TTTT@TGAAATTTTAT TGC THIRINE- - - |
droEre2|scaffold 4845:11536011- accTiMiNecldacileTiiTAC TG T- - - - - - Bc-Er-6--cAcA S T TG T TATT@GCTGT TTTGTGAAAT T TTAT TGC THNSRNNE - — -

11536085 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:3375401-3375576
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:3375401-3375576
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_28.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:15677949-15678124
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_9.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004510:1723387-1723483
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:2825042-2825061
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:3950063-3950103
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_8697:3438-3524
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:5219670-5219936
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395751:1007223-1007461
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302411:659527-659589
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453201:166953-167027
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:1733985-1734059
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780066:359433-359499
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302143:985189-985246
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415722:326825-326899
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:541747-541832
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:17391051-17391125
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17945126-17945200
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_9:720760-720834
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:11788741-11788815
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:11536011-11536085

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 333 |scaffold 13:188281-188358 +| Known Ortholog || Testes-restricted | intergenic

Legend: mature star [\ uzi(d 81N 1111911 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
Hairpin partition - Sense -# Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads H
M042
V111l M021 V057 v050 V042
TCTAGTTCGTTGGGCGAATAAACGATTACGAATAGCCGGGTCAAATGGTCTAGAGCTTTCAGATCCTCAAATACCATATGTATTATTTGAATTTCATATGGATTTGATTGATTTGAAAACTTTTCACCACATATACATACATCCCAACCCCAAGCCATATATGCGTGTTCATTGAAGC female
Read # Hit |Total male embryo body |head head embryo
AR R e L N I A A I T N N IINNIIIIIDDD) S ))DD))))) L)) ) ) L)) ) ) . KRk kkkkkkkkkkkkhkkkkkhkkkkkkkkkkkkkkkkkkkkk*k**k**x gize Mismatch Count Norm Total body
................................................................................................ TATGGATTTGATTGATTTGA . ¢+« e e e et e e e et e e et et e et et e e e et ettt eaeaeeieneneeneae. 20 0 1 305.00305 284 O 10 4 7 0
................................................................................................ TATGGATTTGATTGATTTGARR . &+« e et e e et e et e ee e e e e et e et ate e eataeeaaaeeaeaeaaenenneneaea22 O 1 233.00233 213 3 8 3 6 0
................................................................................................ TATGGATTTGATTGATTTGARRR . + & e et e e et et e et et e et et e e e et eaeeeaeaeeneaeanenenneneae 23 0 1 212.00212 190 14 4 0 4 0
......................................................... TTCAGATCCTCARATACCATATG . + & ¢ e e e e et et e et et e e et e e et e e et e e e e e et e e e et e et et e e et e e et et e et ee et eaeaeaeaeaaenenaaneaaa23 0 1 178.00178 52 101 15 4 4 2
................................................................................................ TATGGATTTGATTGATTTGAA « « ¢ o e e e et et et et et et et et et et et e e e et ea e eaeaeaeaenenenenea 2 0 1 159.00159 139 3 9 7 1 0
......................................................... TTCAGATCCTCARATACCATAT . ¢+« e et e e et e e et et e e et e e et e e et e e e et et e e e et e e et et et e e e et et eneeeaeaeeneaeaneneaneneaeaa22 O 1 64.00 64 29 0 32 1 1 1
................................................................................................ TATGGATTTGATTGATTT G+ « ¢+t e e e et e e e et e e et e et e et et et e e et e et et eat e 190 1 44.00 44 43 0 0 1 0 0
................................................................................................ TATGGAT TTGATTGA T T TGAAA AR . . . . Lttt te ettt e ee e e eaeaeaenenene.. 24 1 1 39.00 39 39 0 0 0 0 0
......................................................... TTCAGATCCTCARATACCATATGT . & ¢ o e e e et et et et e e et e e et e e et et e et et et e et et e et et e et ettt e et e ettt et eaeenennneneae. 24 0 1 21.00 21 20 0 1 0 0 0
......................................................... T TCAGATCCTCARATACCATA . ¢+ e e et e e e et et e et et e e e et e e et e e et et e et et e e e et et e et e e et e e e ettt et ettt eaeaeeaeaenaenea.a 2 0 1 14.00 14 13 0 1 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGARRE . « . ¢ ittt ittt ettt e ettt ettt e et e e e i ee . 23 1 1 12.00 12 11 1 0 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGARRRARE . . . . . ittt ittt it e et et en et et aeaeaneneaeeneae 25 2 1 11.00 11 11 0 0 0 0 0
................................................................................................ TATGGAT T TGATTGAT TTGAARAA . . . L. ottt et ettt ettt ettt e et eeae .24 1 1 5.00 5 5 0 0 0 0 0
................................................................................................ TATGGATTTGATTGATTTGAARRREIA . . . . . ottt ittt et ettt ee et e eeeeneaeeneaeaneneaneneas 26 3 1 3.00 3 3 0 0 0 0 0
......................................................... T T CAGATCC T AR AT ACC AT AT . « -« ittt ettt ettt et e et e ettt e et e e e e e e e e e et e ettt ettt et et e e 231 1 3.00 3 3 0 0 0 0 0
......................................................... T T CAGATCCTCARATACCAT -+« t e e e et e e e et e e e et et e e e et et e et e e e e et e e e et e e e et e et et e et et et e e ettt et et et 200 1 3.00 3 2 0 1 0 0 0
................................................................................................ TATGGATTTGATTGATTTGARRAC . & ¢ e e v e et et e et et e et ettt e a et aeeneaeeneaeeneneaneneae. 24 0 1 3.00 3 1 2 0 0 0 0
......................................................... T TCAGATCCTCARATACCAT AR . . . o Lttt ettt et et ettt e et e e et e e e e e e e e e et e e ettt e e e ettt e ettt ettt 23 2 1 3.00 3 2 0 0 0 0 1
................................................................................................. ATGGATTTGATTGATTTGA . « + v e e e et e e et e e et e e et et e et et et ettt ettt e e eeeaeaeeneee. 19 0 1 2.00 2 0 0 2 0 0 0
..................................... CEECAVAANCENCIAECANEC 5 6 6 6 000000 0000000000000000000000C0000000000000000000000000000000000000000000000000000000000000000000000000000006000000000o0a |20 0 1 2.00 2 2 0 0 0 0 0
......................................................... T TCAGATCCTCARATACC AT AT . - o ottt ittt e ittt e ettt e e et e e et e e e e et e e e e et et ettt e et ettt et 231 1 2.00 2 2 0 0 0 0 0
................................................................................................ TATGGAT TTGATTGATTTGAG . - ¢ o ¢ ittt ettt ettt e e ettt et ettt e ettt e e e e e 211 1 2.00 2 2 0 0 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGAAE . ¢« e ittt ettt ettt e ettt ettt et eae e 22 1 1 1.00 1 1 0 0 0 0 0
......................................................... TTCAGATCCTCARATACCATATGTE . - ¢ « - ¢ ot et e it et e e et e e et e e et et e e e et e e e et e e e et e e e et e ettt et et ettt e et e et e eaeaeneaeas 26 2 1 1.00 1 1 0 0 0 0 0
......................................................... T TCAGATCCTCARATACCAT AT . . . o oottt ettt ettt ettt e et e e et ettt e ettt et 231 1 1.00 1 0 0 1 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGARA . « . o ittt ettt ettt ettt ettt ettt e e e i ee .23 1 1 1.00 1 1 0 0 0 0 0
......................................................... T T CAGATCC T AR AT ACC AT . . & ottt et ittt ittt et et et et et e e e et et e et e e e e e e e e e a2 1 1.00 1 1 0 0 0 0 0
......................................................... TTCAGATCCTCAARTACCATATGT . - ¢ ottt ittt ettt e ettt et e e et e e e e e e e e e e e e e e e e e e e e et et ettt e e ettt et et et et et et et e e 251 1 1.00 1 1 0 0 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGAAAE. . . . ot i i it e ittt i et i ee e 23 1 1 1.00 1 1 0 0 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGARRAG . - ¢ ot et ittt ettt et et et et et ettt et e et eee e 24 1 1 1.00 1 1 0 0 0 0 0
.......................................................... TCAGATCCTCARATACCATAT « « ¢ o e e e et et et et et et et et et e e e e e e et et e e e e e e e e e ea e e eeeeeaeaeaeaeeeaeeeaeaeaeaeaeaeaeneneneaeneneneneaa?2l 0 1 1.00 1 0 0 1 0 0 0
................................................................................................ TATGGAT T TGATTGAT TTGAAR. - « o o ittt ittt ittt ettt ettt ettt e et ie et 22 1 1 1.00 1 1 0 0 0 0 0
................................................................................................ TATGGAT T TGATTGAT T - - ¢ ot ittt ittt et ettt ettt ettt e et e e e eeaeeaeae. 18 1 1 1.00 1 1 0 0 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGAAABIE . . . . .« oottt ittt ittt et e e et e et e e eeeeneneanene. 25 3 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
M042
M021 V057 V050 v042
AGATCAAGCAACCCGCTTATTTGCTAATGCTTATCGGCCCAGTTTACCAGATCTCGAAAGTCTAGGAGT TTATGGTATACATAATAAACTTAAAGTATACCTAAACTAACTAAACT TTTGAAAAGTGGTGTATATGTATGTAGGGTTGGGGTTCGGTATATACGCACAAGTAACTTCG female
Read # Hit |Total embryo body |head head embryo
R e L N N A A A I I N T N IIINIIIIIIDD) - )ID)D)))) L)) ) ) i L)))) . S kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k* gjze Mismatch Count Norm Total
....................... CTAATGCTTATCGGCCCAGTTTACCAG . « ¢« e e v e e et e e et e e et e et e et e e et e e et e e e e et et e et e e et e e e e et et e et et e et e e e e ettt e e ettt et ettt et et eeeieneaneneee. 2T 0 1 2.00 2 2 0 0 0 0
................... TTTGCTAATGCTTATCGGC « & ¢+« e e e et e e et e e et et e e e et e e et e e et e e e et et e e e et e e et e e et et e e e et e e e et e e et e e e e et et e et e e et et et et e e ettt ettt 190 1 1.00 1 0 1 0 0 0
..................................................... TCGAAAGTCTAGGAGT TTATGGTA + « ¢ e e e e e et et e et et e e e et et e et et e et e e et et e e e et e e e et e e et e e e e et e et ettt ettt ettt ettt et eeaeeaea. 240 1 1.00 1 1 0 0 0 0
................................................................................................................................ TGTATATGTATGTAGGGTT . ¢ e v v v eeeeeeneeenneneaneneaean 19 0 1 1.00 1 0 1 0 0 0
.............................................. CCAGATCTCGARAGTCTAGGAGTTTATGG  « ¢« ¢« v e et et e e et e e et e e et e e e e e et e e e et e e et et e e e et e e e et e e et et e e et e e te et eneaeaneaeaaeaeaeanaaa 29 0 1 1.00 1 1 0 0 0 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
laroper2 |lscaffold 13:188231-188408 + |ldpe 333 ||TCTAGTTCGTTGGGCGAATAAACGATTACGAATAGC---CGGGTCAAATGGTCTAGAGCTEICACATCCTCAAATACCATATETATTATTTGAATTTCATATGGATTTGATTGATTTGAAAACTTTTCACCACATATACATACATCCCAACCCCAAGCCATATATG----CGTGTT----CATTGAAGC
dp5 XL _grouple:8380388-8380572 - [dps-mir-|TCTAGTTCGTTGGGCGAATAAACGAETIECGAATAGCHESCGGGTIEAAATGGT CAGAGHTHRTCACATCCTCARATACCATATCTAT TATT TGAMT TTCATATHGATT TG/ EGATTTGAAAACT TTTCACCACATATACAT IEECCCARCCCCAAGICATATAT G NGYAT G CATTGARGC
2517a-3
droWil2 ||sc£2 1100000004540:2020698~ ATETGAA A AT T T8 AR A CAT[ET A CA T A CA T C ATATATG - — - — WA TITE- - - - CAT
2020747 +
Generated: 09/08/2015 at 08:17 PM
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droPer2|scaffold 13:188231-188408 + dpe 333 TCTAGTTCGTTGGGCGAATAAACGATTACGAATAGC---CGGGTCAAATGGTCTAGAGCTRTCAGATCCTCAAATACCATATGTATTATTTGAATT TCATATGGAT TTGATTGATTTGAARAACTTTTCACCACATATACATACATCCCAACCCCAAGCCATATATG-—--CGTGTT---—-CATTGAAGC
EEE |XL_grouple:8380388-8380572 - |dps-mir-2517a-3|rcTAGTTCGTTGGGCGAATAAACGARTECGAATAGCHEECGGCTEAAATGGTCRAGACHT FICACATCCTCAAATACCATATETATTAT T TGATTTCATATHGATTTCETECATTTGAAAACT TTTCACCACATATACA T ERMCCCAACCCCAAGCATATAT GRENERIT GRISIENNCA TTGAAGC|
larowil2|lscf2 1100000004540:2020698-2020747 +| ATETCAr A AT T TEC A CATETACATACA T - A TATATG - - — AT - - - - CA T
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[View on UCSC Genome Browser {Cornell Mirror}]

dpe 333 |scaffold 13:188281-188358 +| Known Ortholog || Testes-restricted | intergenic

Legend: mature star [\ uzi(d 81N 1111911 mismatch in read

Predicted structure
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M042
V111l M021 V057 v050 V042
TCTAGTTCGTTGGGCGAATAAACGATTACGAATAGCCGGGTCAAATGGTCTAGAGCTTTCAGATCCTCAAATACCATATGTATTATTTGAATTTCATATGGATTTGATTGATTTGAAAACTTTTCACCACATATACATACATCCCAACCCCAAGCCATATATGCGTGTTCATTGAAGC female
Read # Hit |Total male embryo body |head head embryo
AR R e L N I A A I T N N IINNIIIIIDDD) S ))DD))))) L)) ) ) L)) ) ) . KRk kkkkkkkkkkkkhkkkkkhkkkkkkkkkkkkkkkkkkkkk*k**k**x gize Mismatch Count Norm Total body
................................................................................................ TATGGATTTGATTGATTTGA . ¢+« e e e et e e e et e e et et e et et e e e et ettt eaeaeeieneneeneae. 20 0 1 305.00305 284 O 10 4 7 0
................................................................................................ TATGGATTTGATTGATTTGARR . &+« e et e e et e et e ee e e e e et e et ate e eataeeaaaeeaeaeaaenenneneaea22 O 1 233.00233 213 3 8 3 6 0
................................................................................................ TATGGATTTGATTGATTTGARRR . + & e et e e et et e et et e et et e e e et eaeeeaeaeeneaeanenenneneae 23 0 1 212.00212 190 14 4 0 4 0
......................................................... TTCAGATCCTCARATACCATATG . + & ¢ e e e e et et e et et e e et e e et e e et e e e e e et e e e et e et et e e et e e et et e et ee et eaeaeaeaeaaenenaaneaaa23 0 1 178.00178 52 101 15 4 4 2
................................................................................................ TATGGATTTGATTGATTTGAA « « ¢ o e e e et et et et et et et et et et et e e e et ea e eaeaeaeaenenenenea 2 0 1 159.00159 139 3 9 7 1 0
......................................................... TTCAGATCCTCARATACCATAT . ¢+« e et e e et e e et et e e et e e et e e et e e e et et e e e et e e et et et e e e et et eneeeaeaeeneaeaneneaneneaeaa22 O 1 64.00 64 29 0 32 1 1 1
................................................................................................ TATGGATTTGATTGATTT G+ « ¢+t e e e et e e e et e e et e et e et et et e e et e et et eat e 190 1 44.00 44 43 0 0 1 0 0
................................................................................................ TATGGAT TTGATTGA T T TGAAA AR . . . . Lttt te ettt e ee e e eaeaeaenenene.. 24 1 1 39.00 39 39 0 0 0 0 0
......................................................... TTCAGATCCTCARATACCATATGT . & ¢ o e e e et et et et e e et e e et e e et et e et et et e et et e et et e et ettt e et e ettt et eaeenennneneae. 24 0 1 21.00 21 20 0 1 0 0 0
......................................................... T TCAGATCCTCARATACCATA . ¢+ e e et e e e et et e et et e e e et e e et e e et et e et et e e e et et e et e e et e e e ettt et ettt eaeaeeaeaenaenea.a 2 0 1 14.00 14 13 0 1 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGARRE . « . ¢ ittt ittt ettt e ettt ettt e et e e e i ee . 23 1 1 12.00 12 11 1 0 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGARRRARE . . . . . ittt ittt it e et et en et et aeaeaneneaeeneae 25 2 1 11.00 11 11 0 0 0 0 0
................................................................................................ TATGGAT T TGATTGAT TTGAARAA . . . L. ottt et ettt ettt ettt e et eeae .24 1 1 5.00 5 5 0 0 0 0 0
................................................................................................ TATGGATTTGATTGATTTGAARRREIA . . . . . ottt ittt et ettt ee et e eeeeneaeeneaeaneneaneneas 26 3 1 3.00 3 3 0 0 0 0 0
......................................................... T T CAGATCC T AR AT ACC AT AT . « -« ittt ettt ettt et e et e ettt e et e e e e e e e e e et e ettt ettt et et e e 231 1 3.00 3 3 0 0 0 0 0
......................................................... T T CAGATCCTCARATACCAT -+« t e e e et e e e et e e e et et e e e et et e et e e e e et e e e et e e e et e et et e et et et e e ettt et et et 200 1 3.00 3 2 0 1 0 0 0
................................................................................................ TATGGATTTGATTGATTTGARRAC . & ¢ e e v e et et e et et e et ettt e a et aeeneaeeneaeeneneaneneae. 24 0 1 3.00 3 1 2 0 0 0 0
......................................................... T TCAGATCCTCARATACCAT AR . . . o Lttt ettt et et ettt e et e e et e e e e e e e e e et e e ettt e e e ettt e ettt ettt 23 2 1 3.00 3 2 0 0 0 0 1
................................................................................................. ATGGATTTGATTGATTTGA . « + v e e e et e e et e e et e e et et e et et et ettt ettt e e eeeaeaeeneee. 19 0 1 2.00 2 0 0 2 0 0 0
..................................... CEECAVAANCENCIAECANEC 5 6 6 6 000000 0000000000000000000000C0000000000000000000000000000000000000000000000000000000000000000000000000000006000000000o0a |20 0 1 2.00 2 2 0 0 0 0 0
......................................................... T TCAGATCCTCARATACC AT AT . - o ottt ittt e ittt e ettt e e et e e et e e e e et e e e e et et ettt e et ettt et 231 1 2.00 2 2 0 0 0 0 0
................................................................................................ TATGGAT TTGATTGATTTGAG . - ¢ o ¢ ittt ettt ettt e e ettt et ettt e ettt e e e e e 211 1 2.00 2 2 0 0 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGAAE . ¢« e ittt ettt ettt e ettt ettt et eae e 22 1 1 1.00 1 1 0 0 0 0 0
......................................................... TTCAGATCCTCARATACCATATGTE . - ¢ « - ¢ ot et e it et e e et e e et e e et et e e e et e e e et e e e et e e e et e ettt et et ettt e et e et e eaeaeneaeas 26 2 1 1.00 1 1 0 0 0 0 0
......................................................... T TCAGATCCTCARATACCAT AT . . . o oottt ettt ettt ettt e et e e et ettt e ettt et 231 1 1.00 1 0 0 1 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGARA . « . o ittt ettt ettt ettt ettt ettt e e e i ee .23 1 1 1.00 1 1 0 0 0 0 0
......................................................... T T CAGATCC T AR AT ACC AT . . & ottt et ittt ittt et et et et et e e e et et e et e e e e e e e e e a2 1 1.00 1 1 0 0 0 0 0
......................................................... TTCAGATCCTCAARTACCATATGT . - ¢ ottt ittt ettt e ettt et e e et e e e e e e e e e e e e e e e e e e e e et et ettt e e ettt et et et et et et et e e 251 1 1.00 1 1 0 0 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGAAAE. . . . ot i i it e ittt i et i ee e 23 1 1 1.00 1 1 0 0 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGARRAG . - ¢ ot et ittt ettt et et et et et ettt et e et eee e 24 1 1 1.00 1 1 0 0 0 0 0
.......................................................... TCAGATCCTCARATACCATAT « « ¢ o e e e et et et et et et et et et e e e e e e et et e e e e e e e e e ea e e eeeeeaeaeaeaeeeaeeeaeaeaeaeaeaeaeneneneaeneneneneaa?2l 0 1 1.00 1 0 0 1 0 0 0
................................................................................................ TATGGAT T TGATTGAT TTGAAR. - « o o ittt ittt ittt ettt ettt ettt e et ie et 22 1 1 1.00 1 1 0 0 0 0 0
................................................................................................ TATGGAT T TGATTGAT T - - ¢ ot ittt ittt et ettt ettt ettt e et e e e eeaeeaeae. 18 1 1 1.00 1 1 0 0 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGAAABIE . . . . .« oottt ittt ittt et e e et e et e e eeeeneneanene. 25 3 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
M042
M021 V057 V050 v042
AGATCAAGCAACCCGCTTATTTGCTAATGCTTATCGGCCCAGTTTACCAGATCTCGAAAGTCTAGGAGT TTATGGTATACATAATAAACTTAAAGTATACCTAAACTAACTAAACT TTTGAAAAGTGGTGTATATGTATGTAGGGTTGGGGTTCGGTATATACGCACAAGTAACTTCG female
Read # Hit |Total embryo body |head head embryo
R e L N N A A A I I N T N IIINIIIIIIDD) - )ID)D)))) L)) ) ) i L)))) . S kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k* gjze Mismatch Count Norm Total
....................... CTAATGCTTATCGGCCCAGTTTACCAG . « ¢« e e v e e et e e et e e et e et e et e e et e e et e e e e et et e et e e et e e e e et et e et et e et e e e e ettt e e ettt et ettt et et eeeieneaneneee. 2T 0 1 2.00 2 2 0 0 0 0
................... TTTGCTAATGCTTATCGGC « & ¢+« e e e et e e et e e et et e e e et e e et e e et e e e et et e e e et e e et e e et et e e e et e e e et e e et e e e e et et e et e e et et et et e e ettt ettt 190 1 1.00 1 0 1 0 0 0
..................................................... TCGAAAGTCTAGGAGT TTATGGTA + « ¢ e e e e e et et e et et e e e et et e et et e et e e et et e e e et e e e et e e et e e e e et e et ettt ettt ettt ettt et eeaeeaea. 240 1 1.00 1 1 0 0 0 0
................................................................................................................................ TGTATATGTATGTAGGGTT . ¢ e v v v eeeeeeneeenneneaneneaean 19 0 1 1.00 1 0 1 0 0 0
.............................................. CCAGATCTCGARAGTCTAGGAGTTTATGG  « ¢« ¢« v e et et e e et e e et e e et e e e e e et e e e et e e et et e e e et e e e et e e et et e e et e e te et eneaeaneaeaaeaeaeanaaa 29 0 1 1.00 1 1 0 0 0 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
laroper2 |lscaffold 13:188231-188408 + |ldpe 333 ||TCTAGTTCGTTGGGCGAATAAACGATTACGAATAGC---CGGGTCAAATGGTCTAGAGCTEICACATCCTCAAATACCATATETATTATTTGAATTTCATATGGATTTGATTGATTTGAAAACTTTTCACCACATATACATACATCCCAACCCCAAGCCATATATG----CGTGTT----CATTGAAGC
dp5 XL _grouple:8380388-8380572 - [dps-mir-|TCTAGTTCGTTGGGCGAATAAACGAETIECGAATAGCHESCGGGTIEAAATGGT CAGAGHTHRTCACATCCTCARATACCATATCTAT TATT TGAMT TTCATATHGATT TG/ EGATTTGAAAACT TTTCACCACATATACAT IEECCCARCCCCAAGICATATAT G NGYAT G CATTGARGC
2517a-3
droWil2 ||sc£2 1100000004540:2020698~ ATETGAA A AT T T8 AR A CAT[ET A CA T A CA T C ATATATG - — - — WA TITE- - - - CAT
2020747 +
Generated: 09/08/2015 at 08:17 PM
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droPer2|scaffold 13:188231-188408 + dpe 333 TCTAGTTCGTTGGGCGAATAAACGATTACGAATAGC---CGGGTCAAATGGTCTAGAGCTRTCAGATCCTCAAATACCATATGTATTATTTGAATT TCATATGGAT TTGATTGATTTGAARAACTTTTCACCACATATACATACATCCCAACCCCAAGCCATATATG-—--CGTGTT---—-CATTGAAGC
EEE |XL_grouple:8380388-8380572 - |dps-mir-2517a-3|rcTAGTTCGTTGGGCGAATAAACGARTECGAATAGCHEECGGCTEAAATGGTCRAGACHT FICACATCCTCAAATACCATATETATTAT T TGATTTCATATHGATTTCETECATTTGAAAACT TTTCACCACATATACA T ERMCCCAACCCCAAGCATATAT GRENERIT GRISIENNCA TTGAAGC|
larowil2|lscf2 1100000004540:2020698-2020747 +| ATETCAr A AT T TEC A CATETACATACA T - A TATATG - - — AT - - - - CA T
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[View on UCSC Genome Browser {Cornell Mirror}]

dpe 333 |scaffold 13:188281-188358 +| Known Ortholog || Testes-restricted | intergenic

Legend: mature star [\ uzi(d 81N 1111911 mismatch in read

Predicted structure
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hide 3p reads “ show mid mismatch reads H
M042
V111l M021 V057 v050 V042
TCTAGTTCGTTGGGCGAATAAACGATTACGAATAGCCGGGTCAAATGGTCTAGAGCTTTCAGATCCTCAAATACCATATGTATTATTTGAATTTCATATGGATTTGATTGATTTGAAAACTTTTCACCACATATACATACATCCCAACCCCAAGCCATATATGCGTGTTCATTGAAGC female
Read # Hit |Total male embryo body |head head embryo
AR R e L N I A A I T N N IINNIIIIIDDD) S ))DD))))) L)) ) ) L)) ) ) . KRk kkkkkkkkkkkkhkkkkkhkkkkkkkkkkkkkkkkkkkkk*k**k**x gize Mismatch Count Norm Total body
................................................................................................ TATGGATTTGATTGATTTGA . ¢+« e e e et e e e et e e et et e et et e e e et ettt eaeaeeieneneeneae. 20 0 1 305.00305 284 O 10 4 7 0
................................................................................................ TATGGATTTGATTGATTTGARR . &+« e et e e et e et e ee e e e e et e et ate e eataeeaaaeeaeaeaaenenneneaea22 O 1 233.00233 213 3 8 3 6 0
................................................................................................ TATGGATTTGATTGATTTGARRR . + & e et e e et et e et et e et et e e e et eaeeeaeaeeneaeanenenneneae 23 0 1 212.00212 190 14 4 0 4 0
......................................................... TTCAGATCCTCARATACCATATG . + & ¢ e e e e et et e et et e e et e e et e e et e e e e e et e e e et e et et e e et e e et et e et ee et eaeaeaeaeaaenenaaneaaa23 0 1 178.00178 52 101 15 4 4 2
................................................................................................ TATGGATTTGATTGATTTGAA « « ¢ o e e e et et et et et et et et et et et e e e et ea e eaeaeaeaenenenenea 2 0 1 159.00159 139 3 9 7 1 0
......................................................... TTCAGATCCTCARATACCATAT . ¢+« e et e e et e e et et e e et e e et e e et e e e et et e e e et e e et et et e e e et et eneeeaeaeeneaeaneneaneneaeaa22 O 1 64.00 64 29 0 32 1 1 1
................................................................................................ TATGGATTTGATTGATTT G+ « ¢+t e e e et e e e et e e et e et e et et et e e et e et et eat e 190 1 44.00 44 43 0 0 1 0 0
................................................................................................ TATGGAT TTGATTGA T T TGAAA AR . . . . Lttt te ettt e ee e e eaeaeaenenene.. 24 1 1 39.00 39 39 0 0 0 0 0
......................................................... TTCAGATCCTCARATACCATATGT . & ¢ o e e e et et et et e e et e e et e e et et e et et et e et et e et et e et ettt e et e ettt et eaeenennneneae. 24 0 1 21.00 21 20 0 1 0 0 0
......................................................... T TCAGATCCTCARATACCATA . ¢+ e e et e e e et et e et et e e e et e e et e e et et e et et e e e et et e et e e et e e e ettt et ettt eaeaeeaeaenaenea.a 2 0 1 14.00 14 13 0 1 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGARRE . « . ¢ ittt ittt ettt e ettt ettt e et e e e i ee . 23 1 1 12.00 12 11 1 0 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGARRRARE . . . . . ittt ittt it e et et en et et aeaeaneneaeeneae 25 2 1 11.00 11 11 0 0 0 0 0
................................................................................................ TATGGAT T TGATTGAT TTGAARAA . . . L. ottt et ettt ettt ettt e et eeae .24 1 1 5.00 5 5 0 0 0 0 0
................................................................................................ TATGGATTTGATTGATTTGAARRREIA . . . . . ottt ittt et ettt ee et e eeeeneaeeneaeaneneaneneas 26 3 1 3.00 3 3 0 0 0 0 0
......................................................... T T CAGATCC T AR AT ACC AT AT . « -« ittt ettt ettt et e et e ettt e et e e e e e e e e e et e ettt ettt et et e e 231 1 3.00 3 3 0 0 0 0 0
......................................................... T T CAGATCCTCARATACCAT -+« t e e e et e e e et e e e et et e e e et et e et e e e e et e e e et e e e et e et et e et et et e e ettt et et et 200 1 3.00 3 2 0 1 0 0 0
................................................................................................ TATGGATTTGATTGATTTGARRAC . & ¢ e e v e et et e et et e et ettt e a et aeeneaeeneaeeneneaneneae. 24 0 1 3.00 3 1 2 0 0 0 0
......................................................... T TCAGATCCTCARATACCAT AR . . . o Lttt ettt et et ettt e et e e et e e e e e e e e e et e e ettt e e e ettt e ettt ettt 23 2 1 3.00 3 2 0 0 0 0 1
................................................................................................. ATGGATTTGATTGATTTGA . « + v e e e et e e et e e et e e et et e et et et ettt ettt e e eeeaeaeeneee. 19 0 1 2.00 2 0 0 2 0 0 0
..................................... CEECAVAANCENCIAECANEC 5 6 6 6 000000 0000000000000000000000C0000000000000000000000000000000000000000000000000000000000000000000000000000006000000000o0a |20 0 1 2.00 2 2 0 0 0 0 0
......................................................... T TCAGATCCTCARATACC AT AT . - o ottt ittt e ittt e ettt e e et e e et e e e e et e e e e et et ettt e et ettt et 231 1 2.00 2 2 0 0 0 0 0
................................................................................................ TATGGAT TTGATTGATTTGAG . - ¢ o ¢ ittt ettt ettt e e ettt et ettt e ettt e e e e e 211 1 2.00 2 2 0 0 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGAAE . ¢« e ittt ettt ettt e ettt ettt et eae e 22 1 1 1.00 1 1 0 0 0 0 0
......................................................... TTCAGATCCTCARATACCATATGTE . - ¢ « - ¢ ot et e it et e e et e e et e e et et e e e et e e e et e e e et e e e et e ettt et et ettt e et e et e eaeaeneaeas 26 2 1 1.00 1 1 0 0 0 0 0
......................................................... T TCAGATCCTCARATACCAT AT . . . o oottt ettt ettt ettt e et e e et ettt e ettt et 231 1 1.00 1 0 0 1 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGARA . « . o ittt ettt ettt ettt ettt ettt e e e i ee .23 1 1 1.00 1 1 0 0 0 0 0
......................................................... T T CAGATCC T AR AT ACC AT . . & ottt et ittt ittt et et et et et e e e et et e et e e e e e e e e e a2 1 1.00 1 1 0 0 0 0 0
......................................................... TTCAGATCCTCAARTACCATATGT . - ¢ ottt ittt ettt e ettt et e e et e e e e e e e e e e e e e e e e e e e e et et ettt e e ettt et et et et et et et e e 251 1 1.00 1 1 0 0 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGAAAE. . . . ot i i it e ittt i et i ee e 23 1 1 1.00 1 1 0 0 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGARRAG . - ¢ ot et ittt ettt et et et et et ettt et e et eee e 24 1 1 1.00 1 1 0 0 0 0 0
.......................................................... TCAGATCCTCARATACCATAT « « ¢ o e e e et et et et et et et et et e e e e e e et et e e e e e e e e e ea e e eeeeeaeaeaeaeeeaeeeaeaeaeaeaeaeaeneneneaeneneneneaa?2l 0 1 1.00 1 0 0 1 0 0 0
................................................................................................ TATGGAT T TGATTGAT TTGAAR. - « o o ittt ittt ittt ettt ettt ettt e et ie et 22 1 1 1.00 1 1 0 0 0 0 0
................................................................................................ TATGGAT T TGATTGAT T - - ¢ ot ittt ittt et ettt ettt ettt e et e e e eeaeeaeae. 18 1 1 1.00 1 1 0 0 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGAAABIE . . . . .« oottt ittt ittt et e e et e et e e eeeeneneanene. 25 3 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
M042
M021 V057 V050 v042
AGATCAAGCAACCCGCTTATTTGCTAATGCTTATCGGCCCAGTTTACCAGATCTCGAAAGTCTAGGAGT TTATGGTATACATAATAAACTTAAAGTATACCTAAACTAACTAAACT TTTGAAAAGTGGTGTATATGTATGTAGGGTTGGGGTTCGGTATATACGCACAAGTAACTTCG female
Read # Hit |Total embryo body |head head embryo
R e L N N A A A I I N T N IIINIIIIIIDD) - )ID)D)))) L)) ) ) i L)))) . S kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k* gjze Mismatch Count Norm Total
....................... CTAATGCTTATCGGCCCAGTTTACCAG . « ¢« e e v e e et e e et e e et e et e et e e et e e et e e e e et et e et e e et e e e e et et e et et e et e e e e ettt e e ettt et ettt et et eeeieneaneneee. 2T 0 1 2.00 2 2 0 0 0 0
................... TTTGCTAATGCTTATCGGC « & ¢+« e e e et e e et e e et et e e e et e e et e e et e e e et et e e e et e e et e e et et e e e et e e e et e e et e e e e et et e et e e et et et et e e ettt ettt 190 1 1.00 1 0 1 0 0 0
..................................................... TCGAAAGTCTAGGAGT TTATGGTA + « ¢ e e e e e et et e et et e e e et et e et et e et e e et et e e e et e e e et e e et e e e e et e et ettt ettt ettt ettt et eeaeeaea. 240 1 1.00 1 1 0 0 0 0
................................................................................................................................ TGTATATGTATGTAGGGTT . ¢ e v v v eeeeeeneeenneneaneneaean 19 0 1 1.00 1 0 1 0 0 0
.............................................. CCAGATCTCGARAGTCTAGGAGTTTATGG  « ¢« ¢« v e et et e e et e e et e e et e e e e e et e e e et e e et et e e e et e e e et e e et et e e et e e te et eneaeaneaeaaeaeaeanaaa 29 0 1 1.00 1 1 0 0 0 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
laroper2 |lscaffold 13:188231-188408 + |ldpe 333 ||TCTAGTTCGTTGGGCGAATAAACGATTACGAATAGC---CGGGTCAAATGGTCTAGAGCTEICACATCCTCAAATACCATATETATTATTTGAATTTCATATGGATTTGATTGATTTGAAAACTTTTCACCACATATACATACATCCCAACCCCAAGCCATATATG----CGTGTT----CATTGAAGC
dp5 XL _grouple:8380388-8380572 - [dps-mir-|TCTAGTTCGTTGGGCGAATAAACGAETIECGAATAGCHESCGGGTIEAAATGGT CAGAGHTHRTCACATCCTCARATACCATATCTAT TATT TGAMT TTCATATHGATT TG/ EGATTTGAAAACT TTTCACCACATATACAT IEECCCARCCCCAAGICATATAT G NGYAT G CATTGARGC
2517a-3
droWil2 ||sc£2 1100000004540:2020698~ ATETGAA A AT T T8 AR A CAT[ET A CA T A CA T C ATATATG - — - — WA TITE- - - - CAT
2020747 +
Generated: 09/08/2015 at 08:17 PM
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droPer2|scaffold 13:188231-188408 + dpe 333 TCTAGTTCGTTGGGCGAATAAACGATTACGAATAGC---CGGGTCAAATGGTCTAGAGCTRTCAGATCCTCAAATACCATATGTATTATTTGAATT TCATATGGAT TTGATTGATTTGAARAACTTTTCACCACATATACATACATCCCAACCCCAAGCCATATATG-—--CGTGTT---—-CATTGAAGC
EEE |XL_grouple:8380388-8380572 - |dps-mir-2517a-3|rcTAGTTCGTTGGGCGAATAAACGARTECGAATAGCHEECGGCTEAAATGGTCRAGACHT FICACATCCTCAAATACCATATETATTAT T TGATTTCATATHGATTTCETECATTTGAAAACT TTTCACCACATATACA T ERMCCCAACCCCAAGCATATAT GRENERIT GRISIENNCA TTGAAGC|
larowil2|lscf2 1100000004540:2020698-2020747 +| ATETCAr A AT T TEC A CATETACATACA T - A TATATG - - — AT - - - - CA T
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ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 333 |scaffold 13:188281-188358 +| Known Ortholog || Testes-restricted | intergenic

Legend: mature star [\ uzi(d 81N 1111911 mismatch in read
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M042
V111l M021 V057 v050 V042
TCTAGTTCGTTGGGCGAATAAACGATTACGAATAGCCGGGTCAAATGGTCTAGAGCTTTCAGATCCTCAAATACCATATGTATTATTTGAATTTCATATGGATTTGATTGATTTGAAAACTTTTCACCACATATACATACATCCCAACCCCAAGCCATATATGCGTGTTCATTGAAGC female
Read # Hit |Total male embryo body |head head embryo
AR R e L N I A A I T N N IINNIIIIIDDD) S ))DD))))) L)) ) ) L)) ) ) . KRk kkkkkkkkkkkkhkkkkkhkkkkkkkkkkkkkkkkkkkkk*k**k**x gize Mismatch Count Norm Total body
................................................................................................ TATGGATTTGATTGATTTGA . ¢+« e e e et e e e et e e et et e et et e e e et ettt eaeaeeieneneeneae. 20 0 1 305.00305 284 O 10 4 7 0
................................................................................................ TATGGATTTGATTGATTTGARR . &+« e et e e et e et e ee e e e e et e et ate e eataeeaaaeeaeaeaaenenneneaea22 O 1 233.00233 213 3 8 3 6 0
................................................................................................ TATGGATTTGATTGATTTGARRR . + & e et e e et et e et et e et et e e e et eaeeeaeaeeneaeanenenneneae 23 0 1 212.00212 190 14 4 0 4 0
......................................................... TTCAGATCCTCARATACCATATG . + & ¢ e e e e et et e et et e e et e e et e e et e e e e e et e e e et e et et e e et e e et et e et ee et eaeaeaeaeaaenenaaneaaa23 0 1 178.00178 52 101 15 4 4 2
................................................................................................ TATGGATTTGATTGATTTGAA « « ¢ o e e e et et et et et et et et et et et e e e et ea e eaeaeaeaenenenenea 2 0 1 159.00159 139 3 9 7 1 0
......................................................... TTCAGATCCTCARATACCATAT . ¢+« e et e e et e e et et e e et e e et e e et e e e et et e e e et e e et et et e e e et et eneeeaeaeeneaeaneneaneneaeaa22 O 1 64.00 64 29 0 32 1 1 1
................................................................................................ TATGGATTTGATTGATTT G+ « ¢+t e e e et e e e et e e et e et e et et et e e et e et et eat e 190 1 44.00 44 43 0 0 1 0 0
................................................................................................ TATGGAT TTGATTGA T T TGAAA AR . . . . Lttt te ettt e ee e e eaeaeaenenene.. 24 1 1 39.00 39 39 0 0 0 0 0
......................................................... TTCAGATCCTCARATACCATATGT . & ¢ o e e e et et et et e e et e e et e e et et e et et et e et et e et et e et ettt e et e ettt et eaeenennneneae. 24 0 1 21.00 21 20 0 1 0 0 0
......................................................... T TCAGATCCTCARATACCATA . ¢+ e e et e e e et et e et et e e e et e e et e e et et e et et e e e et et e et e e et e e e ettt et ettt eaeaeeaeaenaenea.a 2 0 1 14.00 14 13 0 1 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGARRE . « . ¢ ittt ittt ettt e ettt ettt e et e e e i ee . 23 1 1 12.00 12 11 1 0 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGARRRARE . . . . . ittt ittt it e et et en et et aeaeaneneaeeneae 25 2 1 11.00 11 11 0 0 0 0 0
................................................................................................ TATGGAT T TGATTGAT TTGAARAA . . . L. ottt et ettt ettt ettt e et eeae .24 1 1 5.00 5 5 0 0 0 0 0
................................................................................................ TATGGATTTGATTGATTTGAARRREIA . . . . . ottt ittt et ettt ee et e eeeeneaeeneaeaneneaneneas 26 3 1 3.00 3 3 0 0 0 0 0
......................................................... T T CAGATCC T AR AT ACC AT AT . « -« ittt ettt ettt et e et e ettt e et e e e e e e e e e et e ettt ettt et et e e 231 1 3.00 3 3 0 0 0 0 0
......................................................... T T CAGATCCTCARATACCAT -+« t e e e et e e e et e e e et et e e e et et e et e e e e et e e e et e e e et e et et e et et et e e ettt et et et 200 1 3.00 3 2 0 1 0 0 0
................................................................................................ TATGGATTTGATTGATTTGARRAC . & ¢ e e v e et et e et et e et ettt e a et aeeneaeeneaeeneneaneneae. 24 0 1 3.00 3 1 2 0 0 0 0
......................................................... T TCAGATCCTCARATACCAT AR . . . o Lttt ettt et et ettt e et e e et e e e e e e e e e et e e ettt e e e ettt e ettt ettt 23 2 1 3.00 3 2 0 0 0 0 1
................................................................................................. ATGGATTTGATTGATTTGA . « + v e e e et e e et e e et e e et et e et et et ettt ettt e e eeeaeaeeneee. 19 0 1 2.00 2 0 0 2 0 0 0
..................................... CEECAVAANCENCIAECANEC 5 6 6 6 000000 0000000000000000000000C0000000000000000000000000000000000000000000000000000000000000000000000000000006000000000o0a |20 0 1 2.00 2 2 0 0 0 0 0
......................................................... T TCAGATCCTCARATACC AT AT . - o ottt ittt e ittt e ettt e e et e e et e e e e et e e e e et et ettt e et ettt et 231 1 2.00 2 2 0 0 0 0 0
................................................................................................ TATGGAT TTGATTGATTTGAG . - ¢ o ¢ ittt ettt ettt e e ettt et ettt e ettt e e e e e 211 1 2.00 2 2 0 0 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGAAE . ¢« e ittt ettt ettt e ettt ettt et eae e 22 1 1 1.00 1 1 0 0 0 0 0
......................................................... TTCAGATCCTCARATACCATATGTE . - ¢ « - ¢ ot et e it et e e et e e et e e et et e e e et e e e et e e e et e e e et e ettt et et ettt e et e et e eaeaeneaeas 26 2 1 1.00 1 1 0 0 0 0 0
......................................................... T TCAGATCCTCARATACCAT AT . . . o oottt ettt ettt ettt e et e e et ettt e ettt et 231 1 1.00 1 0 0 1 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGARA . « . o ittt ettt ettt ettt ettt ettt e e e i ee .23 1 1 1.00 1 1 0 0 0 0 0
......................................................... T T CAGATCC T AR AT ACC AT . . & ottt et ittt ittt et et et et et e e e et et e et e e e e e e e e e a2 1 1.00 1 1 0 0 0 0 0
......................................................... TTCAGATCCTCAARTACCATATGT . - ¢ ottt ittt ettt e ettt et e e et e e e e e e e e e e e e e e e e e e e e et et ettt e e ettt et et et et et et et e e 251 1 1.00 1 1 0 0 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGAAAE. . . . ot i i it e ittt i et i ee e 23 1 1 1.00 1 1 0 0 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGARRAG . - ¢ ot et ittt ettt et et et et et ettt et e et eee e 24 1 1 1.00 1 1 0 0 0 0 0
.......................................................... TCAGATCCTCARATACCATAT « « ¢ o e e e et et et et et et et et et e e e e e e et et e e e e e e e e e ea e e eeeeeaeaeaeaeeeaeeeaeaeaeaeaeaeaeneneneaeneneneneaa?2l 0 1 1.00 1 0 0 1 0 0 0
................................................................................................ TATGGAT T TGATTGAT TTGAAR. - « o o ittt ittt ittt ettt ettt ettt e et ie et 22 1 1 1.00 1 1 0 0 0 0 0
................................................................................................ TATGGAT T TGATTGAT T - - ¢ ot ittt ittt et ettt ettt ettt e et e e e eeaeeaeae. 18 1 1 1.00 1 1 0 0 0 0 0
................................................................................................ TATGGATTTGATTGAT TTGAAABIE . . . . .« oottt ittt ittt et e e et e et e e eeeeneneanene. 25 3 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
M042
M021 V057 V050 v042
AGATCAAGCAACCCGCTTATTTGCTAATGCTTATCGGCCCAGTTTACCAGATCTCGAAAGTCTAGGAGT TTATGGTATACATAATAAACTTAAAGTATACCTAAACTAACTAAACT TTTGAAAAGTGGTGTATATGTATGTAGGGTTGGGGTTCGGTATATACGCACAAGTAACTTCG female
Read # Hit |Total embryo body |head head embryo
R e L N N A A A I I N T N IIINIIIIIIDD) - )ID)D)))) L)) ) ) i L)))) . S kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k* gjze Mismatch Count Norm Total
....................... CTAATGCTTATCGGCCCAGTTTACCAG . « ¢« e e v e e et e e et e e et e et e et e e et e e et e e e e et et e et e e et e e e e et et e et et e et e e e e ettt e e ettt et ettt et et eeeieneaneneee. 2T 0 1 2.00 2 2 0 0 0 0
................... TTTGCTAATGCTTATCGGC « & ¢+« e e e et e e et e e et et e e e et e e et e e et e e e et et e e e et e e et e e et et e e e et e e e et e e et e e e e et et e et e e et et et et e e ettt ettt 190 1 1.00 1 0 1 0 0 0
..................................................... TCGAAAGTCTAGGAGT TTATGGTA + « ¢ e e e e e et et e et et e e e et et e et et e et e e et et e e e et e e e et e e et e e e e et e et ettt ettt ettt ettt et eeaeeaea. 240 1 1.00 1 1 0 0 0 0
................................................................................................................................ TGTATATGTATGTAGGGTT . ¢ e v v v eeeeeeneeenneneaneneaean 19 0 1 1.00 1 0 1 0 0 0
.............................................. CCAGATCTCGARAGTCTAGGAGTTTATGG  « ¢« ¢« v e et et e e et e e et e e et e e e e e et e e e et e e et et e e e et e e e et e e et et e e et e e te et eneaeaneaeaaeaeaeanaaa 29 0 1 1.00 1 1 0 0 0 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
laroper2 |lscaffold 13:188231-188408 + |ldpe 333 ||TCTAGTTCGTTGGGCGAATAAACGATTACGAATAGC---CGGGTCAAATGGTCTAGAGCTEICACATCCTCAAATACCATATETATTATTTGAATTTCATATGGATTTGATTGATTTGAAAACTTTTCACCACATATACATACATCCCAACCCCAAGCCATATATG----CGTGTT----CATTGAAGC
dp5 XL _grouple:8380388-8380572 - [dps-mir-|TCTAGTTCGTTGGGCGAATAAACGAETIECGAATAGCHESCGGGTIEAAATGGT CAGAGHTHRTCACATCCTCARATACCATATCTAT TATT TGAMT TTCATATHGATT TG/ EGATTTGAAAACT TTTCACCACATATACAT IEECCCARCCCCAAGICATATAT G NGYAT G CATTGARGC
2517a-3
droWil2 ||sc£2 1100000004540:2020698~ ATETGAA A AT T T8 AR A CAT[ET A CA T A CA T C ATATATG - — - — WA TITE- - - - CAT
2020747 +
Generated: 09/08/2015 at 08:17 PM
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droPer2|scaffold 13:188231-188408 + dpe 333 TCTAGTTCGTTGGGCGAATAAACGATTACGAATAGC---CGGGTCAAATGGTCTAGAGCTRTCAGATCCTCAAATACCATATGTATTATTTGAATT TCATATGGAT TTGATTGATTTGAARAACTTTTCACCACATATACATACATCCCAACCCCAAGCCATATATG-—--CGTGTT---—-CATTGAAGC
EEE |XL_grouple:8380388-8380572 - |dps-mir-2517a-3|rcTAGTTCGTTGGGCGAATAAACGARTECGAATAGCHEECGGCTEAAATGGTCRAGACHT FICACATCCTCAAATACCATATETATTAT T TGATTTCATATHGATTTCETECATTTGAAAACT TTTCACCACATATACA T ERMCCCAACCCCAAGCATATAT GRENERIT GRISIENNCA TTGAAGC|
larowil2|lscf2 1100000004540:2020698-2020747 +| ATETCAr A AT T TEC A CATETACATACA T - A TATATG - - — AT - - - - CA T
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dpe 68 scaffold 4:3367526-3367583 - | confident | Mirtron |intron

Legend: mature star (08 (R BRI mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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hide 3p reads H show mid mismatch reads H
M042
V057 M021 V050 V11l v042
CGATACCTCCAAGCCGGCCATCGTCACCTATCATGATCTGGGCCTAAACTGTGAGTACTGTTCTTTAAACTGAAGTAAGCTCCAGTCTTAGAATACGTGCTCGCACAGATGCCACCAGCTTCGCTGGCTTCTTCAACTTCCCAGTGATGCGGGGCCTG female
Read # Hit |Total body |head embryo head male embryo
**************************************************((((((((((((((__._((((_(('_'.))_))))_'_))))))_))))))))._.*************************************************** size Mismatch Count Norm Total bOdy
.................................................................................... GTCTTAGAATACGTGCTCGCACA . + v v e e e et e e te e te sttt et et et e e steeaeaneaneaa 23 0 1 453.00 453 204 92 72 50 21
.................................................................................... GTCTTAGAATACGTGC TCGC A . v vt e et e e e teetesaesaeseeseeeeeseeseeaeeneaneenenaaa 2l 0 1 145.00 145 40 50 11 20 5
.................................................................................... GTCT T AGAA T ACG TG T C G ACA G . « 4 v i e et ettt ettt eeeeeeeeeeeeeaeeeeeeenneeeeeeanss 24 0 1 128.00128 52 35 10 24 4 3
.................................................................................... GTCTTAGAATACGTGC TCGCAC e + v v vt e et te o ee e teeeeeeeteeeeeseeeeeaeeaeenenneeaaa22 0 1 113.00113 86 19 0 8 0 0
..................................................................................... TCTTAGAATACGTGCTCGCACA s & v v e et e e et ettt ettt ettt eteeteiaeneenaa 22 0 1 83.00 83 42 26 2 10 1 2
.................................................. GTGAG T AC TG T T C T T T AR A C T G e v e v v e et e e e e e e e ae e e e e e e e e e s aesaeeeeseeeeeeeeeeeeeenoeeeeeeeeeeeeeeeeaseeneeneeneanaaa22 0 1 56.00 56 7 6 28 5 8 2
..................................................................................... TCTTAGAATACGTGCTCGCAC e+ v v e ettt ettt et e et ettt ettt ie e eieieea 20 1 40.00 40 21 14 2 3 0 0
.................................................................................... GTCTTAGAATACGTGC TCGC AR . & ot ittt it ettt et teeeeeteeeeeeeeeeeneeneanennennaa22 1 1 28.00 28 11 1 16 0 0 0
..................................................................................... TCTTAGAATACGTGCTCGCACAG . « v ettt e et e te e te st eee st eteseeaeeneenenea 23 0 1 27.00 27 9 11 0 5 2 0
.................................................. GTGAGTAC TG T TC T T T AR A C T G v v e et e e e et e e e e e e e e e e e e saeeaeeeeeeeeeeeeeeeeeeeneeeeeeeeeeeeeeeeenseeneeneenenaaaa24 0 1 25.00 25 3 0 22 0 0 0
.................................................................................... GTCTTAGAATACGTGC TCGCAC AR . « v vt ettt ettt e ettt et et ettt ettt et eieea 24 1 1 25.00 25 15 0 8 0 2 0
.................................................. GTGAGTAC TG T TC T T T AR A C T GAAG « + v v e e e e et e et et e e e et e et e et e et e ettt ettt ettt ettt ettt et et e e 25 0 1 10.00 10 7 0 0 0 1 2
.................................................. GTGAG T AC TG T T C T T T AR A C T &+ v e e v e et e e e e e e e ae e e e e e e e e eaesnseeeeseeeeeseeeeeeeeneeeeeeeeeeeeeeeeeneeneeneenenaaaa 2l 0 1 10.00 10 0 1 7 1 0 1
.................................................................................... GTCTTAGAATACGTGCTCGCACE . « v vttt ettt ittt e te ettt seeeneeeeseeeeeneenaenaaaa 23 1 1 7.00 7 1 2 2 2 0 0
.................................................................................... GTCTTAGAATACGTGCTCGCAC . v v et it e ittt et et ettt et ettt e e i e 23 1 1 6.00 6 3 1 1 0 0 1
.................................................................................... GTCTTAGAATACGTGCTCGCACAGH . « v v ot et e e te e eeseeeeeseeseeseeeeeneeneanenneenaaa25 1 1 6.00 6 1 2 0 2 0 1
.................................................. GTGAGTAC TG T T C T T T AR RACT G e o v v e et e e e e e e et e e e e e e e et et e et e st ettt e e ettt ettt et e e e e e iieieaeee 23 0 1 6.00 6 1 0 4 0 0 1
..................................................................................... TCT TAGAATACGTGCTCGC A s v v e e et ottt e e te e eestesaeseeseeeeeeeeeeeneenaenaaaaaa 20 0 1 6.00 6 4 1 0 1 0 0
...................................................................................... CTTAGAATACGTGCTCGCACA . « v e e ettt et ettt ettt ettt et te e e ee it e 20 1 4.00 4 4 0 0 0 0 0
.................................................. GTGAG T AC TG T T C T T T AR .« « e v e et e e e e e e ae e ae e e e e e e aeeaeeaeeeeeeeeeeseeeeeeeeeeeseeeeeeeeeeeeeneeneeneenaaaa19 0 1 4.00 4 1 0 0 0 3 0
....................................................................................... TTAGAATACGTGCTCGCACA . & v v et e ettt et e e te e te sttt et eaeeaaanaeanna 20 0 1 3.00 3 1 1 0 1 0 0
..................................................................................... TCTTAGAATACGTGCTCGCAC AR . & ittt ittt ettt te e tette st seeeeeeesnseeneeneennenaaa23 1 1 3.00 3 3 0 0 0 0 0
.................................................................................... GTCT TAGAATACGTGCTC e v v v e et e e e e e te e te et eee et teeee et et eaeneaneene 18 0 1 3.00 3 1 0 2 0 0 0
.................................................................................... GTCTTAGAATACGTGCTCGCACAGA . + v v vttt et te s eesaeseeseeseeseeaeeneeneaneeneenaaa25 0 1 3.00 3 3 0 0 0 0 0
.................................................................................... Gl CT TAGA AT ACG TGl T C G . v i e v e et et e ettt e e ee e eeeeeeeeeeaeeeeeeeaeeeeeenanaeaas 19 0 1 3.00 3 0 1 0 0 2 0
.................................................. GTGAGTAC TG T T C T T TARRC .« v v e e e e e e e e e e e e e e e e e e e ee e ee e ee teeteete e te et et eeeeeeseeieeeeeeeeaeaneenennea 20 0 1 3.00 3 0 0 3 0 0 0
.................................................................................... GTCTTAGAATACGTGCTCGCACE . « v v v vttt it te e te ettt et et et s eaeaneenea 23 1 1 3.00 3 0 2 1 0 0 0
.................................................................................... Gl CT T AGAA T ACGTGC T CGC s v i v e et et e et et et e e eeeeeeeeeeeeoeeeeeneeaneeeaeeenaaaas 20 0 1 3.00 3 1 1 0 0 1 0
.................................................................................... GTCT TAGAA T ACG TG C T Gl B . v v v vt et et e ettt e e e eeeeeeeeeeaeeeeeeeaeeeeeeneneeaas 21 1 1 3.00 3 0 3 0 0 0 0
.................................................................................... GTCTTAGAATACGTGCTCGCACAL . « v vttt ettt et et ettt ettt et ettt et ieeieieeea 24 1 1 2.00 2 1 0 1 0 0 0
.................................................. GTGAGTAC TG T TC T T T AR A C T GAAG T .+ o v v e e e e e e e e e e e e e e e e e e e aesaeseeseeeeeseeeeeeeeneeenseeeeeeeseeeeenseeneenennennaa 26 0 1 2.00 2 0 0 0 0 2 0
..................................................................................... TCT T AGA AT ACG T G T C Gl A A . & i i it e et et e et et e et e e eeeeeeeeeeeeeeeeeeeaneeneeeans 21 1 1 2.00 2 2 0 0 0 0 0
..................................................................................... TCTTAGAATACGTGCTCGCAC . & v v vt ettt e ettt et e et e et ettt et ettt ieiieea 22 1 1 2.00 2 2 0 0 0 0 0
..................................................................................... TCTTAGAATACGTGCTCGCACKH . & v v ittt ettt it ettt ettt et e et eteeteeteinannnnna 22 1 1 2.00 2 1 1 0 0 0 0
.................................................................................... Gl CT T AGAA T ACGTGC T Gl . v v it i ettt et e ettt ettt e et eeeeeeeeeenteeeieeenanneneaa 21 1 1 2.00 2 0 2 0 0 0 0
.................................................................................... GTCTTAGAATACGTGCTCG A . « v vttt it ittt ittt te et st teesaeeaeeneseeneenanneaa22 1 1 1.00 1 1 0 0 0 0 0
.................................................................................... GTCTTAGAATACGTGCTCGCAG . « v v vt e ettt ittt ettt et ettt ettt eiieieeea 22 1 1 1.00 1 1 0 0 0 0 0
..................................................................................... TCTTAGAATACGTGCTCGCACAL . « v vttt e it ittt ettt ettt et e e e e ee e 23 1 1 1.00 1 1 0 0 0 0 0
.................................................. e ey N Nk e ok 1 127X o D R | 1 1.00 1 0 0 1 0 0 0
.................................................... GAGTACT G T T CT T TARAC T GAAG « « v v e e e et e e e e e e e et e et e et e e te ettt et ettt ettt ettt et e e et 23 0 1 1.00 1 1 0 0 0 0 0
........................................................................................ TAGAATACGTGCTCGCACAG . v v e ettt te et eeeeeeseeteeeeeseeaeeneeneeneaneeaa 20 0 1 1.00 1 1 0 0 0 0 0
..................................................................................... TCTTAGAATACGTGCTCGC e v v v et et e ettt e te e te et et st see et eteeaeanaaneee.a 19 0 1 1.00 1 1 0 0 0 0 0
...................................................................................... CT T AGAAT ACG TG C T CGCAC . & i it et e ettt ettt e et e eeeeeeeeeeeeeaeeeneeeaneeneaaa. 20 0 1 1.00 1 1 0 0 0 0 0
..................................................................................... TCTTAGAATACGTGCTCGCACAG R . + it e et ottt e e te s tetaesaeseeeeeeeeeeeneenaenanaaaa 24 0 1 1.00 1 1 0 0 0 0 0
..................................................................................... TCTTAGAATACGTGCTCGCACE . & v v vt ettt ettt ettt ettt et et et e e eieenea 22 1 1 1.00 1 1 0 0 0 0 0
...................................................................................... CTTAGAATACG TGCTCGC A . + v v vt e et te e tesaesaesaeseeseeseeseeneeneeneeneenaa 19 0 1 1.00 1 1 0 0 0 0 0
...................................................... GTACTGT TCT TTARACTGA . o v v e e e et e e e e e e e e e e e e et e e te e ee ettt et ettt ettt ettt eieaaaeaaanaaa.n 20 0 1 1.00 1 0 0 1 0 0 0
.................................................................................... GTCTTAGAATACGTGC TCGCACAGA A . &« & vt ittt ittt ettt ittt ettt et iieeneeaaaa 2T 2 1 1.00 1 1 0 0 0 0 0
.................................................................................... GTCTTAGAATACGTGCTCGCACAE . « v v vttt it ettt teteeeeeteeeeeseeeeeseeneenenneenaa 24 1 1 1.00 1 1 0 0 0 0 0
......................................................................... AGTAAGCTCCAGT T TAG e & v v e e e e e e e e e e e e te e te s e et e te ettt eee st eteeeeenanaen. 18 0 1 1.00 1 1 0 0 0 0 0
.................................................................................... GTCTTAGAATACGTGCTCGCAC A . . & it ittt ittt et te et sttt saeeeeseeeeeneenannea 24 2 1 1.00 1 0 0 1 0 0 0
.................................................. GTGAGTAC TG T T C T T T AR C T G B . « « e v ot e e e e e et e e e e e e e ae e ee e aeseeeeeteeeeeseeeeeseeeeeeeeeeeeeeeeneenenenneaaa 23 1 1 1.00 1 0 0 1 0 0 0
.............................................................. CTTTARACTGAAG T ARG C TCC . v v e e e e e et e et e e e et e et ettt sttt et et ettt ee et e et teieieanee.a 20 1 1.00 1 0 0 0 0 1 0
....................................................................................... TTAGAATACGTGCTCGCACAG . « v e v vt ettt te e te e te et seetee st eiesnaanaanena 2 0 1 1.00 1 0 1 0 0 0 0
Anti-sense strand reads
M042
M021 V057
GCTATGGAGGTTCGGCCGGTAGCAGTGGATAGTACTAGACCCGGATTTGACACTCATGACAAGAAATTTGACTTCATTCGAGGTCAGAATCTTATGCACGAGCGTGTCTACGGTGGTCGAAGCGACCGAAGAAGTTGAAGGGTCACTACGCCCCGGAC female
Read # Hit |Total embryo body head
kkkkhkkkkkkhhkkkkhkkkkkkhkhkhkkkkkkkhkkdkkrkdkrrkkrrkrrkx (((((C(CCCCCCCCCC o oo CCCC- (o)) oo )))))) D)) ))))) .. ckkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*kk*k***x gjze Mismatch Count Norm Total
...................................................................... ACT TCAT TCGAGGT CAGAAT C e v v e et e e e e e et et e st ettt ettt e e ettt et e e eeseeeiane. 2 0 1 2.00 2 2
........................... GAT AG T AC T AGAC CC GG A . v v i e e e e e e et e e e e ae e ae aeaee e e e ee e aesaeeeeseeeeeeeeeeeeeeaeeeeeeeeeeeeeoeeeeeeeeeeeeeeeeeeeeeeneeneeneeneaaa 18 0 1 1.00 1 0

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

droPer2|lscaffold 4:3367476-3367633 [dpe 68 [[CGATACCTCCAAGCCGGCCATCGTCACCTATCATGATCTGGGCCTAAACTEICACTACS S G == s s s e A A A CTEA - —— - ——————————-————A-—-GTAAGCTCCAGTCT T AGAA T ACG TG -~ = - === === - - - - oo oo - TCGCACAGATGCCACCAGCTTCGCTGGCTTCTTCAACTTCCCAGTGATGCGGGGCCTG

dp5 |3:15685541-15685698 + ldps_15 |ceaTaccTCCAAGCCGGCCATCGTCACCTATCATGATCTGGGCCTAAACTEHCACTACT === =S fGT == =S e e s S ARACTGA - - - ————————————————A---GTAAGCTCCAGTCTTAGAATACG TG~ = === === == == === == = o o o oo oo oo oo oo oo oo ———————————- TCGCACAGATGCCACCAGCTTCGCTGGCTTCTTCAACTTCCCAGTGATGCGGGGCCTG

droWil2|lscf2 1100000004510:1737920- mcaTacircleaailcccoeecaTGTCACCTATCATGATHT GGG CTEA AN TEHNACTEC TCTCCT T T TCTC T GGG R e IV acacarecaccaceTTiiceTGGCTTCTTHAANTERC ClGTGATGCGlGGCCTG
1738088 +

drovir3|scaffold 12875:17803634- ceaaccTcilanceceeecaTiicTeaccTalcaGaTCTGGGC TEAACTETEACTIIC RN S TeT Nl T LV \A CAGATGCCACCAGHTTCGCTGGCTTCTTCAANTEMICCAGTATGCGlGGRRNTG
17803811 -

droMoj3|scaffold 6496:11427625- cealdaccrcilaaceceaecaTieTlgaclTaTCABGATHTGGGC T AC TET.NACISAL CCACCTGCCACCCACACCTGAACTAATACAGATATATATATATATATATTTATATGTATTTCATGT TGT piututals PRI\ I¥¥¥\acacaTcccaccagirTecereeeTTeTTCAANTI®ICCAGTEATGC GG TG
11427821 -

droGri2|lscaffold 15245:13887642- I\ CINTelilel~ [N-Nelelelelelole) Nl eV IS\ CF A CeF-NdehiNelele n SR LVl el |a [ Neh T A Al CEEE A T TC TACTAT TTiliGIVAlCIATCART AT G C A 2 e TG AT TCT T R C A T ehTebiciNicAGATGCCACCAGHTTIGCTGGCTTCTTCAACT THCCEGTHATGCCEGGCCTG
13887814 +

droAna3|lscaffold 13266:5227364- EGATACEECCAAGCCGGCCATIGTCACCTABCARGATCTGGGCCTMAANTETNACT e -~ === THTR-—- - —-—----—-- icivAGhiTicTaccc Y- - TR VA GA TGCCACCAGCT TR{GC TGGCTTCTTCAACTTCCCAGTGATGCGGGGCHTG
0227521 +

droBipl|lscf7180000395751:1014686- CGATAC/ECCAAGCCGGCCATCGTCACCTARCABGATCTGGGCCTEAACTEHAGT/Sc====== eTfg----c--- - —- —-—-—- T AGE CCAGAGGAGTCTGT TR - — - — - — - — - — — - A - — - — — e TG T G e T - TR BICAGATGCCACCAGCTTCGCTGGCTTCTTCAACT TCCCl§GTGATGCGGGGRCTG
1014839 +

droKik1|scf7180000302411:668605- CGATAC/HECCAAGCCGGCCATHGTHACCTABCARBGATHTGGGCCTEAAC TETCACTA NI XS ST R= =/ RT el - - TR A GATGCCACCAGCT TIGC TGGCTTCTTCAAC T TRCCAGTGATGCGIGGCHTG
668767 +

droFicl|{scf7180000453201:159232- cerldacldeccanceeceecaTicTcaccTAdcABGATGGGCCTEAAC TEHNECTAC====== iTG-ESca-fiacTcc G NN L S N - ACAGATGCCACCAGCTTIGCTGGCTTCTTCAACT TRCCAGTGAT GCGINGGERNTG
159396 -

droElel|scf7180000491201:1725996- CGATACHECHAAGCCGGCCATCGTCACCTAMCABGATITGGGCCTARACTCHNSCTAE TNV - S NACAGAGCCACCAGC TTIGC TGGCTTCTTCAACTTICCAGTGATGCGINGGIRINTG
1726156 -

droRhol|scf7180000780066:367631- CGAEACldEcCARGCCGGCCATHGTCACCTAMCABGATITGGGCCTAAACTEHNECTEe TATT gy~ - TCRNACAGAIGCCACCAGC T TIGCTGGC TTCT TIAAC T TICCAGTGATGCGIAGGRITG
367787 +

droBiallscf7180000302143:976929- CGATAC[E§CCAAGCCGGCCATCGTCACCTAMCARGATITGGEAC TRAACTETCACT e ————— T R T e - — - —— P — — —— ——————————— — [N — - [ N e V7. \F ¥ el g e b — — — ———— el - - WS- - SdifecacacccaccaceTTice TeGiIr T TTAACT THCCAGTGATGCCRGGRRTG
977088 -

droTakl|scf7180000415722:337982- [ | e e — = == =~ — — B = — P — ———————————— === — — [l — e — — = = == == = - TCheCAGARGCCACCAGCTTHGCTGGCTTCTTCAACT TRCCAGTGATGCGGGGHCTG
338039 +

droEugl|{scf7180000409474:534046- CGAEACECcCARGCCGGCCATCGTCACCTARCABGATITGGGCCTEAACTETCACT/E T G A e e TN e- S B IAGATGCCACCAGC T THGC TGGIT TC TTCAACT THCCAGTGATGCGEGGERITG
534205 -

|dm3 lchror:17398516-17398677 + | |cearacEeccaaceceeecaTiidrcaccTacacaTiitceeccTlAAC TR NACTER CGTACTAA T GG e e T T TN P TeR ey Xel- —SFNEA G ARG CCACCAGC TTHGCTGGCTTCTTCAANT THC CAGTGATGCGRGGHC T G|

S OO LIt Srers)

droSec2|scatfold 9: 7781

U]

i — AT A R e C C ARG GG EC AT TCACE TR e AACTCTCEACT A — — — — — WOC—RAAAR —QEAC T AR M-
3-7/28316 + ([dse 1620||CGATAC[]gCCAAGCCGGCCATCRITCACCTAGCAGGATITGGGCCTSAACTGTGAGTelel====== JICA-AAAA-IACCTGE v o~ —— — ——— — — it ——— N —— ———————
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e

-
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droEre2|scaffold 4845:11543597—
11543762 +

|drovak3|2r:11781101-11781263 - | |cearac@gccancecceecarcrcaccrafeafearfircccccT@AACTETCACTAIN == === WTA-EA-liacTAGEEEE D — — —————— ==~ ===~ raCTAN-----—————————————— - BT TTTGCCARRATTACTAATCCG]

cGaTacclgccanceeceecaTcidrcaccraldeaBcaTiTINGGCCTAAACTETCACT ==~~~ iica-EEAC-[IACTTGEEEEES i — — — = === —=—======— TGCAGQ----------------—----—-[iilaAfccGCcCCTREEEEEEEE CTTACTAATCCG

TN T e I XN A CAGAGCCACCAGC TTIGC TGGC TTCTTCAACTTICCAGTGATGCGINGGHCTG
NI LN Iele- ¥ XA CAGAdGCCACCAGCT TIGC TGGCTTCTTCAAC T TRICCAGTGATGCGIAGGHCTG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:13887642-13887814
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:5227364-5227521
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395751:1014686-1014839
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302411:668605-668767
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453201:159232-159396
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:1725996-1726156
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780066:367631-367787
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302143:976929-977088
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415722:337982-338039
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:534046-534205
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:17398516-17398677
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17952545-17952708
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_9:728153-728316
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1620.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:11781101-11781263
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:11543597-11543762
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dpe 65

Coordinate:

scaffold 0:8096674-8096739 +

Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}
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Show Alternate Folds
Flybase annnotation
intron [Dper\GL24322-in]; CDS [Dper\GL24322-cds]; CDS [Dper\GL24322-cds]; utr3 [utr3 plus 6114]; utr3 [utr3 plus 6 113]; utr5 [utr5S plus 10978]; utr5 [utrS plus 10979]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
M021 V057 V050 V042 V111
TTCGGGACCGCTTGAATGTGGATAAGATCAGGCAGAAGAATGCCAATATGGTAAGTGGTCGCTGTGGCTGAGAATCAAAGACGGTGTTTTGCTTAGCTCATCGTATCCACCGACAGATTGCTCAAGTGCCGACCGTCAACAACAACACGTTCCTGTACTTCAACGT female
Read # Hit ||Total embryo head head embryo body male
R e N A R A T N T 1)INNDNIDNDD)) D)) L)) au)))) L)) . Sk Rk kkkkkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkk*k*x* 5jze Mismatch Count Norm Total body
............................................................................................. TAGCTCATCGTATCCACCGACAG . + « v e e et e te et e e et e e teeneeeaenenaeaenaea 23 0 1 603.00 603 516 22 19 32 13 1
............................................................................................. TAGCTCATCGTATCCACCGACA . &« v vt et e teee e e e et te e eteenenetaenenaeaeneea 22 0 1 157.00157 17 79 50 2 8 1
............................................................................................. TAGCTCATCGTATCCACCGACAG . . oottt i e i e e 241 1 62.00 62 24 17 12 5 3 1
............................................................................................. TAGCTCATCGTATCCACCGAC . « & et et et e te e e e e e ae e e teeneneeaeneeaenenaea 2l 0 1 19.00 19 1 10 4 1 3 0
............................................................................................ TTAGCTCATCGTATCCACCGACAG  « v e vt e te et e e e e e eee e eneaenenaeaenenaeaen 24 0 1 13.00 13 13 0 0 0 0 0
............................................................................................. TAGCTCATCGTATCCACCGACAGE . « vt ittt et e i e e et e e 241 1 6.00 6 6 0 0 0 0 0
............................................................................................. TAGCTCATCGTATCCACCGA . & ¢ v v e et et e eeee e e e eneeeaeneeaenenaeaeneanenenaea 20 0 1 4.00 4 0 2 2 0 0 0
.................................................. e 0. V-Nel felel ol elod el el et o}l c NN AP~ 20 BN 1 3.00 3 0 0 0 0 0 3
............. GAATGTGGATAAGATCAGGCA . « « + t et e ettt e et ee e ettt et et e e e et et e e et et e e et e e et e e e et et et et e e et e e e e e e e e et e et ee e et ae e eneaeneaaeaeneaaeaenneaen 2 0 1 3.00 3 0 0 0 0 0 3
............................................................................................. TAGCTCATCGTATCCACCGACAR . « « vt vt ittt ettt et ittt et ittt e e e 231 1 3.00 3 2 1 0 0 0 0
.................................................... ARAGTGGTCGCTGTGGCTGAGRR . « ¢ e e e e e et e et ee e et e et m e e e e a e e e e a e e ea e e e ene e teeneaeeaeneaaeneaeeaeneaaeaenneaene22 0 1 2.00 2 2 0 0 0 0 0
.............................................................................................. AGCTCATCGTATCCACCGACAG . - -« ittt i e e e e 231 1 2.00 2 0 2 0 0 0 0
............................................................................................. TAGCTCATCGTATCCACCGACAGA . « « t et vt teea e e e et ee et teenenaeaeneeaeaennea 24 0 1 2.00 2 0 1 0 1 0 0
............................................................................................. TAGCTCATCGTATCCACCGACE . -« vttt i e e i et ee e e 221 1 2.00 2 0 1 1 0 0 0
............................................................................................ TTAGCTCATCGTATCCACCGACA . « t ettt te et e e eee e eneetaeneeaeneneeaenenaeaea 23 0 1 2.00 2 1 0 1 0 0 0
............................................................................................ TTAGCTCATCGTATCCACCGAC . « + v e e et e te et te et e e e ee e eieneneeaenenaeaen 22 0 1 1.00 1 0 0 1 0 0 0
............................................................................................. TAGCTCATCGTATCCACCGACE. -« v vt i ettt e e e e et et ee e 221 1 1.00 1 1 0 0 0 0 0
.................................................................................................. CATCGTATCCACCGACAG . + « e e v et e ee e e e e eneeeeaeneeaenenaeaeneeneaennea. 18 0 1 1.00 1 1 0 0 0 0 0
.................................................. GTAAGTGGTCGCTGTGGCTGAGAATC . ¢ o e v vt ettt et e e et e e et et ettt e e e ettt e e e e et e e et e ettt e ettt ettt et eea e 26 0 1 1.00 1 0 1 0 0 0 0
.............................................................................................. AGCTCATCGTATCCACCGACA . -+« et e et e et ee e eneeaeneeaenenaeaeneeneaenaeaa2l 0 1 1.00 1 0 1 0 0 0 0
.................................................... YNk elel foletohiel et elod fe)-Xe PR~ N 0 1 1.00 1 1 0 0 0 0 0
............................................................................................... GCTCATCGTATCCACCGACAG . « « + v v ettt ee et e e e te e e eneaenenaeaenee. 2l 0 1 1.00 1 0 1 0 0 0 0
............................................................................................. TAGCTCATCGTATCCACCGACAR. . . ottt ittt it ettt it et et e et ee e e 23 1 1 1.00 1 0 0 1 0 0 0
............................................................................................. TAGCTCATCGTATCCACCGACAGEEE. - -« -« vt i ettt ittt ittt e e et ee i 263 1 1.00 1 0 0 0 0 1 0
........................................................................ ARATCAAAGACGGTGTTTTGC T « - « v e e e e e e e e e e et e e e e e et e e e e e e e eeeneeeeeneeaeaeneeaeaeneeaeneeaeaaa2l 0 1 1.00 1 0 1 0 0 0 0
Anti-sense strand reads
M042
V042
AAGCCCTGGCGAACTTACACCTATTCTAGTCCGTCTTCTTACGGTTATACCATTCACCAGCGACACCGACTCTTAGTTTCTGCCACAAAACGAATCGAGTAGCATAGGTGGCTGTCTAACGAGTTCACGGCTGGCAGT TGTTGT TGTGCAAGGACATGAAGTTGCA female
Read # Hit |Total embryo body
AR R e e N A (N (N T N N 1)INIDDDD))L))) L)) L)) )) L)) . kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k** 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droPer2|scaffold 0:8096624-8096790 ||dpe 65 |TTCGGGACCGCTTGAATGTGGATAAGATCAGGCAGAAGAATGCCAATATGETAAGT--CGCTCCCTETEEC———————————————-—-—-—-—————————__—_ TGA-GAATC-AAAGACGGTGTT-TTGCTTAGCTCA--TCGTATCCACCGACAGAT TGCTCAAGTGCCGACCGTCAACAACAACACGTTCCTGTACTTCAACGTC
+
dp5 l2:12372043-12372209 - ldps_489|TTRGGGACCGCTTGAATGTGGATAAGATCAGGCAGAAGAATGCCAATATGETAAGT==CETCECTETEEC-—========——-=---———--—-———-—= 62 -GAATC-AAAGACGGTGTT-TTGCTEAGCTCA--TCGTATCCACCCGACAGATTGCTCAAGTGCCGACCGTCAACAACAACACGTTCCTGTACTTCAACGTC
droWil2|scf2 1100000004921:855071- TTNGGARCcGlTTGAATGTGARA AR THA GGCAAAGAATGCCAA THT GO ARG, e R G e e TR - Gl Thy - py~ R VX T T T T NN A N (el A T el T S B SNCGACAGA T TGC TCAAGTGCCleACIeTCAANA ANEANA CGTTCCTRTACT TCARNGTC
855239 -
drovir3|scaffold 13047:13870896- T¥\GeaiccerTGaaTeTEGAlAAGATCAGI CAGAARNAATGCA A TA TGO R AN e T e e e ATIT - TIRTEINYAA TS A - CAJEE - - T- C - NAGH TR C T TN TG T T C T/NE N eleiielNG eideletel n IN6 el GEVA TINA T/NG A FNSlehlNlehi TiUNSh Ll TEVA T A NS
13871056 +
droMoj3|lscaffold 6540:26217899- Te¥AccaEcceTTeAAGTEcAEAAGATCAGGCANAAGAATGCIIAATATCETAACI - Ly ThicC TNV -~~~ icIETIATITEINNACT®A - cACAT- - - -li-accTcEEATANTCTTCET T NN ClSNAG il T[e It GEYNT NN NG A [Nl R Ieel NeL -Xeh Ll T/ ¥ ~ e
26218060 -
droGri2|lscaffold 14830:6086384- TeN\ccalicceTTGAARGTGAAAGATCAGIYEARNAAGAATGCI A Al8A TG BT AR N T e N N P e e e e e - . T C - Al NGNS T T - [elefelc TE\AINN TN - TepTleThicEcsicacaTccTcalgcTecceaclge TR Ala Afla A ClY T TCCc TG TACTTCAAGTC
6086546 -
droAna3|lscaffold 13340:7418989- jiC 2 AN LReTNAC/SNEITNA EVNTXNS C EleIINT NN VXA eIIF NN C Tiel el . \G el E A T - - AAATIE[EGTCATAGATTTCTTAAATTATACT TR bt I e - - - Xeririi¥ecceacacATTGCcAgc TR claclleTlgaaCARCAACACHT TCCTGTACTTCAACGTC
7419144 -
droBipl|scf7180000396708:1434346- T¥\GGACCGCTTGAASGTGGABAAGATCGGCAGAAGAATGCCAATIT GETARCTIN . N I VY e ¥ N ey X NeTe b et ¥ Xy et ey N ek b NeTe e oo e - L T C (e e B — - e e cACAGAT TGCECAEG T Cldaci\ e TcaACAACAACACIITTCCTGTACTTCAACGTC
1434514 +
droKik1|lscf7180000302475:80106- TeNAGGACCGCTTGAATGTHGAAAGATCEG cAaGaAGAATGCCAATHTCETACT- TR ecgN e T2 - Ee i\ A TS TN Nl - Welc c TINARETINA - [\l rhTe SecidecAGA TTGCl8CAAGTGCCHACKGTCAACAACAACACT TCCTGTACTTCAARGTC
80270 -
droFicl|lscf7180000453796:120984— TTEGGACCGCTTGAATGTGGATAAGATCAGGCAGAAGAATGCHAA THTGET e T = IR dmChIC T e === —==—=— oo e PN AT A A ARRCENATE T T - [ ThiC TENAREN NN - -[EchNrifeiiiacciNacaGaTTGeTCAlge TG caccTecaacaAcalgcacTTccTeTACTTCAA A TC
121149 -
droElel|scf7180000486474:1479887- TMGGACCGCTTGAASGTGGATAAGATCAGIICAGAARNAATGCC A T GO e T CC e e TN - LR Thy - [eln g C GhiRee TR T T CleRALY YA - - I ThEICINACAGA TTGC TCARGTGCClACHGTCAACAACAACACTTCCT/dTACT TCARNGTC
1480051 +
droRhol|scf7180000778413:22559- TN GGACCGCTTGAATGTGGATAAGATCAGIICAGAAGAATGCCAL ST GETEACE- T e I N e ATTRTIVSETEINGGT T T/EAIAJRT - - T[eilalNC T Al CEANCIlG TR T A /NI NI Nee ClNG idelse CINe T[ehNe VNI NNT N T7:\C Cilii T /Shi CiUNChLXI-N T /Ehe
22724 -
droBialllscf7180000299102:394622— Tl NAGGACCGCTTGAATGTGGATAAGATCAGGCAGAAGAATGCCAATHTCEHEACH-~cifeciNc Ty ¥ e~~~ SN - i T - A R TR AT - E T T AR TA - I ci¥g\celcaca T TecTCAlge Tae A CliGTCAACAACAACACMET TCCTGTACTTCAACGTC
394782 +
droTakl|[scf7180000415580:214041— TN GGACCGCTTGAATGTGGATAAGATCAGGCAGAAGAATGCCAATHTGETAAC e LTy N T === e e e e e Tin AR TR - e L T\ 7 C TN AR TlepN - - TG TRiTRINCCElcAGA TTGe TeAlds TGeCACGTCAACAACAACACMET TCCTGTACTTCAACGTC
214202 -
droEugl|lscf7180000409557:68500- TN GGANCGII T TGAATGTGGATAAGATCAGGCAGAAGAATGCCAATHTGETAAG - SN I\ C IV eC—————————————————————_——— == TR - A Th - [l 7 7 - T T G C[ AL TiA - [echA iy eleccldacacaTTGeTeAlge TeCCldaClGTCAACAACAACACT TCCTGTACT THAACGTH
68658 -
am3 lchr3R:12461530-12461694 + || |T&¥ccacceeTTRAATGTGGAAAGATCAGGCAGAARAATGCAA TR TG EACEE S I PN ST\cC=ss=mmasasasasaaanonesonnane s s ThA -paaTC - A ARECINNAT ThiT TR NRALN T A - [tk R dIcINa A GA TT G ClicAlde TG cclaciicTcAACAACARCACHT TCCTGTACTTCAACGTH |
ldrosim2|3r:8788524-8788688 - | |T&¥ccacceeTTAATGTGGAAAGATCAGGCAGARRAATGCliAA T T EACEE S E I P\ T \eE==s=mmasaaaaasoaanoaes oanane s Tl AT C - A2 ALIRECEN NN T ThT TR NS AT TINA - ~ i\ T ST \A A G A T T Cl8cAlde Toe clda G TIAACAACAACACHT TCCTGTACTTCAACGTH |
droSec2|lscaffold 12:1685870-1686034 TNAGGACCGCTTRAATGTGGARAAGATCAGGCAGAAAATGCHAA THTCETEAC- - f RN g6~ Tl AT C - A2 ALIRE VNN T TR T TR NS AT ATINA - ~Sci\rh ek S kST NAINA G A T T Cl8cAlde To e cldAClGTCAACAACAACACHT TCCTGTACTTCAACGTH
ldroyak3|[3R:11929889-11930052 - | | TE¥ccaficceTTRaaTcTGGAaTAAGATCARGEAGAARAATGCCAATHT CETEACE [y VAT CLIC=======s=oo oo aas e e TRy - NS TH- 2 A RN T T T XA T TiA - - [T\ R TR XSFR B A CA T TGCBcAcTeccBiaclicTeAACAACAACACRIT TCCTGTACTTCAACGTY |
droEre2|lscaffold 4770:9173010- TeN\ccacceeTTRRATGTGGAlAAGATCEGGCAGAA R A TGOl A A Th T e A e e g e === e e e TRy - pA ST - sa AL VNN T ThiT T X AT T Te - ~Sici\rhYekdieiciNaINA G A T TG Cl8cAlde TG e CldAClGTCAACAACAACAC[ST TCCTGTACTTCAACGTH
9173174 -

Generated: 09/08/2015 at 1036 PM

crit.pairing

crit.tptop3

rescue.total
rescue.dominant
rescue.known
rescue.confident
rescue.candidate

PASS/FAIL

crit.star

crit.loop
crit.mor

crit.half

crit.total

crit.top3

crit.uri
crit.back

ONOOORRFRPRPRFPFRPFPLPOOOR

8,096,700
Genomic Position

Mature

8,096,750

Star



http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:8096624-8096789
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:8096624-8096790
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_65.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:12372043-12372209
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_489.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004921:855071-855239
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:13870896-13871056
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:26217899-26218060
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14830:6086384-6086546
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:7418989-7419144
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:1434346-1434514
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302475:80106-80270
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453796:120984-121149
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000486474:1479887-1480051
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778413:22559-22724
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000299102:394622-394782
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415580:214041-214202
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409557:68500-68658
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:12461530-12461694
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:8788524-8788688
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_12:1685870-1686034
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:11929889-11930052
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:9173010-9173174

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dpe 179 |scaffold 1:9118051-9118133 + |confident-exception | Canonical miRNA ||intron
Legend: mature Star mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate FoIdsH
Flybase annnotation
intron [Dper\GL19605-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads
M042
V11l M021 V050 V057
ATTTTAAAGTTTGCCAGATCCTTTGATACATCCTCCGGTCCTGCAAGATGGCAGTCGAGGCGGCACAGATGCCACTATTTTCAAGGATTCCTTTATCACTGGAAATGATGGCAGTAATGTCGTCTAGGCTGCCATCTCACAGAGTCGAAGGACACGAAGGAGTTGTCCGAGGACCTGGCCAAC female
Read # Hit |Total male embryo head head body
e e ek ke sk ok ok ok ok ok ke sk e sk sk sk ok ok ok ok e e s sk sk sk sk sk ke ko (L (O COCCCCCCCCC OO e o (OO e (e 1)) -2))))))))2)))))--22))))))))2))))))))))) . .))) L)) RRkkkkkdkdkdkkkkdkkkkkkkkkkkkkkkkkkkkkx* size Mismatch Count Norm Total body
................................................................................................................. GTAATGTCGTCTAGGC TG C e v v e e e ettt ee e e et tteeeee e e s seaaaaaaeaennnaaaaaa 19 0 1 152.00152 151 0 1 0 0
................................................................................................................. GTAATGTCGTCTAGGC TG C e v v v e vttt e ee e et teaeaeeseeesanaaaaaeeeennnaana 20 0 1 139.00139 138 0 1 0 0
................................................................................................................. GTAATGTCG T CTAGGC TG C C A . vt it e et et e ettt ettt aeeesaeeesaeensaneneenaeeas 21 0 1 72.00 72 72 0 0 0 0
................................................................................................................. GTAATGTCGTCTAGGCTGCC. - - oo v i i it i e e 201 1 8.00 8 8 0 0 0 0
................................................................................................................ AGTAATGTCGTCTAGGCTGC t v v e e e e e e e ettt teeeee e ettt eeseiaaaaaaaaaea 20 0 1 5.00 5 5 0 0 0 0
................................................................................................................ AGT AATGTC G T CTAGG TG .t v v e et et e ettt e e ae s eeaeeesaeeesaseeseseeeenaeeesaaess 19 0 1 3.00 3 3 0 0 0 0
................................................................................................................ AGTAATGTCGTCTAGGCTGCC t v e e e e e e e et teeeeee e e tteeaaaeaeeessnnaaaaaeannaa 2l 0 1 3.00 3 1 2 0 0 0
................................................................................................................. GTAATGTCGTCTAGGCTGCH. - - o ittt i i it i e i e e e e e 20 1 1 2.00 2 2 0 0 0 0
.................................................. e107:X el ofe)-Ne] el o] e] eTo7:Vor-X )N 1 €0 3~ O 1 1.00 1 1 0 0 0 0
................................................................................................................. GTAATGTCGTCTAGGCTGCCATI. « -« ottt ittt ittt it et ettt et et e e eeenenenene. 24 2 1 1.00 1 1 0 0 0 0
.................................................................................................................................... CATCTCACAGAGTCGAAGGACA . + v vttt et e e e eiiiieaeeeannaa 22 0 1 1.00 1 1 0 0 0 0
................................................................................................................. GTAATGTCGTCTAGGCTGCC. - - - oo i i i i i it e e 201 1 1.00 1 1 0 0 0 0
................................................................................................................ AGTAATGTCGTCTAGGCTGCC At i e e e e e ettt teeee e e et tteaeeaaeesssnaaaaaeennaaa 22 0 1 1.00 1 1 0 0 0 0
.............................................................................................................. GCAGTAATGTCGTCTAGG TG e + v v v e ee e e e e eaaeeeeeeessnnaeaaeeeesesanaaaaenanaaa 2l 0 1 1.00 1 1 0 0 0 0
................................................................................................................. GTAATGTCGTCTAGGCTGCH. « o o it ittt ittt ittt ettt et e et e e e e e 20 1 1 1.00 1 1 0 0 0 0
................................................................................................................. GTAATGTCGTCTAGGCTG. o vt vttt e e e e e e e e e e e 191 2 1.00 2 2 0 0 0 0
................................................................................................................. GTAATGTCGTCTAGGC T . . o ot ittt ittt ettt ettt ettt et e e 192 2 0.50 1 1 0 0 0 0
Anti-sense strand reads
v057 v111
TAAAATTTCAAACGGTCTAGGAAACTATGTAGGAGGCCAGGACGTTCTACCGTCAGCTCCGCCGTGTCTACGGTGATAAAAGTTCCTAAGGAAATAGTGACCTTTACTACCGTCATTACAGCAGATCCGACGGTAGAGTGTCTCAGCTTCCTGTGCTTCCTCAACAGGCTCCTGGACCGGTTG
Read # Hit Total head male
e e e ek ke sk ok ok ok ok ok ok ke e sk sk sk ok ok ok ke e sk sk sk sk ke ke (L L (O COCCCCCCCCC OO e c 0O Ceeeeee. - (e 1)) -2)))))))))))))--22)0)))))))-))))))))))) L)) L)) Rkkkkkkdkdkdkkkdkkdkkkkdkkkkkkkkkdkkk** size Mismatch Count Norm Total body

Show Alignment With Reads‘

Re-alignment of all predicted orthologs

Species Coordinate

Alignment

|droPer2 ”S caffold 1:9118001-9118183 + ”dpe_l 79 ”ATTTTAAAGTTTGCCAGATCCTTTGATACATCCTCCGGTCCTGCAAGATGGCAGTCGAGGCGGCACAGATGCCACTATTTTCAAGGA——TTCCTTTATCACTGGAAATGATGGCAGTAATGTCGTCTAGGCTGCCATCTCACAG—AGTCGAAGGACACGAAGGAGTTGTCCGAGGACCTGGCCAAC

EEE l4_group3:7672052-7672234 + |ldps 27 |ATTTTAAAGTTTGCCAGATCCTTTGATACATCCTCCGGTCCTGCAAGATGECACHCCACINCEECACACATEECACTATTTTCAAGGA--TTCCTTTATCACTGGAAATGATGGCAGTAATGTCCTCTAGGCTGCHATCTCACAG-AGTCGAAGGACACGAAGGAGTTGTCCGAGGACCTGGCCAAC |

droWil2|lscf2 1100000004909:3960556- TTClETTTT Ci{elscGrATGYTGGCAGNATCcGTCT[dcCTGC cATC T Clc ANeleiden Al afia clder e acldTe TeclalG AR TGGCCAAC
3960653 +

drovir3|lscaffold 13042:3103990- TrclETTTeTEasccEAA TG TcccaldATCceTCTdcecEcccaTcTCldcacEacEcEancilacaccgaceacEreTeciaicalliTGeccaac
3104087 -

droMoj3|lscaffold 6328:3551631- TTClETT T Ci{eT GGlgnAdcEcccAlfATEceTCTldeccTeC cATT ClcAGEaGilca aciafiacolgacealfdTTcciceachTcceeanc
3551728 -

droGri2|lscaffold 15081:3137850= TTClETTTeT(eescGln AT cccaAlfAldclce TlElsceClcccaTcTCACAGEAGECEAAGGACAIRNEA GGAG TG TClEAlGACHTGGCCAAC
3137947 +

droAna3|lscaffold 13417:921613-921696 e - GEn A T G866 ApfekiallclEc cTRTldcGCileccaTc TeacAlYSci¥Yer accacacerlc Gl TG TCcllaldcACcc TGGCCcaAC

droBipl §Cf7180000396362:271658— TTCCT T iesGGARATGEGGCASNAGCceTNlscGCldcccaTcTCACAGEYINXeA Al\cAcacldereacldTeTecilaldcaccTeGeCAAC
271751 +

droKik1|lscf7180000302724:175364- e & Glgn A T Glol8G G C ANSA T GlEC G TCT{lecclecc c AT TClgcAceileiler AGGACACHEAGGAGHTGTCCAdGalic TGGCClgac
175447 +

droFicl|lscf7180000453882:940306- ErccrriyrgigeccEaaTcETcodniguAlCEccTCTecEClecccATHT CldcAcecEcArcGACACEAGGAGMTGTCCAldGACCTGGCCARC
940403 +

droElel|lscf7180000490214:308742- CCCCLACAINTNNe Clec Tl rieddle~ rldc/iNeT ccTr Tl T/gdec cla AT e cleaifekiaTclsccTe TificclecccaTc TeacacecEer accacacEacoacETeTCCllaBcafic TGGecaAc
308870 -

droRhol|lscf7180000776532:323360- e - e AT Gdc ccaidskiaTclceThiTilcccileccaTc TlgcaceciMea accacaceaccacTeTCAcACcTGGCCcAAC
323443 -

droBialllscf7180000302126:3983799- ErccrTrrEgeccEraTcecccAsATCccTiTeccclecccaTcTClgcaceceileraccacAcerceacTGTCCA e AlfiTGGCcCARC
3983896 +

droTakl|lscf7180000415394:877649- ErccrTrYrgigeccEraTcgcccAuATCEccTiTeccclecccaTCcTCcAcEACldrAcGACACEAGeACETGTCClIAMcAlfiTGGCCARC
877746 +

droEugl|lscf7180000409631:121398- CAINCCCCLACAINTN N e T/elelele Tl ele|clehife T c c T T{ele| Thgieec GhiA A TClalgc G CAlepuAleicleic cThiTlec G el c c AT T Clgc AlNelcleklel A Al\c AcAcleaGeacldT e TcclIaficAcc TG CCARC
121528 +

lam3 lchrx:10987400-10987497 + | ErccrTrYrEgeccEraTcETccASNATCEccTC TG CiNGCc AT T Cldc A ciecleilen AccalgacerceaclTiiTCeorldcAcTGGCcCARC |

ldrosim2|x:10443526-10443623 + | ErccrrdyraigeccEraTclETcoerieuATceccTCTecECNGCi\a T TClgcacEacsllcaacGACACEAGeACTGTCCGAGACHTGGCCARC |

droSec2|lscaffold 15:1698456-1698553 ErccrTrYrggeccEraTcETcolersuATCEccTCTlcGciNcccaTCcTClgcAcEacsllcAAGGACACEAGCACT/TCCGAlGACHTGGCCARC

droYak3|X:i11131410-11131516 - ErccrrdyriigeccEraTcET ol eNATCEccTCTlecGCNGCc AT T ClgcAcEacildraccAcACEaGeACTGTCCGAGACHTGGCCARC

droEre2|scaffold 4690:4138774- BreecrrdridideccEaaTcErcoldrisdiaTclEccTC TGN G CeATH T ClecAGlEAClder AGGANA CEAGGAGTGTCCGAGGACHTGGCCAAC
4138869 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:9118001-9118183
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:9118001-9118183
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_179.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:7672052-7672234
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_27.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:3960556-3960653
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:3103990-3104087
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6328:3551631-3551728
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:3137850-3137947
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13417:921613-921696
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396362:271658-271751
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302724:175364-175447
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453882:940306-940403
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490214:308742-308870
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000776532:323360-323443
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302126:3983799-3983896
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415394:877649-877746
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409631:121398-121528
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:10987400-10987497
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:10443526-10443623
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_15:1698456-1698553
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:11131419-11131516
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:4138774-4138869
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dpe 2501 ||scatfold 18:543220-543337 - | Known Ortholog | Canonical miRNA || CDS

Legend: mature star (5 rie1(d 91N g1l mismatch in read

Predicted structure
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Flybase annnotation
CDS [Dper\GL19824-cds]; CDS [Dper\GL19825-cds]
No Repeatable elements found
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1. dpe_2502 scaffold 18:543031-543049 -
2. dpe 2501 scaffold 18:543303-543321 -
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M042
viil V050 V057 v042 M021
CCGTGGCTATCGGTTCAGTGCTGGCCTTACAATTGGCATGGTCCTCGCTTTCCTCCTCGAGGAGGAAATTCTTCTACTGCGCGAGAGCATAGGGCAGATTCTCAATATTCCCTGGGCTCTGCTGTCCGATGCCCTCACGCAGTACAAGAATTTCCTTATTGAAGGGGGAAGCTAGGACCACGCAAATTGCAATGCCAGCAGTGATCCCATAGCCATAT female
Read # Hit |Total male body |head head embryo embryo
hkhkkhkhkkhkhkkhkhkkhkhkkhkhkhkkhkhkkhkhkkhkhkhkkhkhkkhkhkhkkhkhkkkhkhkkkhkhkkkhkkkhkkkkx ( ( ( ( ( ( ( ( ( . ((((((((((((. (((((((. (((. ((((. ((((((_ .. (((( ........ )))) ..... )))))) . ) ) )) . ) )) .))))))) .)))))))))))) .))) .)))))) kkkkkkkkkhkhkhkhkhkhkhkhkhkhhhkhkhkhkhkhkkkkkkkkkkkkkkkkkkkkkk** | gjze Mismatch Count Norm Total body
..................................................................................................................................... CT CACGC A G T A C A A GA AT T T C s i v it ettt ettt ettt ettt ettt ettt ettt eneeeneeenneenneenneenneeas 21 0 1 205.00 205 201 1 3 0 0 0
R e TeT ok N o eTe L oFX e e oL ] P 21 0 2 71.00 142 137 3 2 0 0 0
..................................................................................................................................... CTCACGCAGTACARGAATTT . « ¢t e e e e e et e e e e e et e e e e e et et e e e ettt et et aeeeeaaanaeeeaaa 20 0 1 33.00 33 32 1 0 0 0 0
.......................................................................................................................................................... CTTATTGAAGGGGGAAGCTA . « v v e vt et ettt e e eeeeeeeeaaeeeeaaaaeeeennaa 20 0 1 21.00 21 210 0 0 0 0
(01 € O 11 O € 1 N © 19 0 2 19.50 39 35 3 1 0 0 0
..................................................................................................................................... CTCACGCAGTACARGAAT T T . & ¢ e e e ettt e e e e e et et e e e et et e e e ettt et e e eeeeneeeeaaa 20 1 1 19.00 19 18 0 1 0 0 0
el leloly- N ol eTel ueF-Ve i el oL L c P 21 0 2 17.00 34 34 0 0 0 0 0
(01 € O 17 N1 O € 1 i N © O 21 0 2 16.50 33 30 2 1 0 0 0
........................ ol o . N 07V i el el oY e e o] o}~ N O 2 10.00 20 14 2 4 0 0 0
........................................................................................................................................................... TTATTGAAGGGGGAAGCTAGG . « ¢ v v e e et eeeaeeeeeeaaeeeenanneeeannaaaa2l 0 1 9.00 9 9 0 0 0 0 0
B €1 O N1 O € 1 N 1 1 20 0 2 8.00 16 14 1 1 0 0 0
............................................................................................................................................................. ATTGAAGGGGGAAGCTAGGAC . « e v ettt e emeeeeeeeneeeeaaanaeeennnnaaa 2l 0 1 6.00 6 6 0 0 0 0 0
ofelifelelokiy- Vi ol el el o7\ e ] o 20 0 2 6.00 12 12 0 0 0 0 0
...................................................................................................................................... TCACGCAGTACARGAATTTC . « ¢ v v e e e et e e e e e e e e e e aeaaeaeeeeaaeeeeeeaaeeeeaeaaeeeennneeanaaaa20 0 1 5.00 5 5 0 0 0 0 0
.............................................................................................................................................................. TTGAAGGGGGAAGCTAGGA . « v v e v e eee et e eeeeeeeeaaeeeeaaneeeeaaa 19 0 1 5.00 5 5 0 0 0 0 0
.................................................................. AT TCTTCTACTGCGCGAG . « « e e e e e e e e e e et e e e e e et e e e e e et e e e e e e et e e e e e et e e e e e et e e e e e e e e e e e e e e e e e e e e e e ettt 190 2 5.00 10 9 1 0 0 0 0
olelidelelely- VU elelehiines- Vel JeToliy PR O 22 1 2 4.50 9 9 0 0 0 0 0
................................................................ (C A L Ot G N @ 5 0 ) 0 2 4.50 9 9 0 0 0 0 0
...................................................................................................................................... TCACGCAGTACARGAATTTCC . ¢ ¢t e e et e e e e e et e e e e e e e e eaaeeeeeaaaeeeeaaaaeeeeanneeanaaaa 2l 0 1 4.00 4 4 0 0 0 0 0
........................................................................................................................................................... TTAT TGAAGGGGGAAGCTA . « v v e v e e e et eeeeaeeeeeeaneeeeaaaneeeennaaaa 19 0 1 4.00 4 4 0 0 0 0 0
B € € O 12N O 1 1 1 02 € 11 G 1 22 0 2 4.00 8 8 0 0 0 0 0
..................................................................................................................................... CTCACGCAGTACARGAAT TTCC T . « « o it ettt e e ettt e e ae et e eaae e eaaaeeeeaanaeeeaannaeannaaa 24 1 1 3.00 3 3 0 0 0 0 0
......................................................................... ol Nokielolelo] el Ner:NeToy N 1Nl el c PP~ R O 1 3.00 3 3 0 0 0 0 0
................................................................................................................................................................. AAGGGGGAAGCTAGGACCA L . v vttt et et ittt iee et eaneenna.. 20 0 1 3.00 3 2 1 0 0 0 0
.................................................................. AATTCTTCTACTGCGCGAGAG . « « v e e e e e ettt e e e e et e e e e e e et e e e e e et e e e e e e e e e e e e et e e e e e e e e e e e et e e e ettt e e e e ettt e 200 1 3.00 3 3 0 0 0 0 0
...... ol el eTedi o Nl Todi e o PR B 2 3.00 6 6 0 0 0 0 0
I el ok -V o e e i oFXe L e ok ] AP 22 1 2 3.00 6 6 0 0 0 0 0
N elehielelok N eleT ek ol N et eT ol o P 22 1 2 2.50 5 5 0 0 0 0 0
......................... Ol N07. VN €] N e e o] o} OO0 I O 2 2.50 5 5 0 0 0 0 0
........................................................................................................................................................... TTAT TGAAGGGGGAAGCTAGGA . ¢ v v e v vttt eeeaeeeeeeaaeeeeaaaneeeennnaa22 0 1 2.00 2 2 0 0 0 0 0
................................................................................................................................................................. AAGGGGGAAGC TAGGACC A . i ittt ettt et ettt ie e ii e e 19 0 1 2.00 2 2 0 0 0 0 0
.......................................................................................................................................................... CTTATTGAAGGGGGAAGCTAG . « ¢ ¢ v e e ettt e eeeee e aaeeeeeaaaeeeenana 2l 0 1 2.00 2 2 0 0 0 0 0
...................................................................................................................................................... TTTCCT TATTGAAGGGGGAAG . « ¢ v e e v ettt e eeeaeeeeeeaaeeeeaaaaeeeeannneaeaaaa2l 0 1 2.00 2 2 0 0 0 0 0
................................................................................................................................................ CAAGAATTTCCTTATTGAAGGGEET . - - i vt ettt et e e et e i eeaaeeeeaaneeeeaanneea.. 25 3 1 2.00 2 2 0 0 0 0 0
....................................................................................................................................... CACGCAGTACAAGAATTTCC . &t e e e e ettt e e e e e ettt e e e et e e ee et eaaeeeeeaaneeeeaanaeaa. 20 0 1 2.00 2 2 0 0 0 0 0
.......................................................................................................................................................... CTTATTGAAGGGGGAAGCT . - - vttt ittt et ettt i eaeeeeaaaaeeeannaa 20 1 1 2.00 2 2 0 0 0 0 0
.............................................................................................................................................................. TTGAAGGGGGAAGCTAGGAC . + i vttt it ittt it ii i eiie e 20 0 1 2.00 2 2 0 0 0 0 0
.......................................................................................................................................................... CTTATTGAAGGGGGAAGCTAGEE . « « v i oottt et e ettt ee e 23 2 1 2.00 2 2 0 0 0 0 0
................................................................................................................................................................. AAGGGGGAAGCTAGGACCACG . « v v et et eeeeeeeeaeaaeeeeaanneeaenaaa 2l 0 1 2.00 2 1 1 0 0 0 0
.......................................................................................................................................................... CTTATTGAAGGGGGAAGCTC . - « v vttt ettt et ettt ettt e eee e 21 2 1 2.00 2 2 0 0 0 0 0
......................................................................... O N G 10 012X € 72N G 1 2 € 2 0 0 1 2.00 2 2 0 0 0 0 0
.......................................................................................................................................................... CTTAT TGAAGGGGGAAGCT - - v v e e e e e e ee e aaeeeeeeaaeeeaaaaaeeeannnaaa 19 0 1 2.00 2 2 0 0 0 0 0
el el ok ot eT e i o)X el eTo P 19 0 2 2.00 4 4 0 0 0 0 0
.......................... N O N L 1 N1 €1 0 G 1 A 0 2 2.00 4 4 0 0 0 0 0
elifelelohiyVi ol el elilier:Nek el ok - P 21 1 2 2.00 4 4 0 0 0 0 0
.............................................................. AGGAAAT TCT TCTACTGCGCTG + « « e e e e e e e et e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e et e e e e e e e et e e e e e e e e e e e e e e e e e et ee e aee e eaeeeeeeeaaeeeeaaaaeeeeaanaeeaenanaaa 2l 0 2 2.00 4 4 0 0 0 0 0
......................... O N O 2 2 Lt € € 0 1 G 1 0 2 2.00 4 4 0 0 0 0 0
elifelelohiyVi o] el el er:Vel el ok e e P 220 2 1.50 3 3 0 0 0 0 0
................................................................ GAAAT TCTTCTACTGCGCGA . « « t e e e et e e e e e e e et e e e e e et e e e e e et e e e e e et e e e e e e e e e e e e e e e e e et e e e e e et e e e e e e e e et 20 0 2 1.50 3 3 0 0 0 0 0
....................................................................................................................................... CACGCAGTACAAGAATTTCCT T e« v v e e et e e e e e e et e e e e e e ettt e e ee e e e eteeeeeaaeaeenaaaaea 22 0 1 1.00 1 1 0 0 0 0 0
................................................................................................................................................ CAAGAATTTCCTTATTGAAGGGEE . - - vt e te ettt e ee ettt eaaeteeeanaeeeeaanneeeaas 24 2 1 1.00 1 1 0 0 0 0 0
.................................................................................................................................................................. AGGGGGAAGCTAGGACCACH. - - - -ttt ittt et e iiiieeeeaaa 20 1 1 1.00 1 1 0 0 0 0 0
................................................................................................................................................................................... ACGCAAATTGCAATGCCAGCAG . « v v v v vnenueea.. 22 0 1 1.00 1 0 0 0 1 0 0
......................................................................... ol NokieloleTo] e Nes.NeToy. N -Xe]c: . Fu OO~ R 1 1 1.00 1 1 0 0 0 0 0
............................................................................. ielofeteley:NeyNe]or: N1y Ve] ]l o) NP PSPPI BN 0 1 1.00 1 0 0 0 1 0 0
....................................................................................................................................... CACGCAGTACAAGAATTTCC T « ¢« v v e e et e e e e e e et et eaeae e eaaeeeeeeaaeeeeaeaaeeeenaaaaa 2l 0 1 1.00 1 1 0 0 0 0 0
........................................................................... ACTGCGCGAGAGCATAGGGC « + e e e e e e e e et e e e e e e e e e e e e et e e e e et e e e e e e e e et e e e e e e e e e e e e e e e e e e e e et et e 200 1 1.00 1 1 0 0 0 0 0
................................................................... AT TCTTCTACTGCGCGAGA : « « e e et e e e e e et e e e e e et e e e e e et e e e e e et e e e e e et e e e e e et e e e e e e e e e e e et e e e e e e et e e e et e ettt 190 1 1.00 1 1 0 0 0 0 0
..................................................................................................................................... CTCACGCAGTACARGAATT « &« v e e e e e et e e e e e et e e e e e e et e et e e ettt ettt et ee e 190 1 1.00 1 0 1 0 0 0 0
............................................................................................................................................................ TATTGAAGGGGGAAGCTAGGA . ¢ ¢ v e vttt e eeeeeeeeaeeeeeeanneeeeeanaa 2l 0 1 1.00 1 1 0 0 0 0 0
............................................................................................................................................................... TGAAGGGGGAAGCTAGGA . & v v e vt eee et eeeaaeeeeeeaaeeeenanaeeaaaa 18 0 1 1.00 1 1 0 0 0 0 0
........................................................................................................................................ ACGCAGTACAAGAATTTCC . « o e e e e e e e e e et e e e e e e e e e e aee e eaaeeeeeeaaeeeeaaaaeeeennaaaa 19 0 1 1.00 1 1 0 0 0 0 0
..................................................................................................................................... CTCACGCAGTACAAGAAT T T A . & o it ittt et e e ettt e e ettt e e ettt ettt et te e 22 1 1 1.00 1 1 0 0 0 0 0
...................................................................................................................................... TCACGCAGTACARGAATTTCCT ¢+t e e et e e e e e et e e e e e e e eeaaaeeeeeaaeeeeaanaeeeeanneeeenaaa22 0 1 1.00 1 1 0 0 0 0 0
.............................................................................................................................................................. TTGAAGGGGGAAGCTAGGACK. & & v v ittt ettt et e ettt eeeeeeeeaaa 201 1 1.00 1 0 0 0 1 0 0
................................................................................................................................................. AAGAATTTCCTTATTGAAGGG . - ittt e et et e e iieeee e 221 1 1.00 1 1 0 0 0 0 0
.............................................................................................................................................................. TTGAAGGGGGAAGCTAGG . « o vt e v veeeee e eaaeeeeeenneeeeannaeeeaaa 18 0 1 1.00 1 1 0 0 0 0 0
............................................................................................................................................................ TATTGAAGGGGGAAGCTAGG . « ¢ v v e et ettt e eaeee e eeaeeeeeaaaeeeannnaa 20 0 1 1.00 1 1 0 0 0 0 0
................................................................................................................................................... GAATTTCCTTAT TGAAGGGGGA . ¢ v v e v ettt e e e ee e eeaaeeeeeeaaeeeeaaaneeeennaaa22 0 1 1.00 1 1 0 0 0 0 0
.................................................................................................................................................................. AGGGGGAAGCTAGGACCACG . « e v e ettt eeeeeeeeeaeeeeeannaeeeaaa 20 0 1 1.00 1 1 0 0 0 0 0
..................................................................................................................................... CTCACGCAGTACARGAAT T T . -« o e ittt e et e e et e e e e e et e e ea et e aaaeeeeeaaaeeeeaaaaeeenanaa 22 2 1 1.00 1 1 0 0 0 0 0
.................................................................. AT TCTTCTACTGCGCGAGR « « + e et e e e e e et e e e e e e et e e e e e et e e e e e et e e e e e e e e e e e e e e e e e e e et e e e e e e e e e e e e e e e e e e e e et e . 200 1 1.00 1 1 0 0 0 0 0
................................................................................................................................................ CAAGAATTTCCTTATTGAAGE . ¢ ¢« e e oottt eee et eeeee e eeaaneeeeeanneee. 2 1 1 1.00 1 1 0 0 0 0 0
.................................................................. AATTCTTCTACTGCGCGAGAGI. « & ¢ e v vttt e et e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e e e e e et e e e e e e e e e e ettt 221 1 1.00 1 0 0 1 0 0 0
...................................................................................................................................... TCACGCAGTACARGAATTT . « ¢ ¢ e e e e e et e e e e e et e e e e e et eeeaaaeeeeeaaaeeeaaaaaeeeaanneaeanaaaa 19 0 1 1.00 1 1 0 0 0 0 0
...................................................................................................................................... TCACGCAGTACAAGAAT T TC . . o ittt ettt ittt e ettt e ee et e ae e e eeeeaaeeaeaneeaeaaa 2l 1 1 1.00 1 1 0 0 0 0 0
........................................................................................................................................................................... CTAGGACCACGCARATTGC . vttt eeeeeeeeenneeeennnaea 19 0 1 1.00 1 1 0 0 0 0 0
.................................................................................................................................. GCCCTCACGCAGTACARGAR . « ¢ ¢ e e e e e et e e e e e et et e e e ettt e eaaeeeeeaaaeeeeaaaaeeeeaanaeeaennnaaaa 20 0 1 1.00 1 0 1 0 0 0 0
..................................................................................................................................... CTCACGCAGTACARGAATTTCCT ¢ ¢ v e e et e e e e e e et e e e e e et e e e e e et ettt et eeeeeaaeeeeaa 23 0 1 1.00 1 1 0 0 0 0 0
..................................................................................................................................... CTCACGCAGTACARGAATTTCC . ¢ ¢ v e et e et e e et e e e e e e et eaaee e eaaeeeeannaeeeeannaeeeaaaa 22 0 1 1.00 1 1 0 0 0 0 0
............................................................................................................................................................... TGAAGGGGGAAGCTAGGAC . « ¢t v v e e ettt eaeeeeeeaaeeeeaanaeeeaaa 19 0 1 1.00 1 1 0 0 0 0 0
................................................................................................................................................................. AAGGGGGAAGCTAGGACCAM. . ... ittt ittt e iiiieeeeaaa 20 1 1 1.00 1 1 0 0 0 0 0
............................................................................................................................................................ TATTGAAGGGGGAAGCTAG . « « t v v e ettt e eee et eaeeeeeanneeeeaanaa 19 0 1 1.00 1 1 0 0 0 0 0
................................................................................................................................................................................. CCACGCAAATTGCAATGCCHE. . v v v vveeee e 20 1 1 1.00 1 1 0 0 0 0 0
............................................................................................................................................................. ATTGAAGGGGGAAGCTAGG . « « v e v ettt et eeee e et eeaeteeeeaaeeeaanna 19 0 1 1.00 1 1 0 0 0 0 0
............................................................................................................................................................ TATTGAAGGGGGAAGCTAGGIE. . .« o oottt e ittt ettt ieeeaeaeeannaea. 22 2 1 1.00 1 1 0 0 0 0 0
........................ o100 N 0y V.V el el oy N e e L o] o} A~ SN O 2 1.00 2 0 2 0 0 0 0
...................................................... (ofolifofel-Nele)-Nele). V.V Ni i ol i ol X o e o] AU~ AN 0 2 1.00 2 2 0 0 0 0 0
R e Teloky- U ofeTel ied-Net i eTo ' NP 21 1 2 1.00 2 2 0 0 0 0 0
B € € O 12 1 O 1 12 € 1 19 0 2 1.00 2 2 0 0 0 0 0
................................................................ GARAATTCTTCTACTGCGCGAG « « ¢« v e e e e e e e e e e et e e e e e e et e e e e e et e e e e e e e e e e e et e e e e e e e e e e e et e e e e e et e e e e et e e e e ettt ettt et e et 2 0 2 1.00 2 2 0 0 0 0 0
......... el el el oF-Nel okl eTeTo] ol 1. NPu OO0 BN O 2 1.00 2 0 2 0 0 0 0
(01 € O 1Nt O € 1 N © 1 . 1 23 2 2 1.00 2 2 0 0 0 0 0
............................................ TCGC T TTCCTCCTCGAGGAG - « ¢ ¢ v v e et e e e e e e e et e e e e e e et e e e e e et e e e e e et e e e e e e e e e e e e e e e e e e e et e e e e e et e e e e e e e e e e e e et e e e e e e e e e e e ee e e e eeeaaeeeeeaaaeeeeeaaaeeeeaaaaeeennnaa 20 0 2 1.00 2 0 1 1 0 0 0
........................................ el ol ol el eTol i ook o oL o] €. NP P20 BN O 2 1.00 2 2 0 0 0 0 0
............................................................... 1 U O O 1N @ A 0 2 1.00 2 2 0 0 0 0 0
....................... GCCT TACAAT TGGCATGGTCC ¢ ¢ ¢ v v e e e e e e e e et e e e e e e et e e e e e e et e e e e e e e e e e e et e e e e e et e e e e e e e e e e e et e e e e e et e e e et et e e e et e e e e e e e e e e et et e e ettt e e ettt ettt et e 200 2 1.00 2 0 2 0 0 0 0
ofelifelelohiy:Vi ol el el ey-Ne L . RO 20 1 3 1.00 3 3 0 0 0 0 0
ofelifelelehy- Vol el eliiner-Nel el ol - - PR 23 2 2 0.50 1 1 0 0 0 0 0
................................................................... AT TCTTCTACTGCGCGAGE. « « o et e et e e et e e e e e e et e e e e e e e e e e ettt e e e e e et e e e ettt e e et e e e e e et e e e e e e e e ettt e 19 2 0.50 1 1 0 0 0 0 0
........................................... ool elokii ool ol ok o] e 7N el ). NP N PR~ BN 0 2 0.50 1 0 1 0 0 0 0
............. o) Neli el ok el el of kit o VN o B P~ 0 S 2 0.50 1 1 0 0 0 0 0
ek elelok. N el eTel i of.Ne ke ok el e]o P 23 0 2 0.50 1 1 0 0 0 0 0
............................................................. GAGGARATTCTTCTACTGCGC ¢ ¢ ¢ v v e e et e e e e et e e e e e et e e e e et e e e e e e et e e e e e et e e e e e et e e e e e e et e e e e e e e e e e e ettt e e e e e et e e e ettt 200 2 0.50 1 0 0 0 1 0 0
olelidelelely- Vi olelehidiner- Ve Jc! O 20 1 2 0.50 1 1 0 0 0 0 0
........................................... CTCGCTTTCCTCCTCGAGGAG « « ¢+ v e e e e e e e e e et e e e e e et e e e e et e e e e e et e e e e e et e e e e et e e e e ettt e e e e ettt e e e ettt e e e ettt e e e ettt e et ettt ettt e ettt et e e 200 2 0.50 1 1 0 0 0 0 0
............................ 1No7. V. el el ol N el el L o] ol oo’ i L O~/ O 2 0.50 1 0 1 0 0 0 0
.................................................................. VN o o X e eT o] €] - . PO OO R 2 0.50 1 1 0 0 0 0 0
....... 0 eletel o) NeleTeki e e o] okl P2 BN 2 0.50 1 1 0 0 0 0 0
............. p ol Ne ki eTok el el ol okinhiya 0 NN PP N O 2 0.50 1 0 1 0 0 0 0
................ el eloki el lol ok iy o) VN1l e e o) NP PR~ 3~ N 0 2 0.50 1 0 1 0 0 0 0
N olehideleloky- N el elel i oF-Ne ki eT ok . 1 NP 23 2 2 0.50 1 1 0 0 0 0 0
....................................................................................................... A AT AT T CC C T GGGl T CT G C s & v vt et e et e e e e e ettt et e e et et e et et e ettt e et ae et ae et ae e taeeeseeeaeeeaeeeeeeeeeeeeeeeeneenneeaneeaas 19 0 2 0.50 1 0 1 0 0 0 0
............. TTCAGTGCTGGCCTTACART TG ¢ ¢ ¢ 4 e e e e e e e e e et e e e e e e e e e e e e e et e e e e e et e e e e e e e e e e e et e e e e e e et e e e e e et e e e e e et e e e e e e e e e e et e e e e e e e e e e e e e e e e e et e e e e e e e e e ettt 220 2 0.50 1 1 0 0 0 0 0
................................. el elof N eTeli ol ol ot eTo i i of o240 B O 2 0.50 1 0 1 0 0 0 0
B O € € O 1 1 10 -V NN, 19 2 2 0.50 1 1 0 0 0 0 0
....................... GCCTTACAATTGGCATGGTC « « ¢t v e e et e e e e et e e e e e e et e e e e e et e e e e et et e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et 2200 2 0.50 1 0 1 0 0 0 0
N e el e ol N o e e i oF X L e oL P 20 0 2 0.50 1 1 0 0 0 0 0
................. O € 0 01 i N 3 2 1 e 0 2 0.50 1 0 1 0 0 0 0
R e el ok N o el ek oF X et e oL o O 20 1 2 0.50 1 1 0 0 0 0 0
.................................................................. AT TCTTCTACTGCGCGAGE. « « o ettt e e e et e e e e e et e e e e e et e e e e e et e e e e e e et e e e e e et e e e e e et e e e e e et e e e e e et e e e e et e et ettt 20 1 2 0.50 1 1 0 0 0 0 0
........................ ool - Xo7: V- i ] el N e e o] 240 B O 2 0.50 1 1 0 0 0 0 0
..... elol N el eT el i oFN et eTo ] PP I BN 2 0.50 1 1 0 0 0 0 0
.................................... o7 el el olok o] el okt ol ol o] o} - PR AR~ 3~ A 2 0.50 1 0 1 0 0 0 0
.......................................................................................................................... TGTCCGATGCCCTCACGCAG T e « v v v ettt e e e e e et e et e e ettt e e ettt et e e ettt et et ettt e iiee e 22 1 2 0.50 1 0 0 0 1 0 0
......................... O N 0 2 2N 1 € € 0 €1 G 10 C 0 2 0.50 1 0 1 0 0 0 0
R el el ok N ol eT el oF X et e oL . O 20 1 2 0.50 1 1 0 0 0 0 0
..................................................................................................................................... CTCACGCAGTACARGAAT T T I . .+« o i ittt et ettt et et et et e e ettt et ettt ettt iiee e 232 2 0.50 1 1 0 0 0 0 0
B €T ol N o e e i oF X e e oL P 20 0 2 0.50 1 1 0 0 0 0 0
................................. elelof N eTeli ool ol eTok i i ol o} o~ O 2 0.50 1 0 1 0 0 0 0
................................ i eleler: N eTel ol ofinl e eTol i1 PO~ BN O 2 0.50 1 0 1 0 0 0 0
B € € 0 1 1 132 € 18 0 2 0.50 1 1 0 0 0 0 0
........................ ol ol N0y V.V el el oF N e e o] ol P~ A | 3 0.33 1 1 0 0 0 0 0
........................................................................................................................... GTCCGATGCCCTCACG A . & v e e e e e e e et e e e e e et e e e e e et e e e e e ettt e ettt ettt ettt eeieeeeaea 18 0 7 0.14 1 0 0 0 0 0 1
.................................................................. N o i oY e eT o] e ol 1 PO~ NG 7 0.14 1 1 0 0 0 0 0
Anti-sense strand reads
M042
V111l M021 (v042
GGCACCGATAGCCAAGTCACGACCGGAATGTTAACCGTACCAGGAGCGAAAGGAGGAGCTCCTCCTTTAAGAAGATGACGCGCTCTCGTATCCCGTCTAAGAGTTATAAGGGACCCGAGACGACAGGCTACGGGAGTGCGTCATGTTCTTAAAGGAATAACTTCCCCCTTCGATCCTGGTGCGTTTAACGTTACGGTCGTCACTAGGGTATCGGTATA female
Read # Hit Total male embryo embryo body
Kkhkkkkkkkkkhkhkkkhkkhhkhhkkkkkkhkkrkkkkrkrkrkrkkrxxx (((((CCCCC CCCCCCCCCCCC COCCCCC- COC 000w (e, )))) .. 1)) D) IO NIINDDDD)))) L)) ) L)) )))) kR kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k*** 5ize Mismatch Count Norm Total body
...................................................... 1€y el ook o] ol 14110V €N N PO B 2 0.50 1 1 0
........................................................................................................................... o7 Neleloky-Ne] eTee).NelileTo] e L PP I 0 7 0.14 1 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droPer? |lscaffold 18:543170- dpe 2501 [[CCGTGGCTATCGGTTCAGTGCTGGCCTTACAATTGGCATGGTCCTCGCTTTCCTCCTCGAGGAGGARATTCTTCTACTECECEACAGCATAGGGCAGATTCTCAATATTCCCTGGGCTCTGCTGTCCGATGCCCTCACGCAGTACAAGAATTTCCTTATTGAAGGGGGAAGCTAGGACCACGCAAATTGCAATGCCAGCAGTGATCCCATAGCCATAT
543387 -
dp5 XL _grouple:1655468- dps-mir- [[CCGTGGCTATCGGTTCAGTGCTGGCCTTACAATTGGCATGGTCCTCGCTTTCCTCCTCIAGGAGGARATTCTTCTACTECCCEACEGCATAGGGCAGATTCTCAATATTCCCTGGGCTCTGCTGTCCGATGCCCTCACGCAGTACAAGAATTTCC T T/EGAECRGCAAGCTAGGACCACHCIEAATTGCAATGCCAGCAGTGATCCCATAGCCATAY
1655685 + 2545a-2
droEre?2 |[scaffold 4929:7008759- SclEhlelea cINde T ci¥ecleiNelsilelele ~ il G ACiG/E~ ShXele
7008799 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_18:543170-543387
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2502.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_18:543031-543049
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2501.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_18:543303-543321
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_18:543170-543387
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2501.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:1655468-1655685
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps-mir-2545a-2.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:7008759-7008799

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]
dpe 81 |scaffold 22:1360269-1360332 - | confident | Canonical miRNA | antisense_to_intron

Legend: mature Star (ST WPV ANV, mismaieh in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Size Condition 1360350 1360300 1360250
Genomic Position
Hairpin partition - Sense - Antisense Mature -#- Star
Hairpin partition Mature # Star
Show Alternate Folds
Flybase annnotation
Antisense to intron [Dper\GL15936-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
V057 V050 M021 V111 v042
CGATTAAGAAATATTTAAATGCAACTGCAGAGAGAGGGAGCGAGTGAAAGAGAGACAGAACGGGACAGGGAACGTCTGAATTTATAATCGTTACTCGCTCGCTCTGTCTCGCTCTCGCTCGCTTCTCGCCGCCAGAGAGCGAGTGAAATTCTTCGTGGTTCTAA female
Read # Hit |Total head head embryo body male embryo
LR e e e I N N A O T O N 1))) D)) 0NN ININ)D) L)) )))))))))))) L L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*** size Mismatch Count Norm Total body
........................................................................................... TACTCGCTCGCTCTGTCTCGCT « v e v v v et et et e e et e e ettt e e e te e eeen e 22 0 1 75.00 75 38 20 10 5 2 0
.................................................. el NesNoyNe.V-Nofelele No) N ete).V.No c N U2 SN O 1 73.00 73 37 12 13 4 7 0
.................................................. AGAGACAGAACGGGACAGGGAAC . &+« vttt et et ettt ettt et e et et e e et ettt e et et e e ettt 230 1 40.00 40 25 5 3 2 5 0
.......................................................................................... TTACTCGCTCGCTCTGTCTCGC e & v v v v e veeeteeeeeeeeee e e e aenenenenanaeaeaenenens 22 0 1 39.00 39 16 11 3 7 1 1
........................................................................................... TACTCGCTCGCTCTGTCTCGC . ¢ v v v vt e e et et et e e e e e et teeeeaenenenenenaeaea. 2l 0 1 39.00 39 23 13 0 3 0 0
.......................................................................................... TTACTCGCTCGCTCTGTCTCG M ¢ e v v e e e e eeeeeaeaemeeeeeteeaeneneneeeeaeaeaenenea. 2l 0 1 39.00 39 15 11 4 4 4 1
.......................................................................................... TTACTCGCTCGCTCTGTCTCGCT . « v vt et et et et et e et e e e teeeeeeneneeeeeaeaenenen. 23 0 1 33.00 33 10 11 9 2 0 1
........................................................................................... TACTCGCTCGCTCTGTCTCG e & e e e e et e eeteeeeeeneeeeeeeeataeaeneneneneeaeaeaeaes 20 0 1 15.00 15 8 2 0 4 1 0
.................................................. AGAGACAGAACGGGACAGG « « ¢« et ettt et et et ettt et e e et e e ettt ettt e e e e e e e e ettt 190 1 6.00 6 0 0 0 0 6 0
.................................................. AGAGACAGAACGGGACAGGGAR . « &ttt e et et et et et m ettt e e te e e e et et et e e e e et a e ettt ettt 22 0 1 5.00 5 3 1 0 0 1 0
........................................................................................... TACTCGCTCGCTCTGTCTCGCE . - v vttt ettt e e e ettt e e e e e eeee 221 1 3.00 3 0 0 3 0 0 0
.......................................................................................... TTACTCGCTCGCTCTGTCTC e & e et e e eeeeee e em e eeeeeetacaeneneneeneaeaeaenenaas 20 0 1 3.00 3 1 1 0 1 0 0
.................................................. AGAGACAGAACGGGACAGGGA « « « « t v v e vt et et et e e et e e e et et e e ettt et e e e e e ettt 210 1 3.00 3 2 0 0 0 0 1
.................................................. AGAGACAGAACGGGACAGGGAACGT .« « « v v e et et ettt e e e eeta e e ea e e e e e te e e ea e eneaeeeeetaeaeaeneneeeeeeaeacaenenenneneaa25 0 1 2.00 2 1 0 0 0 1 0
............................................................................................ ACTCGCTCGCTCTGTCTCGCT « - e v e e e e et e teeeeaemeeeeeeeeaeaeaenenenenneaeaeaeaaa 2l 0 1 2.00 2 1 0 0 1 0 0
.................................................. AGAGACAGAACGGGACAGGG - « « ¢« e v vt vt e te e et e e e et e e et et e e et ettt e e e e ettt 200 1 1.00 1 0 0 0 0 1 0
.................................................. AGAGACAGAACGGGACAGGGAACGI. - - - o ittt i i ittt e et ettt 251 1 1.00 1 1 0 0 0 0 0
........................................................................................... TACTCGCTCGCTCTGTCTCGCE . - v vttt ettt e e ittt e e e e e 221 1 1.00 1 0 0 1 0 0 0
.......................................................................................... TTACTCGCTCGCTCTGTCTCG. oottt i e e e e i i e e 22 1 1 1.00 1 0 1 0 0 0 0
.................................................. AGAGACAGAACGGGACAGE. - -« - oottt i i i i ettt ettt 20 1 1 1.00 1 0 0 0 1 0 0
.................................................. el Nes NoyNeT.V-Nofelele) No) Neete).V.No e . - NP S 1 1.00 1 1 0 0 0 0 0
.......................................................................................... TTACTCGCTCGCTCTGTCTCGCH . « v vt ettt et ettt ettt e e e i e e e 231 1 1.00 1 0 0 1 0 0 0
.................................................. AGAGACAGAACGGGACAGGGAR . - - ¢ ot ittt ittt ittt ittt et e e 231 1 1.00 1 0 1 0 0 0 0
.................................................. AGAGACAGAACGGGACAGGGAR . . o ottt ittt e e e e e e 231 1 1.00 1 0 0 0 0 1 0
.................................................. AGAGACAGAACGGGACAGGH . « .ttt ittt ittt et e e e e e e e e e 2001 2 0.50 1 0 0 0 0 1 0
Anti-sense strand reads
M042
V057 V111
GCTAATTCTTTATAAATTTACGTTGACGTCTCTCTCCCTCGCTCACTTTCTCTCTGTCTTGCCCTGTCCCTTGCAGACTTAAATATTAGCAATGAGCGAGCGAGACAGAGCGAGAGCGAGCGAAGAGCGGCGGTCTCTCGCTCACTTTAAGAAGCACCAAGATT female
Read # Hit Total body head male
A e e e e e 1)) D)) INIINDDD) L)) )))))))))))) L L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k** gjze Mismatch Count Norm Total body
.................................................... TCTGTCTTGCCCTGTCCCTT ¢ & v v et et et et e e e e e e e e e e e et et et e e e et et e et e et et e ettt ettt et ettt et 20 0 1 2.00 2 1 1 0
....................................................................................... AGCAATGAGCGAGCGAGACAGA . « ot ottt et et e te e aee et teeaeneneneneeaeaenenenea. 22 0 1 1.00 1 1 0 0
............................................................................................ TGAGCGAGCGAGACAGAGC . « vt vt et et et e ee ettt te e ee e 190 1 1.00 1 1 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droPer2|lscaffold 22:1360219-1360382(ldpe 81||CGATTAA--—--—-——-—-——- GAAAT-————————————m————m e TT—————————————— TAAATGCAACTGCAGAGAGAG--GGAGCGAGTGAARGA—=GAG=———ACAGAACGG G~ == === — = === = = o = o o o~ -ACA----GGGAACGTCTGAA--—----— TTTATAAT-——-————————————- e TACTCGCTCGCTCTGTCT--————-——-————~- CGCTCTCGCT-C—--—-— GCTTCTCGC-CGCCAGAGAGCGAGTGAAATTCTTCGTGGTTCT———————————=-— AR
dp5 Unknown group 18:24566- : AATAAGTCTG AGCESGTGACGT
24677 +
droWil2|lscf2 1100000004909:8429400- : GAGLIGEAETAAAGGGTTGG CTCCATAGGTCCGAATCATATCTGGACAGAGGGGGCCGGTCATTCCCTTTCT
8429588 -
drovir3|lscaffold 13049:17807755- ACAIV AACCAGTATGE S EGCAAGGAAAATTAATAAAAGTCATAATAATAC
17807878 +
droMoj3|scaffold 6496:13873065- TTCGATTAACG TCAACTTTTAGAGAATCATTACTTCCCATTCCTTCCAGCTGTGCTTAAATTATTATCTGAGTGAGAGAG
13873247 -
droGri2|lscaffold 15245:3078780- cila rcaci¥eccaciicacTcalgac GAEAEAGAGAGL = AGTL - GGGAAGCAGTACAAAGCTTACTCACTC
3078973 -
droAna3|scaffold 13770:771965- alcac aciNenl S \c G C
772056 -
droBipl|lscf7180000396575:510604- Gatlan
510642 +
droKikl|lscf7180000302696:1130458— cifeaNe~i nleceencEnEccINecE cTa GGCAGGAECEGCACTG
1130578 +
droFicl|scf7180000449461:27575- AINGAG]N BGacilcaigy
27637 -
droElel|lscf7180000491199:1573876- colgTTARSEE - - - FRETN- - - - R A T : AGAGCACGLIG-
1573953 +
droRhol|lscf7180000779337:423255- alNcA T GAEAEAGAGAG
423312 -
droBial|scf7180000299393:9038-9109 AINGAG] Acach GataEAGAGAG
droTakl|lscf7180000415722:325527~ a2 Cly GEaceGaal
325594 -
droEugl|scf7180000409509:714111- alNcAcH
714175 -
|dm3 lchru:8366958-8367052 + | |2 Ean Mcacy GAEAAAGAGAA
ldrosim2||x:15172046-15172097 - [ Aldccaca
ldrosec2|scaffold 16:711883-711984 +| |cciRer GAEACAGAGAT AGCGAAGAACTCAA
ldrovak3|x:18720330-18720421 + | |rciicciic
droEre2|scaffold 4784:11049209- AINGAG]]
11049292 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_22:1360219-1360382
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_22:1360219-1360382
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_81.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_group_18:24566-24677
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:8429400-8429588
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:17807755-17807878
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:13873065-13873247
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:3078780-3078973
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13770:771965-772056
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396575:510604-510642
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302696:1130458-1130578
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000449461:27575-27637
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491199:1573876-1573953
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779337:423255-423312
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000299393:9038-9109
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415722:325527-325594
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409509:714111-714175
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:8366958-8367052
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:15172046-15172097
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_16:711883-711984
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:18720330-18720421
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:11049209-11049292

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dpe 88 [scaffold 7821:1079-1136 + |confident || Testes-restricted | intergenic
Legend: mature star [\Ic)zi(d 81N g9l mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity
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Show Alternate Folds
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
V1ilil v042
GTAACCGTGTTGAGGAAAGTGTTTCCCCCACCAAATGCACATTCGTGCTATATGGCAAACAGTTGATTTATGTTATTTTCTAATTCATAAGTCTCTTGTCTGCCATACAGCAAAATGTGTGCTCTATCCTGATGCATCCTATGCTGGCTTAGATCAGA female
Read # Hit |Total male body
***********************************.(((((('._((((_(((((((.((((..((((((((..(((._..))).))))))))_.)))).)))))))_))))'...))))))************************************sizeMismatchCOuntNorm Totalbody
.................................................. AT GG AR ACAG T TGA T T AT G e+ v v v e e e e e e e e e e e e e e e e e e e et e e e e e e ettt et ettt et e et e ettt e e ettt i eee e e 22 0 1 154.00154 121 13 10
.................................................. AT GG AR ACAG T TG AT T AT G T -« v v e e et e e e e e e e e e me e e aaee e aeee e aneeeeneeesnseeeeneeeeeeeeaneeeeneeeeneeeeneeenneaaaa23 0 1 53.00 53 50 2 0
....................................................................................... TAAGTCTCTTGTCTGCCATA t « e e vttt e e et e e e tee et tee e et et e e eiiaeeaa.. 20 0 1 20.00 20 19 1 0
....................................................................................... TAAGTCTCT TGTCTGCCATACA . + v v e e e e e e e e e ttaeeee e sssaaaaaaeeeseannaannea 22 0 1 12.00 12 9 3 0
.................................................. AT GG AR ACAG T TGAT T AT + & e v e v e e e et e e e et e e et e e ettt e e et et ettt ettt et ettt ettt e e et e et e et e e e 210 4 11.50 46 42 0 4
....................................................................................... TAAGTCTCTTGTCTGCCATAC . & v v v v et e e tee e etee e eaeeeeeeeeeeneeenneeenneenaa 2 0 1 9.00 9 6 3 0
.................................................. TATGGCARACAG T TGA T T AT G T e« v ittt e e e e ettt e e e e e e ettt et e e e e ettt et e e et ettt e e e ettt e e e ettt e e e e e 241 1 7.00 7 7 0 0
....................................................................................... TAAGTCTCT TG T CTGCCAT « + vt e e vt e e e e tee e seee e eeeeeenaeeesaeesaneeenneenaa. 19 0 1 3.00 3 3 0 0
....................................................................................... TAAGTCTCTTGTCTGCC AT . & v v vttt e ettt ettt ettt e et ettt te e 20 1 1 3.00 3 3 0 0
....................................................................................... TAAGTCTCTTGTCTGC AT . « o v ittt et ettt ettt ettt e e et 20 1 1 3.00 3 3 0 0
....................................................................................... TAAGTCTCTTGTCTGCCATACE T . « + v it ettt e ettt ettt ettt e et e e e e 23 2 1 2.00 2 2 0 0
....................................................................................... TAAGTCTCTTGTCTGC AT . - & o ittt et e e ettt e ee e ettt teeeeeeesieaaaannaa 2 2 1 2.00 2 2 0 0
....................................................................................... TAAGTCTCTTGTCTGCCATACE . « v v ittt ittt e ittt ettt ettt e et taaeeannaeenna. 22 1 1 2.00 2 2 0 0
.................................................. AT GGCAAACAG T TGAT T AT G T T . « . i ittt ettt e ettt et ettt e et et ettt ettt ettt ettt st et eiaeeeineennea 25 1 1 1.00 1 1 0 0
........................................................................................ AAGTCTCT TG TCTGCCATACA . « t e e e e e e et teeeee e e e s taaeeaaeseesaaaaaaaenaaaaa 2l 0 1 1.00 1 0 1 0
.................................................. AT GG AR ACAG T TG AT T T AT G T T e v v e e e e e e e e e e e e ae e e e ae e s aeeesaeeeeaneeesnseeesneeeeaeeeenaeeeeneeesneeeeneeenneeaaa24 0 1 1.00 1 1 0 0
.................................................. TATGGCARAACAG T TGAT T AT G T . « & o vt ittt e et e ettt e ettt e e et et ettt e e et e et e e e e et e e ettt e et e e i ie e iiiee s 25 2 1 1.00 1 1 0 0
........................................................................................ AAGTCTCT TG TCTGC AT . & it ettt ettt ettt ettt e e ettt 19 1 1 1.00 1 0 1 0
....................................................................................... TAAGTCTCTTGTCTGCCAT AR . . o ittt it ittt ettt ettt e st e taae i 2 1 1 1.00 1 1 0 0
.................................................. AT GG AR ACAG T TG AT T T AT . o vttt e e et e e et e ettt e e et e e e et e e ettt e e et e e et e e e e e e e e e e e e e e o220 4 1.00 4 2 2 0
....................................................................................... TAAGTCTCTTGTCTGC AT . - & & ot e ettt ettt e ettt e e e teeeanee 2 2 2 0.50 1 1 0 0
.................................................. AT GG AR ACAG T TGAT T T + v v e e ettt e e et e e e e e e e et e e ettt e e et et ettt e et ettt et ettt e et ettt et iie e 19 0 4 0.50 2 2 0 0
.................................................. AT GG AR A CAG T TGAT TTA t + t e e e v e e e e e e e e e e e e e e ettt e e et e e ettt e e et e et e e e ettt e e ettt ittt i e e s 200 4 0.25 1 1 0 0
................................................ AT AT GGC AR ACAG T T GAT T« v v v v et e e e e e e e e et ae e e e e e e e e aaeee e e et teaeeeeeeeeeeeeeeeeeeeeeeaaeeeeeeeeanaaeaeeanaaa 20 0 4 0.25 1 1 0 0
....................................................................................... TAAGTCTCTTGTCTGCC B . « . o v v v ettt ittt ettt ettt e et e ttee e iaeeeeannene.. 20 3 13 0.08 1 1 0 0
....................................................................................... TAAGTCTCTTGTCTGCCATE R . « & v o it ettt e ettt et e e e ettt e e et 22 3 20 0.05 1 1 0 0
Anti-sense strand reads
V111l v057 v042
CATTGGCACAACTCCTTTCACAAAGGGGGTGGTTTACGTGTAAGCACGATATACCGTTTGTCAACTAAATACAATAAAAGATTAAGTATTCAGAGAACAGACGGTATGTCGTTTTACACACGAGATAGGACTACGTAGGATACGACCGAATCTAGTCT
Read # Hit Total male head embryo
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Re-alignment of all predicted orthologs

Species | Coordinate ID Alignment

drobPerZiscaffold 7821:1029- |dpe 88 |[GTAACCGTGTTGAGGAAAGTGTTTCCCCCACCAAATGCACATTCGTGCTATATGGCAAACAGTTGATTTATGTTATTTTCTAATTCATAAGTCTCTTGTCTGCCATACAGCAAAATGTGTGCTCTATCCTGATGCATCCTATGCTGGCTTAGATCAGA
1186 +

dp5 4 groupd4:3553239- dps 14 GTAACCGTGTTGAGGAAAGTGTTTCCCCCACCAAATGCACATTCGTGCTATTGGCAAACATTGATTTATGTTATTTTCTAATTCATAAETCTCETETCTGCCATACAGCAAAATGTGTGCTCTATCCTGATGCATCCTATGCTGGCTTAGATCAGA
3553396 +
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ACAAAAGATAAAACTAATCTCGGATCGGATGTTCCTTAAACCTTAACTGCCGTCTTGCAGCGCCTGTGGACGATAGGTCCAAAATTTCAGTCTACAGACGCTGCGATTCCGGGCAGT TGAGTGGATGGGATCCACCTTTAAATCACACTTAAAGCTATGTGCAC female
Read # Hit ||Total body | embryo male head embryo head
hhkhkkkrkhkhkkhhkkrkkkkhkhkkkkkkkhkkrrhdk A R T N )N NI ... IIININ)) e khkhkkkkhkhkkhkkkkhkkkkkkkkkkkkkkk*k*k**** |gize Mismatch Count Norm Total body
........................................................................................... CTACAGACGCTGCGATTCCGGG « « + v e e e v e te et e ettt ee et te e eietaenenaeneneeae 22 0 1 63.00 63 43 0 14 4 0 2
........................................................................................... CTACAGACGCTGCGATTCCGGGC .+« e e e e e ee et e e e e e eetaeneeaeaeneenenenaeaa23 0 1 62.00 62 30 12 13 4 2 1
........................................................................................... CTACAGACGCTGCGATTCCGG M « v v v ettt e te et e ettt ee e eteeneeeaenennenenaea 2l 0 1 52.00 52 38 0 7 6 1 0
........................................................................................... CTACAGACGCTGCGATTCCG e & e v e e ettt e ta et e e e e eneneeaeneeacaeneenenenaeaa 20 0 1 37.00 37 5 1 20 9 0 2
.................................................. ofeli el eToF.NetofeTolodi e il e]eT.No AP R O 1 25.00 25 5 1 8 7 0 4
......... AR AACTAATCTCGGATCGGAT « « « ¢ e e e e et et e e et e e et et e e et e e e e e e e e e a e et e e et e e e e et e e a e et e e e e ea e e eeee e e e e e e e e e te e e ettt 20 1 19.00 19 0 19 0 0 0 0
.................................................. CGTCTTGCAGCGCCTGTGGR « « ¢« e v e e e e et et e e et e e e e et e e et et e et e e e e e et e et e e ettt e et ettt ettt e ieeneneea 20 0 1 14.00 14 4 0 4 5 0 1
........... A CTAATCTCGGATCGGAT « & ¢« e e e e e e et e et e et e e e e e et e e et et e e et e e et et e e e e et e e et et e e et e e et et et ettt 190 1 10.00 10 0 10 0 0 0 0
.......... AAACTAATCTCGGATCGGAT . ¢« e v et et ettt et et et ettt ettt et e et e et e ettt e et e et e e e e e e et e e e et e e e e e e e e e e e e e e e e e et 200 1 10.00 10 0 9 0 0 0 1
.............................................................................................. CAGACGCTGCGATTCCGGGC « & ¢ v v e e et e e eae e eaeneeaenenacaeneeneaenneaanaes20 0 1 7.00 7 0 7 0 0 0 0
........................................................................................... CTACAGACGCTGCGATTCCGGG A . « v v e et e te e et e e et ie et eneieaenenaeneneea 24 0 1 7.00 7 0 6 0 0 1 0
............................................................................................... AGACGCTGCGATTCCGGGC « + v e e o et e et e e eneeeaeneeaeaeneeacnenaeaenenaeaa 19 0 1 6.00 6 0 6 0 0 0 0
................................................... GTCTTGCAGCGCCTGTGGAC . & ¢ v v v e e ettt et et et e e et et e ettt et e et ettt e e ettt e ettt e ettt e ettt eeeneeaene. 20 0 1 6.00 6 2 0 4 0 0 0
........................................................................................... CTACAGACGCTGCGATTCC e ¢ e v e e e e e e e ea et e e eeeaenenseaeneeaeaeneenenenaeaa 19 0 1 5.00 5 1 0 1 2 0 1
....... ATARARCTAATCTCGGAT .« « e et ettt ettt ettt et e e et et e ettt e e e e et e et e et e e e e et e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e, 180 1 5.00 5 0 5 0 0 0 0
........ TARAACTAATCTCGGATCGGAT « « + ¢ e e e e e e e e e e e et et e e et et e e e e e e e e e e e e e e et e e et e e e e e e et e e e e e e e e e e e a e e e e e e e e e aeneeeeaeneaeeaeneeaenenneaeneanenenaeaa22 0 1 5.00 5 0 5 0 0 0 0
............................................................................................ TACAGACGCTGCGATTCCGGG M « v v v e e et e te e et e e et en i eeeenenaeaeneenene. 20 0 1 5.00 5 5 0 0 0 0 0
................................................................................................ GACGCTGCGATTCCGGGC « + v e e et e ea e e e e eee e cneeacaeneeacaeneeaenennea. 18 0 1 5.00 5 0 5 0 0 0 0
...... GATARAACTAATCTCGGATCGGAT « « et e et et ettt et et et e e e e et e e et et et et et e e e e e e e et e e e e et et e e e e et et e e e e e e e e e e e e e e e e e e e e 240 1 4.00 4 0 4 0 0 0 0
.......................................................................................... TCTACAGACGCTGCGATTCCG M + ¢ e e e e e eeea e s e eneeeeaeneaaenenaeaenenneaeneeaenaa2l 0 1 4.00 4 2 0 2 0 0 0
............ ACTAATCTCGGATCGGAT « «  t e e et ettt et e e et et e et et et e ettt e et e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e . 180 1 3.00 3 0 3 0 0 0 0
............................................................................................ TACAGACGCTGCGATTCCGG « « ¢ v e e et e et e e eee e eaeeeaeneeaeaeneeaenenneaenaes 20 0 1 3.00 3 2 0 1 0 0 0
................................................... el ol i elo) Ne ol e o ol et e c)-NNuN PP - BN 1 3.00 3 0 0 2 1 0 0
...... GATARARCTARTCTCGGAT . ¢ & e v e e e e e et e e et et e e e e e e e et e e e et et e e et et et et et e e e e e et e e e e et et e e et e e et e e e e ettt 190 1 3.00 3 0 3 0 0 0 0
........................................................................................... CTACAGACGCTGCGATTCCGGOR. « & vt ittt ettt e et te et ettt e i e e 231 1 3.00 3 0 0 3 0 0 0
....... ATAAAACTAATCTCGGATCGGAT « ¢+ e e e e et e et e e e e e e e e e e e et et et et e e e a e e e e et e e e e e e e et e e e et e e e et e et e e et e e et ae e ettt e 230 1 3.00 3 0 3 0 0 0 0
......... ARAACTAATCTCGGATCGGATGTTC e ¢ e v vt e e et et e e et e e e e et e e e e et e et e e e e e et e e e e e e e et e e e e e e e e e e e e et e e e e e e e e e e e e e e e e 250 1 3.00 3 0 3 0 0 0 0
................................. COT TARACCT TARCTGCCGT ¢ « ¢ o e v e e e e et et e e et e e e e et e e et et e e et et e ettt e e e e et e e et e e e et e ettt ee ettt te e e te e eieeaeneaenenneaen 20 0 1 3.00 3 0 3 0 0 0 0
.................................................. ofel Kok deloF-NetoleTololi e il . RN A2 B 1 3.00 3 0 0 2 1 0 0
.............................................................................. CCARAATTTCAGTCTACAGAC . « « v v e e et e e e e te e a e e e et e aeneeeneaaeaeneaaeaenneaeneeaeaaa2l 0 1 2.00 2 0 2 0 0 0 0
et AAAGATARAAACTAATCTCGGATCGGAT « & ¢ v vt e e et et e e et et e e et et e e et e et e et e et e e et e e e e e e et e e e e e e e et e e e e e e e e e e e e e e e e e e e e 27 0 1 2.00 2 0 2 0 0 0 0
........................................ CCTTAACTGCCGTCTTGCAGC . « & v v e e e e e et e e ettt e et e e e e e et e e et e e e e e e et e e et e ettt e e ettt e ettt te ettt eea i eeanenneaene. 2l 0 1 2.00 2 0 2 0 0 0 0
............... AT CTCGGATCGGATGTTC « & ¢ v e e e e e e et e e e e et e e a e e et e e e e e e e e et e e a e e e e e e e et e e e e ea e e e e e e e e ee e e e e e ea e e eaeeeeeneaeeaeneaeeaeneeaeaeneeaenenneaenaea19 0 1 2.00 2 0 2 0 0 0 0
............................................................................................ TACAGACGCTGCGATTCCGGGC « « v v v e e et ee e e et e et teeneieeaenenaeaeneeaene. 22 0 1 2.00 2 1 0 1 0 0 0
.................................................. ofel okl eToF-NetoleTofoli e il c NN PSP - NN O 1 2.00 2 2 0 0 0 0 0
.......... AAACTAATCTCGGATCGG + « e e et et ettt et et et e e et et ettt et e et e e e e et et e e et et e et e e e et e e ettt e e e e e e e e e e e e e e e e e 180 1 2.00 2 0 2 0 0 0 0
...... GATAAAACTAATCTCGGATCGGATGTTC . « « « e e e e e et e e e e et e et e e e e e e e e et e et e e e e e e e e et e e e e e e e e e e et e e e e e e e e e et e e ee e e e s e e e eneaeeneneeaeneaaeaeneenenenaeaa 28 0 1 2.00 2 0 2 0 0 0 0
......... ARARCTAATCTCGGATCGG ¢ & ¢ v e v et e et et et ettt e e ettt e e et et e e et et e et e et e e e e e e e e e e et e e et e e e e e e e e e e e e e e e e e e e e e et 190 1 2.00 2 0 2 0 0 0 0
................ ATCTCGGATCGGATGTTC + « e e e e e e e e e e e et e e e e et e e et e e a e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e e e e e e e e e e e e e e eaeeaeneeeeaeneeaeneneeaeneaneaeneeaenan 18 0 1 2.00 2 0 2 0 0 0 0
..... AGATARAACTAATCTCGGATCGGAT . ¢ e et vttt et e te e et et et et et ettt e e e ettt e e e ettt e et e et e e e e et e et e e e e et e e et e e e e e e e e e e e e e e e et 250 1 2.00 2 0 2 0 0 0 0
.............................................. CTGCCGTCTTGCAGCGCCTGTGGAC . « « e e e e e e e e e e et e et e et e e e et e e e et e e e e e e ea e e taeeeaeaaeneaaeaeneeaenenneaeneencaenneaeaaa25 0 1 2.00 2 0 2 0 0 0 0
.................................. CTTAAACCTTAACTGCCGTCTTGC + « e e et et ettt et e e e e e e e e et e et e et e et et et e e et e e e e et e et e e e e et e e ettt e ettt e et 240 1 2.00 2 0 1 0 0 1 0
......................................................................................................... ATTCCGGGCAGTTGAGTGGATGG e « + v v e o v e e e eeeneeeeaenenneaenen. 23 0 1 1.00 1 0 0 1 0 0 0
...................................... AACCTTAACTGCCGTCTTGCAGC « « + v e e e ettt ettt et ettt et et et et e e et e e e e e e e et e et ettt e e ettt ettt e et ettt e 230 1 1.00 1 0 0 0 0 1 0
............................................ AACTGCCGTCTTGCAGCGCCTGT « v+ e e e v et et e et e e e e et e e et e e e e e e e e e e e ettt e e et e ettt e ettt ettt et iteea e 23 0 1 1.00 1 0 0 0 0 1 0
......................................... CTTAACTGCCGTCTTGCAGCGCCTGR . « o o vttt ettt e ettt e ettt ettt e et e e e ettt et e e ettt e et ettt e 26 1 1 1.00 1 0 1 0 0 0 0
......... ARAAACTAATCTCGGATCGGATGTT ¢ ¢ e v et e e et et e e et et e e et e e et et e et et e e et et e e e e et e et e et e e e e e e e e e e e e e e e e e e e e e e 240 1 1.00 1 0 1 0 0 0 0
......................................... CTTAACTGCCGTCTTGCA .+« e et e et e et e e e e e et et ettt e e et et e e et et e ettt e e e e et e et e e ettt te et te et iaeaeeeneaeaeneneea. 18 0 1 1.00 1 0 0 0 0 1 0
................ ATCTCGGATCGGATGTTCC ¢ « ¢ e e e e e e e e et e e e e et e e e e e e et et e e et et e e e e et e e et e e e et e e e e e et e e e e e e e et e et ee e et ee e st e eaeneaaenenaeaenenneaeneeaenaa 19 0 1 1.00 1 0 1 0 0 0 0
........................................ ook -V Noli felolofedi ol et oF-Nelol et o] o e : NN PR AN o 1 1.00 1 0 0 0 0 1 0
............................................................................................ TACAGACGCTGCGATTCCGl. -« ot ittt it e i i i et i i i e e e ee e 20 1 1 1.00 1 1 0 0 0 0 0
..................................................................................... TTCAGTCTACAGACGCTGC + ¢ e e v et et e et et et e e et et et e e ettt e ettt e i e 19 0 1 1.00 1 0 1 0 0 0 0
............... AT CTCGGATCGGATGTTC . « & e e e e et et e e et et e e et e e et e e e e e ettt e e e e et ettt et e et e e e ettt e e e ettt e e ettt e et e e e e e e e et 200 1 1.00 1 0 1 0 0 0 0
....... LGN N N ol o e e o U - B 1 1.00 1 0 1 0 0 0 0
........................................................................................... CTACAGACGCTGCGATTCCGGGM . « v v v vttt e ettt e et ie et ee e eieeneneea 23 1 1 1.00 1 1 0 0 0 0 0
............... 8o ol le). i o ele). N e OO N ¢ 1 1.00 1 0 1 0 0 0 0
...................................................................... CGATAGGTCCARRRTTTCAGT . ¢« e v e e ettt te e et et e e e e et e et et ettt te ettt ea et eeeaeneaenenee. 2 0 1 1.00 1 0 0 0 0 1 0
.................................................. ofel Kok JeloF-NetoleTofoli e il cle .. NN U3 R 1 1.00 1 1 0 0 0 0 0
........................................................................................... CTACAGACGCTGCGATTC « ¢ e e e e te et e e et e e ene e aenseaenenaeaeneeaeaenaea. 18 0 1 1.00 1 0 0 0 0 1 0
............................................. ACTGCCGTCTTGCAGCGCCTGOTGGAC . & ¢ & v e e e e e et e et e et e e e e et e e et e e e e e e e e e e e e e e e e e e e eneneeaeneeneaeneaaeaeneenenenneaa26 0 1 1.00 1 0 1 0 0 0 0
............................................... TGCCGTCT TGCAGCGCCT « + « e e v e e e e e et e e et et e e et et e et e e e e e e e e e et e e et e et et e et e e te e eaeaeneaaeaeneeaeaenneaenaa. 18 0 1 1.00 1 1 0 0 0 0 0
........................................ COTTARCTGCCGTCTTGC ¢+ ¢ e v et e e e et et e e e et e et et et e e et e e e e et e e e e e e e e e e e e e et e e et et e e ettt e ettt ettt ee e, 18 0 1 1.00 1 0 1 0 0 0 0
......................................................................................... GTCTACAGACGCTGCGATTCCGGGCAGTT . & v v vt et e e et ee e eneeeeeeneeacneneeaenennea 29 0 1 1.00 1 0 1 0 0 0 0
....... ATAAAACTAATCTCGGATCGGATGTT ¢ & ¢ v+ e e e et et et ettt e e et et e e et ettt e ettt e et e et et e e e e e e e e e e e et e e e e e e e e e e e e e e e e e e e e 2600 1 1.00 1 0 1 0 0 0 0
................ ATCTCGGATCGGATGTTCCTTARACCT . ¢« e v e e e e et et ettt e e et et e e et et e e a e et e e et e e e et et e e et et e e et e et et e et e e et ee et te s eeeenenataenenneaeneeaeaa 2] 0 1 1.00 1 0 1 0 0 0 0
............. CTAATCTCGGATCGGATGTTCCTTARAC . ¢+« e e e et et e e e e et e e et et e e et e et e et e ettt et e et e e e e e et e et e e e et e e et e e e e ettt e ettt ettt et i ee e eenenenee.. 28 0 1 1.00 1 0 1 0 0 0 0
.............................................. CTGCCGTCTTGCAGCGCCTGT ¢ e v e e et e e et e et et e e et et e e a e e e e et et et e e et ae e e e et aeeneneeeeaeneeaeneaneaeneeaeaa2l 0 1 1.00 1 0 0 0 0 1 0
................................................... el o i ele) NeTotelolol et e [N - N 1 1.00 1 0 0 1 0 0 0
........................................................................................... CTACAGACGCTGCGATTCCGGGCH. . ..ot i i i 241 1 1.00 1 1 0 0 0 0 0
.................................................. ofeh okl eTor-NetoleTololi e i1 RN T 1 1.00 1 0 0 1 0 0 0
...................................................................................... TCAGTCTACAGACGCTGCGATTCCGGGC . « v v v ettt te et te e eee e et ie e eaenenaeaenee.. 28 0 1 1.00 1 0 1 0 0 0 0
....... ATAAAACTAATCTCGGAT GG « -« ¢ ottt ettt e ettt et ettt e ettt e e et e e e e e e e e et e e e e e et e et e e ettt et et 22 1 1 1.00 1 0 1 0 0 0 0
........................................................................................... CTACAGACGCTGCGATTCCGGl. . .. oot i e i i e i 22 1 1 1.00 1 1 0 0 0 0 0
............................................. el el ole] el o il ele)NeT el ele] ol e PP~ 1 1.00 1 0 0 0 0 1 0
..................................................... CTTGCAGCGCCTGTGGACGAT . « « v v e et e et e et et e e et e e e ettt e e a e et et et e e et te et e e e etaeneeeeneneeaeneaeenene 2l 0 1 1.00 1 0 0 0 1 0 0
........... N ok VX ol o] e TN o] 7Y - PP A I 1 1.00 1 0 1 0 0 0 0
.......................................................................................... TCTACAGACGCTGCGATTCCGGG « ¢ o e v et et e e e te et e e et ee e et eeaeneeaea. 23 0 1 1.00 1 1 0 0 0 0 0
.................................................. o] kol el oF-NetoleTolodi e il c]e TN PSPPI A S ¢ 1 1.00 1 1 0 0 0 0 0
...................................................... T T GCAGCGCCTGTGGACGAT « &« v e e e e e e et e e et et e e et e e et et e e e et et e e e e teea e e e e e e taeneaeeaeneeaeaeneeaenenneaen 20 0 1 1.00 1 0 0 0 1 0 0
...................................... AACCTTAACTGCCGTCTTGCAG . « « « « e e et et e ettt ettt et et et e e et et e e et et e et e et e e e e e et e ettt e et te e ettt et 22 0 1 1.00 1 0 0 0 0 1 0
......................................... CTTAACTGCCGTCTTGCAGCGCCTGT + ¢« e v e e e e e et e e e et e e e e et e e e e e et e e et e e e e e et e e e e e e ee e e e s e eaeneeaeaenaeaeneuneaeneenenaa26 O 1 1.00 1 0 1 0 0 0 0
.......... AAACTAATCTCGGATCGGATGT . « « e e e e et et e e te e et et e e m e et e e et et e e et e e et et e e et e et e e e e et e e e e et e e et e et e e et e e e e e e eneaeneaeaeneeaaeaenneaenea 22 0 1 1.00 1 0 1 0 0 0 0
........................................................................................... CTACAGACGCTGCGAT TR . - . o ittt it e et et ettt e e e e 19 2 2 1.00 2 0 0 2 0 0 0
Anti-sense strand reads
V057 V111
TGTTTTCTATTTTGATTAGAGCCTAGCCTACAAGGAATTTGGAATTGACGGCAGAACGTCGCGGACACCTGCTATCCAGGTTTTAAAGTCAGATGTCTGCGACGCTAAGGCCCGTCAACTCACCTACCCTAGGTGGAAATTTAGTGTGAATTTCGATACACGTG
Read # Hit Total head male
kkkhkhkhkhkkhhkhkhhhkhkhhkhkhhhhkkhhkhkhhkhkkhhkkkhx N N N N T )N ININ))) ... DI e khkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*x*k** gize Mismatch Count Norm |[Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droPer2|scaffold 1:8612785-8612948 |dpe 229 [AC-AAAAGATAAAACTA---ATCTCGGATCGGAT--————-——————-——— GTTCCTTAAACC-—--—-—--— T--TAACTGCEETCTTECACCECCT-~CTCCACG--ATAGGTCCAAA--—ATTTCAGTCTACAGACGCTGCGATTCCG-GECAGTTGAGT-GGAT-——————— GGGAT---CCA--CCTTTAAATCACACTTAAAGCTA--TGTGCAC-——-—-—-—-
dp5 Unknown singleton 3046:34- |dps 31 AC-AAAAGATAAAACTA---ATCTCGGATCGGAT--————-—-————-——— GTTCCTTAAACC-—--—-—-— T--TAACTGCEETCTTCCACCECCT " GTGCACG- - ATAGGTCCAAA--—ATTTCAGTCTACAGACGCTGCGATTCCG-GECAGTTGAGT-GGAT-——————— GGGAT---CCA--CCTTTAAATCACACTTAAAGCTA--TGTGCAC-——-—-———-
197 +
droWil2|scf2 1100000004945:407286- |dwi 5419 (af-2eafcATARNARNCRNSINASTeicIA TiIlGAT----- ATAAGTTATATCCA- - - -GTGATECEEEEEE T - - A Al TGCEETCTTCCACECHCTRINCTIN AT NI~ coTccan il Al TRe THiT ARNA GARTEIC TGCGAT TG -GG CAR T TGART - CLY - - — - - — - - - - — e C . C A C Tl A e — I — — —— —— === —
407437 +
droVir3l|lscaffold 12963:14467474- |dvi 24646 ||Afg-fYebin il R — — et~ — — —— —— —— ———————~— e — — — — = = = e - - TAACTGCEETCTTCCANCCCCT==CTCCA-BrlnceTccanA - - - AT TRAI T Clola c AT NGHITGCGAT TG -GG CACT TG A R i~ ——————— - — - — D T C TE\A A ARC TR - - TR T GCAC— - —-—————-
14467585 -
droMoj3|scaffold 6500:15423853- dmo 3155
15423994 -
droGriZ2fscaffold 15252:2029231- dgr 469
2029386 +
droAna3|scaffold 12916:9588081- dan 4042
9588226 -
droBipl|scf7180000396580:1442858—
1443004 +
droKikl|scf7180000302246:274527~- A e — — — ey — — — — — = = — = = = = = = = = — e — — = — = = = = = B--BrAcTGCEECTTCCACCECCT==CTCCACH- - eicGTcCcanA - - - QT TIAGTCTACAGHCGCTGCGATTCCG-GGCAGT TGAGT - GGe- - [N i — -~ i ~ i T CECcACTTANEGC THET GTGCAC - - XSG NN
274647 +
droFicl|lscf7180000453924:1051732- Alg-AAfEAGAT A/ — - - - — - — - - [N T GGAGTGGRATCGATCGCC - - - [NGGGI T[S TREEEE [lefel- - TAACTGCEETCTTCCACCCCRe ~ G \CACH- -WriiccTccann---aTTTRACECTACEGEcGCcTINC 6ATTCCG-6ECAGTTGALNY- GoA T Ne - B i clec g - [Mech- - cCl¥ Xl TCcACAC T TAARGC TH- - TGTGCAC-—-——-—-—- -
1051905 +
droElell|lscf7180000491046:1758551- Afg-AnfgAcATAAGNCIIA el A T C GG A Thiele - - — - — AGTGGATCGEA - - -llGCG TR TR lefel- - TAACTGCEETCTTCCACH N CHT -~ C T \ChiCH- -lrhiccTcCcAAA- - - ATTTRAGTCTACAGECGCTGCGATTCHG -GG CAGTTGALNY- oA TSN IG I n e - - -Ecl- - cclXE XA TCACACT TAARGC TH- - TGTGCAC-—-——-———-—
1758726 +
droRhol|scf7180000780028:158230~ GGG NING T/EAINCGG - - - - - - -EIdaNITGGEEEE AATGGATTGEA- - -JENGGH TS TEEEEEE els- - TAACTGCEETCTTCCACCCCRT == G NCh- -lThicGTCcCcAAA- - - ATTTRAGTCTANAGHCGCTIACGATTCIG-GGCAGT TGALNY-HGA TRISNY- GXelci\G Al - -[EcR- -ccl¥IreaTcacacTTAAGC TH- - T6TGCAC- - — - - - - —-
158404 +
droBialllscf7180000302188:2122009- B CEIGGININWNGTAANCAG- - - - - - - INFIEI NI TGGACTGGAGTGGATCGEA - - — NG CIT/S R [fefe- - TAACTGCETCTTCCACECCRY ~CTL\CACH - -TliccTccaan—--ATTTRAGTCTACECHCGCTGCCGATTCCG-GGCAGTTGANY- GGATESNY- XS ci\c - - -LCH- - Bl re iz ErcTTAaAcc T~ - TeTeCcAC- - - - - - - - - -
2122188 +
droTakl|lscf7180000415438:753082— o e — -~ ] - -~ — = == == = TGGATCGEA - - - liGGCIATR TR [lefel- - TAACTGCETCTTCCACE e~ CTCCACH- -WriliceTCcCARA- - - ATTTRAGTCTAIEGHCGCTGCEATTCCG-GECAGTTGALNY- GGA T - IV I G A g - - R - CC . C ¥ T A A8GC TH- - TGTGCAC-—-—-———- -
753217 -
droEugl|lscf7180000409554:3024280- A AAfEAGATA AL NCRREEe T C GG A Thjele - - — - — AGCGGATCG[EA - - - NGNS TR G- -TAACTGCETCTTCCACCCCHT-~CTL\CACH - -f¥ekiccTCcCcAAA—--ATTTRAGTCTARAGHCGCTGCCATTClG-GGCAGTTGRENY- GGATINV NN TN iciNG A [e- - -[Ech- - ccl¥¥XleaTcacacTTAAGC TH--TeTGCAC-— - - - - - — - -
3024455 -
|dm3 lchr21:3067716-3067890 + lame_436  |AE-2rEacATA N TN N . THGGA TS - - -~ - CGTCGATCGEA - - -[liGIVA TS TR elelel- - TAACTGCHETCTICCACE GO =CT.\ClCH - -fiTdceTccann - - - ATTIMIAGTCTACAGHCHCTGCGATTCCG-GGCAGT TGALNY-HGA TSN - NG Ale- - -Ech- -fciXerdea TiacacTTAASGCTH- - TGTGCAC- - — - - - - —— - |
ldrosim2|[21:2946901-2947075 + lasi_32463]AE-a2EacAT AN N ——— TG GA TR - -~ - cccceaTcGlgc- - -lGENATE TR el - TancTGCHEICTTCCACECCRT == CTL\CCH - - rldccTccArA-— - ATTTRAGTCTACAGHCGCTGCGATTCCG-GGCAGT TGANY-HGA TEINY- FNicEcAE- - -[dcR--cciXer@er TRacacTTANGC TH- - TGTGCAC- - - - — - — - - |
droSec2|lscaffold 5:1224959-1225133 [dse 1854 |(alg-AaldacaTanGNCIa /N CRRETI TINGGA ThENe- - - - - CGTCGATCGEC- - - INGINATR TR [lefel- - TAACTGCETCTTCCACECCRT-—C T \C/echH- -Wrl8ccTccann---ATTTRAGTCTACAGHCINCTGCEATTCCG-GECAGTTGALNY-HGA TN - B ici\c Al - -EcR- - cciXetea TilacacTTAAGC TH- - TG TGCAC- — - - — - - - -
+
ldrovak3|2L:3063715-3063880 + ldya_1801 |AlE-AnEnc R -~ E——T C GCATHEe - - - cGTCGATCGEA - - -IENNAG T TR [lefel- - TAACT GCETCTTCCACECCHT -~ C T \ClechH- -riiccTccAAA- - - ATT TRAGTCTACAGHCGCTGCGATTCCG-GGCAGTTGALNY-HG A TN - B LN\ ININe CR - - cclderen TiacacTTAASGC TH- - TG TGCAC- - - — - — - —— - |
droEre2|lscaffold 4929:3115459- der 1527 |(Alg-AnEncA R — — e T CGGA T~ - — - — cGTCAATCGER - - - IENGINATS TR e - TAACTGCHETCTTCCACECCRT=—CTL\CleCH- -fiTdccTccana- - - AT T TRAGTCTACAGHCGCTGCCGATTCCG-GGCAGT TGALNY- GoA TS NN- B cI\c g - - -EcR--cciXeTder TfeacacTTAAGC T - - TGTGCAC- - - - - - —— -
3115621 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:8612785-8612948
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:8612785-8612948
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_229.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_3046:34-197
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_31.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004945:407286-407437
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5419.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:14467474-14467585
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24646.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:15423853-15423994
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3155.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:2029231-2029386
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_469.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:9588081-9588226
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4042.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396580:1442858-1443004
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302246:274527-274647
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453924:1051732-1051905
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491046:1758551-1758726
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780028:158230-158404
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302188:2122009-2122188
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415438:753082-753217
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409554:3024280-3024455
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:3067716-3067890
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_436.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:2946901-2947075
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32463.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_5:1224959-1225133
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1854.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:3063715-3063880
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1801.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:3115459-3115621
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1527.html
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dpe 77 |scaffold 12:1984802-1984867 + || confident |Mirtron |intron
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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1,984,750 1,984,800 1,984,850 1,984,900 = | I I I I I I I .
Genomic Position 18 19 20 21 22 23 24 25 @ | I | |
Size Condition 1,984,750 1,984,800 1,984,850 1,984,900
Genomic Position
Hairpin partition -#~ Sense - Antisense Mature -#- Star
Hairpin partition Mature @ Star
Show Alternate Folds
Flybase annnotation
intron [Dper\GL26290-in]; CDS [Dper\GL26290-cds]; CDS [Dper\GL26290-cds]
No Repeatable elements found
mature star
1. dpe_77 scaffold 12:1984847-1984867 +| 1. dpe 77 scaffold 12:1984802-1984825 +
2. dpe_76 scaffold 6388:231-251+ 2. dpe_76 scaffold 6388:186-209 +
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M042
V057 V050 V111l v042 MO021
GTCGCTGGCCAAGGACGAGCAGAACTACACCGAGCCCAAGTACTATCTGGGTATGT TGCAAGAGAGAATAGTGTTGGCTCGATCCACCGGATAACATCTCTCTCTTTGACACACAGGGGATCTCATTCCGGGCACTTACTGCTCGAGGATCTTCAGTGACTGCGAC female
Read # Hit |Total head head body male embryo embryo
R e e N N I N O T 1)) ))))))S))))))))))))) L)) L kR kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk***x gize Mismatch Count Norm Total body
............................................................................................... ATCTCTCTCTTTGACACACAGH . « o ittt e e e ettt e e 221 2 124.00248 137 104 5 0 2 0
............................................................................................... ATCTCTCTCTTTGACACACAG . « ¢ &t e e et ee e et e eaenaenaenacnneneeneeneeaeaaaa 2l 0 2 73.50 147 43 60 42 0 2 0
............................................................................................... ATCTCTCTCTTTGACACACA . « + e e ettt et ettt te et e e e taeneeaenenaeaena 20 0 2 9.00 18 6 9 3 0 0 0
.................................................. GTATGTTGCARGAGAGARTAGTGT « & ¢ o e v vt e et et et ettt et ettt e e ettt e e e a e e e et e e eneaeteeneeeaeneaneaeneneeaenenneaena24 0 2 8.50 17 7 0 0 10 0 0
.................................................. GTATGT TGCAAGAGAGAATAGT « & ¢« et e e e ettt et et et e e e et et e et e e e e e e e et e et e e e et e e e ettt e ettt e 220 2 7.00 14 0 2 0 12 0 0
.............................................................................................. CATCTCTCTCTTTGACACACAG . « ¢« e e e et e e e te e e e e eaenaenaenaenaeneeneeaeeaae22 0 2 6.50 13 5 6 2 0 0 0
.............................................................................................. CATCTCTCTCTTTGACACACA . « v et ettt et et te e et et ee e eeaeeaeeaeea. 2l 0 2 4.00 8 2 5 0 0 0 1
.................................................. GTATGT TGCAAGAGAGAATAGTGTT . « ¢« e e e e et e et e e e e e e e et et e et e e et et e e e e e e eae e ae e e e e e e aeaaeaaenaanaeneeneeaeeaaeaaea25 0 2 3.50 7 4 1 0 2 0 0
................................................................................................ TCTCTCTCTTTGACACACAG . « « v e e et e te e et e te e ee e aeeeeaenenaeaenenaeae 20 0 2 2.50 5 0 0 5 0 0 0
................................................................................................ TCTCTCTCTTTGACACACAGH. - ..ottt i i i i i et i i e ieee e 21 2 2.50 5 4 1 0 0 0 0
.................................................. GTATGTTGCAAGAGAGAATAG . « ¢« e et e et e et et et et ettt e et et e e e e e e e et e et et e et e e et e te ettt et ee e 210 2 2.00 4 2 0 0 2 0 0
.................................................. Gl AT G T TGCARGAGAGART « &+« e e e e et e et et et et et e e et et et et et e ettt e e e e e e e e e et e e et te et ea et taeneiaaenenaeaea. 19 0 2 2.00 4 2 2 0 0 0 0
.................................................. GTATGT TGCAAGAGAGAATAGTG . « « « « v e e ettt et ettt et e et et ettt et ettt et e ettt ettt e et ettt ettt et ea e 23 0 2 1.50 3 1 1 0 1 0 0
.............................................................................................. CATCTCTCTCTTTGACACAC . « « e e v et et et e et et eeeaenaenaenaeneeneeneeneeaaa 20 0 2 1.50 3 2 0 1 0 0 0
.............................................................................................. CATCTCTCTCTTTGACACACAGH. - -« ot ittt ittt e it e et e e eeieeen .23 1 2 1.00 2 0 1 1 0 0 0
............................................................................................... ATCTCTCTCTTTGACACAC . ¢« v et e ettt te e et et e ie e eeeneaeeaenaena. 19 0 2 1.00 2 0 2 0 0 0 0
.......................................................................... TGGCTCGATCCACCGGATARC . ¢« e v e e e e e e e et e e e et e e e e et e et e aen e e eaeneeaeaeneeaeaenenneaenaea2l 0 2 1.00 2 1 1 0 0 0 0
............................................................................................... ATCTCTCTCTTTGACACACAGHE . « & ottt ettt et e et ettt ettt e e 23 2 2 1.00 2 2 0 0 0 0 0
.................................................. GTATGTTGCAAGAGAGAATAGH . - « ¢ o et ettt ettt et et et et et e e e e e et e e e e e et e e e e e e 221 2 1.00 2 1 0 0 1 0 0
.................................................................................................. TCTCTCTTTGACACACAGH . ¢« ¢ttt ittt ettt e e ettt et 191 2 1.00 2 1 1 0 0 0 0
.................................................................................................. TCTCTCTTTGACACACAG . « « e v e e et e et ea e et e enaenaenaenecneeneeaeeaeea. 18 0 2 1.00 2 1 1 0 0 0 0
................................................................................................ TCTCTCTCTTTGACACACAGHE . « & o vttt ettt e e e ettt ittt et e e 22 2 2 1.00 2 1 1 0 0 0 0
............................................................................................... ATCTCTCTCTTTGACACACA. .. . i i it ittt ee e 201 2 1.00 2 1 0 1 0 0 0
................................................... TATGTTGCAAGAGAGARATAGTGTT « « « « et e e et et ettt et et e e et et e e et et e et e e e e et e et ettt e ettt te ettt et eaeneenenen.. 24 0 2 0.50 1 1 0 0 0 0 0
.................................................. GTATGTTGCAAGAGAGAAT AR . . o i it ittt ettt et et e et e e e e e e 210 2 0.50 1 1 0 0 0 0 0
............................................................................................... ATCTCTCTCTTTGACACACAGE . « vt it e ettt e et e e e e i 221 2 0.50 1 0 1 0 0 0 0
.................. el0) N7V NeZi - oF-No o]e7.NeT oo NN PP - BN 2 0.50 1 0 0 0 0 0 1
............................................................................................... ATCTCTCTCTTTGACACACAR. . . o i i ittt e e e 201 2 0.50 1 0 0 1 0 0 0
............................................................................................... ATCTCTCTCTTTGACACACAGE . ¢ o ettt ettt ettt ettt te e et ea i 22 1 2 0.50 1 0 1 0 0 0 0
.................................................... ATGTTGCAAGAGAGAATAGTGT . « & ¢« v e et et n et et ettt et et e e ea e e e e e e e e e e e te et e eeeneaeeaeneaaeaeneaeeaeneeneaena22 0 2 0.50 1 1 0 0 0 0 0
............................................................................................... ATCTCTCTCTTTGACACACAGG ¢« ¢ v e e et e et ee e emeeeeaeneneeaeneneeaenenneaenas 22 0 2 0.50 1 1 0 0 0 0 0
.................................................. GTATGT TGCAAGAGAGAATAG TG . . . ¢ ittt ittt ittt ittt ettt e et et e e e e et ettt et et 241 2 0.50 1 0 1 0 0 0 0
............................................................................................... ATCTCTCTCTTTGACACACARI. . .. .o i i i ittt 22 2 6 0.17 1 1 0 0 0 0 0
Anti-sense strand reads
M042
V111 V057
CAGCGACCGGTTCCTGCTCGTCTTGATGTGGCTCGGGTTCATGATAGACCCATACAACGTTCTCTCTTATCACAACCGAGCTAGGTGGCCTATTGTAGAGAGAGAAACTGTGTGTCCCCTAGAGTAAGGCCCGTGAATGACGAGCTCCTAGAAGTCACTGACGCTG female
Read # Hit Total male head body
kkkkkkkhkhkhhkhkhkhhkhhhkhkhhkhhhhkhhhhhkrkrhrrkrrrkrrx (L (. CCCCCCCCe o CCCCCCe - ((Cene e 1)) )IIND)DNNDDDDDDND))) L)) L Kk kkkkkkkkkkkkkkkhkkkhkkkkkkkkkkkkkkkkkkkkkkkk**k*** gize Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
droPer2|scaffold 12:1984752-1984919|dpe 77 GTCGCTGG---CCAAGGACGAGCAGAACTACACCGAGCCCAAGTACTATCT GG AT G- === —=——————-———————— o TG-CAAGA-G-——-——————=-AGAA-———-—-—-——————— - fA-———————GT--GTTGGCTCGATCCACCGGATAACATCTCTC——————————-- TCTTTGACACACAGGGGATCTCATTCCGGGCACTTACTGCTCGAGGATCTTCAGTGACTGCGACAA
+
dp5 |XR_group6:1295242-1295409 +lldps 22  |GTCGCTGG---CCAAGGACGAGCAGAACTACACCGAGCCCAAGTACTATCTGGEIATGS = o= =SS S S e G S CAAGA= G- = === =S S A= =SS s e S e S e i S S e e S s S G == G TGGC TCGATCCACCGGATAACATCTCTC-——————————- TCTTTGACACACAGGGGATCTCATTCCGGGCACTTACTGCTCGAGGATCT TIAGTGACTGCGACAA
droWil2|scf2 1100000004762:5597924- INeciBiT G- - -ficancealcacifiia AfiTACACCGARCClgA AT AR T A THT GGETALY ClICGATTT-A- GhA-- AC TC AAATIRT TRAGTRIT TCT- - -IATINITCGlIA TR R TS T el B A GGIGATC TCATTCCHGGCACRTANTGC TCINSGEA TR TCAGTGANTGCGACAA
5598087 +
drovir3|lscaffold 13049:1777254- dvi 17904|(c8cGcTCl---CclAAAGGACGAGCABAACTACACCGAGCCCAAITACTATCTGG GEG-cclecaal Y mbicacacccadcTRa T\ ccoaaeacrafjrcecTecdcaTc TTCAGGAlTGCGACAA
1777410 -
droMoj3|lscaffold 6654:2055092- GlecGCcTGl---ccancGacGacea®aacTACACGAcccaalITAlTATCTGG CGEA-TTT-T-
2055254 +
droGri2|scaffold 15110:2847521- AT A — - - — - — - - o WATCINYSC - TNk - - —— - [¥\feThlElecACAGGEcABc TeaTccocaeacrafitclircoacilaTc TTCACEGAlTGCGACAA
2847608 -
droAna3|lscaffold 13337:8836599- GTCGCTGG---ClgarGGacGaccARaacTACACHGAGCCCARITACTATC TIAGEHEN CTCATICIG- GCTRCTC/V\CAACTCATTAAGTACAATT - - TGCAAGT 5~ - T C Tl - - - - — - - - - — - — - — -G R RcrfereaificlEcacciicrdc THATTCCGGGlEACTACTGCTCMAGGATC TTCAGGACTGCGACAR
8836777 +
droBipl|lscf7180000396541:978415- GTCGCTGG---ClgaacGaccallcacaacracacicaceccaadracTacTccEHS G ile ACATCTETR-----—---—-—- TlerfdrcaificdcacciicactiiaTTcccecgacracTeeTcdacGaTcTTCAGGACTGCGACAA
978594 +
droKik1l|scf7180000302697:523799- GTCGCTGG---CCAAGGACGAGCAGAACTACACEGAGCcCAAITACTATCTIG ACATCTETH--—------—-- TceeteaificacacciicacreaTiicccclgacracTeeTecaceaTeTTiAGEGACTGCGACAR
524022 —
droFicl|sc£7180000453819:101262- ACATCTETH--—------—-- TCT/deaificldcaccicaC TiiA TR CCBGGEACTACTGCTCGAGGATCTTCAGEGACTGCGACAA
101338 -
droElel|scf7180000491193:2530222- ACATCTETH--—------—-- TeT/deeaificcacciicac TiiaTcclcoilacTaliTccTcaceaTcTTCAGGACTGCGACAR
2530298 +
droRhol|scf7180000779741:122561- GTCHCTGG---CCAAGGACGAGCARAACTACACEGAGCCCARITACTATHTGG
122633 -
droBialllscf7180000302193:5200991- GTCRCTGG---CCAAGGACGAGCAGAACTACACEGAGCCCAMNTACTARCTGG
5201062 +
droTakl|scf7180000415664:65956- GTCRCTGG---CCAAGGACGAGCARAACTACACHGAGCCCAAGTANTATCTGG
66027 +
droEugl|lscf7180000409711:5150944- ACATCTETR--—----—---—- TcT{elgenificcacciicadcTcaTTececlacTTacTeecTcecGaTC TTCAGEGACTGCGACAR
5151020 +
|dm3 lchr31:20847236-20847383 - || TGINIAT GCAelele C ccEecHcETAGAATHGTC TS EtecAccHcAMc TcaTRcclecBacEracTecTc@aceaTcrread@eacTeccacaa|

ldrosim2|[31:20405333-20405408 -

TR EscAGcHGABcTcAaTRcclccilaclgracTeeTcfdaceaTcTTCAGEGACTGCGACAR|

——

droSec?2|scaffold 11:743433-743497 -

L B TGG---CCAAGGACGAGCAGAACTACACEGAGCCCAAGTACTATCTGGETEN GGAAA‘

ldrovak3|3R:25536509-25536635 -

GTCGCTG@ el N\CAA cEriciicalecEac@cceaicciy TCIA\GTiNeCCCCAA JACTGpyeCGANSUYT Clele{e A GeG@CleGCGleC
ol ol iA

droEre2|scaffold 4784:20534547-

2053461

3 -

AT ClliTGG---CCAAGGACGAGCAGAACTANACEGAGCCCAAGTACTATCTGG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_12:1984752-1984917
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_77.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_12:1984847-1984867
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_76.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6388:231-251
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_77.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_12:1984802-1984825
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_76.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6388:186-209
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_12:1984752-1984919
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_77.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:1295242-1295409
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_22.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004762:5597924-5598087
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:1777254-1777410
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_17904.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6654:2055092-2055254
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:2847521-2847608
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:8836599-8836777
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396541:978415-978594
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302697:523799-524022
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453819:101262-101338
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491193:2530222-2530298
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779741:122561-122633
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302193:5200991-5201062
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415664:65956-66027
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409711:5150944-5151020
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:20847236-20847383
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:20405333-20405408
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_11:743433-743497
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:25536509-25536635
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:20534547-20534613

1ID:

Coordinate:

dpe 103 |scaffold 31:765354-765407 - | confident |Mirtron |intron

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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765450 765400 765350 765300 =) | I I I | .
. g <+ —
Genomic Position 18 1g 20 21 50 i | | I |
Size Condition 765450 765400 765350 765300
Genomic Position
Hairpin partition - Sense -8 Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dper\GL10088-in]; CDS [Dper\GL10088-cds]; CDS [Dper\GL10088-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
V057 V050 M021 V111
AGAGTCCAAGAACCATCTGAACTACTACACCAGCAAGCAGCCAGCTGCAGGTGAGTGCAATAGGAGCTCTGGGCAGCAGCCCTCACTACTGTTGCATTCGCCAGCACGACAAGACGACAAGTCGGCGCAGGAGAGCGACGACGAGGTGAAGGAC female
Read # Hit |Total body head head embryo male
Tkdkdkkkkdkdkdkkkokkkdkhkkhkkkkkkkdkkhdkrdkkdkkdkdkrdkrdkrdkkd (((C(C(CCCCCCCCCe (Cee e o CCCCeo2)))) e )))IN)))))))) ) .. o kkkkkkkkkkkhkkhkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkk***** gjze Mismatch Count Norm Total body
.................................................................................. TCACTACTGTTGCATTCGCCAG e & ¢ v vt e ettt e ee e e e et te et eneeaeneneea 22 0 1 119.00119 69 17 22 11 0
.................................................................................. TCACTACTGTTGCATTCGCCA  « e e e e te e e e e e e eeeeeeeneneeneeneeneeneeaeeaaeaa 2l 0 1 45.00 45 26 12 5 2 0
.................................................................................. TCACTACTGTTGCATTCGCC ¢+t e v e te e e e et et e et e e et te e e teeeeneeaeneneea 20 0 1 29.00 29 5 16 4 4 0
.................................................. GTGAGTGCAATAGGAGCTCTGG w - « &« e e e e e et et e e e e e e e ee e e e e teea e e e e eeeeaaneaeeaeneaeeaeneeneaeneaneaennes22 0 1 9.00 9 0 5 3 0 1
................................................................................... CACTACTGTTGCATTCGCCAG . « e e e e vt eeee et e et ee e e eiaeaeneeaeneneeaen. 2l 0 1 5.00 5 4 0 1 0 0
................................................................................... CACTACTGTTGCATTCGCCA . « t et ottt te et e e e eee e eneeeeaenenaeaeneeneaenaea20 0 1 5.00 5 5 0 0 0 0
.................................................................................. TCACTACTGTTGCATTCGCCAGH . « « « vttt ettt ettt ettt ettt e e 23 1 1 3.00 3 0 1 2 0 0
.................................................................................. TCACTACTGTTGCATTCGC + ¢« e e e et et et ee e e e e eaeeeaeneneeaeneneeaenenaeaa 19 0 1 3.00 3 1 0 2 0 0
.................................................................................. TCACTACTGTTGCATTCGCC. « ot vttt e e e e ittt 201 1 2.00 2 0 1 1 0 0
.................................................................................. TCACTACTGTTGCATTCG M + ¢ e e e e et et e e ee e eee e e e eeaeneneeaeneneeaenenaaa. 18 0 1 2.00 2 0 2 0 0 0
................................................................................. CTCACTACTGTTGCATTCGCCA .+t v et vt et e et te e et e e e taeneeeaenenneaenen. 22 0 1 1.00 1 1 0 0 0 0
.................................................................................... ACTACTGTTGCATTCGCC t & ¢ e e et et et et e eeeeaeeneeneeneeneeaeeneeaeeaeeaan. 18 0 1 1.00 1 0 1 0 0 0
.................................................................................. TCACTACTGTTGCATTCGCC . -« o v vttt ettt ettt et et et ettt taeaeaeaeena 22 2 1 1.00 1 0 1 0 0 0
.................................................................................. TCACTACTGTTGCATTCGCCA. - . o it i ittt e 22 1 1 1.00 1 0 1 0 0 0
.................................................................................. TCACTACTGTTGCATTCGCCH . ¢ o v vttt ettt ettt et et e e ee e e 211 1 1.00 1 0 0 0 1 0
................................................................................. CTCACTACTGTTGCATTCGCC + ¢ e e e et eeee et e e e eeeaeneeataeneeaeaeneeaeaenee. 2 0 1 1.00 1 0 1 0 0 0
.................................................................................. TCACTACTGTTGCATTCGCCAGRE . - ¢ vt vttt ettt ettt ettt e e e ieieeeenen. 24 2 1 1.00 1 1 0 0 0 0
.................................................................................. TCACTACTGTTGCATTCGCCAR . - ¢ ittt e e e i ittt e ee e 22 1 1 1.00 1 0 1 0 0 0
.................................................................................... ACTACTGTTGCATTCGCCAG  « e v et et e et te e e et e e e e e eeaeaenanaenena. 20 0 1 1.00 1 0 0 1 0 0
.................................................................................. TCACTACTGTTGCATTCGCCAGH . « ot vt ettt et ettt et ettt ettt i 231 1 1.00 1 1 0 0 0 0
Anti-sense strand reads
V057 V111
TCTCAGGTTCTTGGTAGACTTGATGATGTGGTCGTTCGTCGGTCGACGTCCACTCACGTTATCCTCGAGACCCGTCGTCGGGAGTGATGACAACGTAAGCGGTCGTGCTGTTCTGCTGTTCAGCCGCGTCCTCTCGCTGCTGCTCCACTTCCTG
Read # Hit |Total head male
Fekdkdokdokdokd ko dkk ok koo kkkkdkkdkdkdkrdkrdk ok kd (OO (oo e e CCCCa e a)))) e )) )N )))))) ) L. o kkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkk**k*** gjze Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate Alignment
|droper2|lscaffold 31:765303-765457 |ldpe 103 |[AGAGTCCAAGAACCATCTGAACTACTACACCAGCAAGCAGCCAGC--TGC---AGEEGAG======== TG==CAATAGGAGCTCTEEGC-AGCAGCC—————————————- CTCA----- S e ——— GTTGCATTCGCCAGCACGACAAGACGACAAGTCGGCGCAGGAGAGCGACGACGAGGTGAAGGACA |
|dp5 |3:16993098-16993252 + ldps_53  |AGAGTCCAAGAACCATCTGAACTACTACACCAGCAAGCAGCCAGCIYIE-—-AGEIGAG - oeus AT ACEAGCTCTEEGC-AGCAGCC—— -~ -~ ———————— CTCA----- CTACT-——————————————————————— GTTGCATTCGCCAGCACGACAAGACGACAAGTCGGCGCAGGAGAGCGACGACGAGGTGAAGGACA |
droWil2l|lscf2 1100000004822:208360- acafIrccancaniicaTTE A ACTACINdECcCAGCEAINCARCCAGE- - TN SR ===~ CAACHTATET------———————-H- - - — - — - EEEE CCTAATTAGALGEEES TG A A R G T T A T T C R AACTA--ARARTGTT------ pelerNG 2 caafdrcllcclicaceacaccoajcaicallcTEa A G Al
208503 -
drovir3l|lscaffold 12875:5390240- GZ—\GTCAAGAAECATCTEAACTACTACCCAGCAAGCAGCCAG——TG‘ —————— TTTGGTCCAATGLU - - —————————- GRCA----- ATAATCAREEEEEE - —--- - — LYY NN - SNT TGCATRNNCCAG R ete A G A CAAGT CGGCGCAGGANAGHGANGANGAGGTGAAGGACA
5390386 +
droMoj3|lscaffold 6496:24700984- ’EGAGTECAAGAAECATCTGAACTACTACECCAGCAAGCAGCCAGE——TGMA= ———————— e R C TCE G C - A AGGCCAAAGCAATTSATGEEEEE criegcl)--—- -Gl - - - ———-————- N BT CCCCAC CR peA\GACAAGTCGGCGCAGGAGAGCGANGANGAGGTGAAGGACA
24701130 -
droGri2|lscaffold 15112:385491- GAGTCAAEZ—\ACATGAACTACTACCCAGCAAGCAECCG——TG‘G‘—m————=——CEAT—G ----- ATTTATGEEEEEEE - --- - — S LIV I I N - - ERGlee T THEIEICA G C e G ANA AT CHGCGCAGGAGAGCGANGARNGAGGT@AAGGACA
385636 +
droAna3l|lscaffold 13266:13167633- GAGTCCAAGAAECATCTAZ—\CTACTZ—\CCAGCAAGCAGCCAG——T' ———— CGCTHCATTIGA - - |- TC[HieATTRINE - - - - - EEEE - - ——-- —-—--EEEEAACCATARATEEEEEEE AACAINATIACATTGTINE® - -- - - e Ecr i AT cRGclicARNGAGAGCGACGACGAGGTEAAGGACA
13167779 -
droBipl|[scf7180000396730:761523- ’EGAGTCCAAGAACATCTAAETACTAECCAGCAAGCAGCCAGE——Tm ———————— licETTclN------------GENe----- AATTCTGREEEEE e ———- - - — - B AATAGAAACTREEEEEINA A AJICATCCATTATIE® - - - - - - TCIGEINSEVAA [feln [efe C Sl NI NI Ne T [e)-NeleI NeleFNelehi VNI NI N
761664 +
droKikl|lsc£7180000302386:304722-
304870 +
droFicl|lscf7180000453948:865308- [EGAGTCCAAGAACCAMCTHAACTACTACECCAGCAAGCAGCCAGCE- - TECIEr\A RE et el ¥-Xel et S ilel. VACE 5 1
865457 +
droElell|[scf7180000491214:3230912— [EGAGTCCAAGAACCAMCTHAACTACTARBICCAGCAAGCAGCCAGE- - TCIEINeHA Gl X\ (L p el
3231058 +
droRhol|[scf7180000779932:135852- GAGTCCAAGAACCACTEAACTACTACAGCAAECAGCCAG——TGAGE————@TAA=0—AG ————— AATTCTGREEEEEE - ——-- - - — - B A GTATTAAGGREEEEEE - CL\TEA T T ClliA G C R e i G A CAARNT CGGCRIC AGGAGAGCGACGACGAGGTGAAGGACA
135997 +
droBialllscf7180000302292:525697- ’EGAGTCCAAGAACCACTAACTACTAECCAGCAAGCAGCCAGE——TGAGM———— ATAWTTATTT TATTAAATEEEEEEE [SIfel N ThiiA TENCIS A G C R eTel~ el A C AARNT CGGClCAGGAGAGCGACGACGAGGTIAAGGACA
525843 +
droTakl|lscf7180000415820:90788~ GAGTCCAAGAACCACTAACTACTACCAGCAAGCAGCCAG——TGG————@—ETM—E —————— TAATATCTAJANTATGTAIINACTCCAAGT S CRE e e e e B VAR Xe Cleh SNA G C R etein el A C A AR Cl8G Cl{CAGGAGAGCGACGACGAGGTGAAGGACA
90936 +
droEugl|{scf7180000409462:746744- [EGAGTCCAAGAACCAMCTHAACTACTACECCAGCAAGCAGCCAGE--TCI YA\ - LN~~~ TG~
746887 -
|dm3 lchr2or:7737879-7738026 + | [BeacTccancanccalcTGAACTACTAREBCCAGCAAGCAGCCAGE- — TN |
larosim2|2r:8443207-8443354 + lasi_19333|@cacTCccanGAACCARICTGAACTACTARECCAGCAAGCAGCCAGE- - T/HaNe |
droSec?2|scaffold 1:5289610-5289758

GAGTCEAAGAACCACTGAAC TACTAIECCAGCAAGCAGCCAGE- - TC/Ea Ny

|droYak3|!§R: 9213320-9213467 -

droEre?2

scaffold 4845:18056520-
18056666 -

Generated: 09/08/2015 at 10:37 PM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_31:765304-765457
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_31:765303-765457
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_103.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:16993098-16993252
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_53.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004822:208360-208503
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:5390240-5390386
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:24700984-24701130
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15112:385491-385636
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:13167633-13167779
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396730:761523-761664
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302386:304722-304870
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453948:865308-865457
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491214:3230912-3231058
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779932:135852-135997
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302292:525697-525843
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415820:90788-90936
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409462:746744-746887
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:7737879-7738026
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:8443207-8443354
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_19333.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:5289610-5289758
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:9213320-9213467
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:18056520-18056666

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 97 |scaffold 3:6409910-6409974 - | confident | Canonical miRNA ||intergenic

Legend: mature star [\S)nzl(d 81N 1111911 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 18 19 20 21 22 23 24 & | | |
Size Condition 6410000 6409950 6409900
Genomic Position
Hairpin partition - Sense -# Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
intergenic
No Repeatable elements found
mature ||star
1. scaffold 3:6409844-6409866 -
2. dpe 97 scaffold 3:6409911-6409933 -
3. scaffold 3:6409978-6410000 -
Sense Strand Reads
hide 3p reads “ show mid mismatch reads “
M042
MO21 V050 V057 v042 V1ii1l
TTACAAAATAATCAATAAAACAATCAATATCGATAATTTTATAATCGTCGATATAAAATCGTTGGTATTAATTTTTAATCAATAACACAATCAATATCGATAATTTTATAATCGTCGATATAAAATCGTTTGTATTAATTTTTAATCAATAACACAATCAATATC female
Read # Hit Total embryo body |head head embryo male
R e e A I T N N N O 1)) IIININ)) . IIINND) D)) )N))))))))) L. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k** sjze Mismatch Count Norm Total body
.................................................. -0V N 2 o el e 1N X 2~ 1 105.00 105 84 17 0 3 1 0
.................................................. AT AT AR A AT C G T T GG T AT T & o v e v e e e e e e e e e e e e e ae e e aee e e aae e e aeeesaeeeeaeeeeeeeeeeeeeeeaeeeeeeeeeaeeeeneeesneeennannnnaa19 0 1 27.00 27 18 1 6 0 1 1
.................................................. AT AT A AR AT COT TGO T AT TR s+ v e e e e e e et e e e et e e et e e e e e ee e et e e et ee e eee e teee e eeeeeeaeeeeeeeeeaeeeaeeeeneeeenaanennaa 2l 0 1 18.00 18 18 0 0 0 0 0
.................................................. AT AT A AR AT CG T TGO T AT T A A . .« . ottt et et et e et e e et e e e e e e et ee et e ee et eee e eee e eaeeeeaeeeeeeeeeaeeeeaeeanaaeannanennaa22 1 1 10.00 10 10 0 0 0 0 0
.................................................. AT AT AR AAT CG T TGO T AT TR .+ e v e e e e e e e e e e et e e e e et e e et e e et e e ettt ettt et e e st e st et e et et e e e 20 0 1 10.00 10 5 3 2 0 0 0
.................................................. AT AT A AR AT CG T TGO T A T T A . . . . it ittt e e e e tee et aee s tee e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeneeeeeaeeeenaanennaaas 23 2 1 8.00 8 5 3 0 0 0 0
.................................................. 0N N N o el e - N~ S ¢ 1 7.00 7 7 0 0 0 0 0
.................................................. AT AT AAAATCGT TGG T AT T A A T B A . . . . ..ttt ittt ettt te e et tee et eee e teee e eeee e etee e taeeseaeeeeeeeeeeeeeeeeeeeaeeeananenaaa 25 3 1 5.00 5 5 0 0 0 0 0
.................................................. AT AT A AR AT CG T TGO T AT T A AT B A . .« o et et et e e e e e e et e e et e e et ee et ee e et ee ettt e tee ettt et et e teeeetaeeeinanennaa. 24 2 1 4.00 4 4 0 0 0 0 0
................................................... VNN o] € e e 2 a0 23 BN O 1 3.00 3 0 3 0 0 0 0
.................................................. AT AT A A A AT CG T TGO T AT T A A T . & o v e v et et e e e e e e et ae e et ae e e e aee e aaeeeeaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeenneeennanennaaa23 1 1 3.00 3 3 0 0 0 0 0
........................ (070N 0N 2N N0 0 BN O 3 2.67 8 0 5 1 1 1 0
........................................................................................... CAATATCGAT AR T T T TATARTC G . + v v et e et ee e e eee s eeeesseeessaneeseaaaeeaeeennanaaaa23 0 3 2.67 8 0 5 1 1 1 0
................................................. AT AT A A AT CG T TGO T AT T e v v v v e e e e e e e e e e e e e e e et e e e e e e e e e et e ee e et ee e e tee e e teeeeeeeeeeaeeeeaeeeeaeeeeaeeeenaneennaneaaa 20 0 1 2.00 2 2 0 0 0 0 0
.................................................. AT AT A AR AT CG T TGO T A T T A A T T . .« v ettt e e e e e e e e ee e e aee e e ee e aeaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeaneeeaaaas 25 2 1 1.00 1 1 0 0 0 0 0
.................................................. AT AT A A A AT C G T TGO T AT+ & e v e e e e e e e e e e e e e e e e e e e e e e aee e aae e eeeseaeeeseeeeeeaeeeeaeeeeaeeeeaeeeeaeeeeaaeeanannanaa 18 0 1 1.00 1 0 0 0 1 0 0
..................................................................................................................... ATATAAAATCGTTTGTATTAAT .« v vt v tee e eeeeeeennnennaaa 22 0 1 1.00 1 1 0 0 0 0 0
..................................................................................................................... ATATAAAATCGTTTGTAT T . o v v e v e e eeeeeseeeeannnaannaa 19 0 1 1.00 1 0 0 0 1 0 0
.......................................................................................... TCAATATCGATAAT T T TATARTC G e « v e e e e ee e tee e seeeeseaeeeeneeenaeeeeaaeennaaaeaa 24 0 3 0.67 2 0 1 0 0 1 0
....................... TC A AT AT COAT AR T T T T AT ARTC G e+ v v v e e et e e e et e e e e e e e e e e e e e e e et ee e e e e e e ee e et e e et ee e et ee e e eee e e tee et teee et e teeeeeaeeeaeeetaaeeineneennneeaa 24 0 3 0.67 2 0 1 0 0 1 0
........................ A AT AT C AT A A T T T T AT ARTC & o v e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e ee e e e e e ee e e ee e e eee s eeeseeeeeeaeeeeeeeeeeeeeeaeeeeeeeeeeeeeeeeeeenaneennnnnaaa22 0 3 0.33 1 0 0 1 0 0 0
............................................................................................ AATATCGATAAT T T TATAATCG e« e e e et e e et ae e e teee s taeeesneeesnaaeesnaneennnaenaaa22 0 3 0.33 1 0 1 0 0 0 0
........................................................................................... CAATATCGAT AR T TT TATARTC . v v e e et e e e e et tee et tee e eteeeeeaeeeeaaeeeaanennaneeaa 22 0 3 0.33 1 0 0 1 0 0 0
......................... NN ol e N - X 2 o 22 R ¢ 3 0.33 1 0 1 0 0 0 0
Anti-sense strand reads
AATGTTTTATTAGTTATTTTGTTAGTTATAGCTATTAAAATATTAGCAGCTATATTTTAGCAACCATAATTAAAAATTAGTTATTGTGTTAGTTATAGCTATTAAAATATTAGCAGCTATATTTTAGCAAACATAATTAAAAATTAGTTATTGTGTTAGTTATAG
Read # Hit |Total
khkkkhkkkhkkkhkkkkhkkhkhkkhkkhkkhkhkkhkkhkkhkkhkkhkkhkkhkkkxk ( ( ( ( ( ( ((. (((. (((((((((((_ (((((((((. ((( .............. ))) .))))))))) .))))))) . ) ) )) . ) ) ) ) ) ) ) ) ) )) L. kkkkkkkkhkhkkkhkhkkkkhkhkkkkhkkkkhkhkkkkhkhkkk| g ze Mismatch Count Norm Total

No data available in table

Show Alignment With Reads‘

Re-alignment of all predicted orthologs

Species [Coordinate ID Alignment

droPer?2|scaffold 3:6409860- |dpe 97| TTACAAAATAATCAATAAAACAATCAATATCGATAATTTTATAATCGTCGATATAAAATCGTTGGTATTAATTTTTAATCAATAACACAATCAATATCCGATAATTTTATAATCGTCGATATAAAATCGTTTGTATTAATTTTTAATCAATAACACAATCAATATC
6410024 -

dpb 2:23634820-23634984 TTACAAAATAATCAATAAAACAATCAATATCGATAATTTTATAAT CETCGATATAAAATCGTTGGTAETAATTTTTAAT CAATAACACAATCAATATCGATAAT TTATAAT CETCGATATAAAATCGETGTAT TAATTTTTAATCAATAACACAATCAATATC
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PASS/FAIL

crit.star

crit.loop

crit.mor

crit.half

crit.total
crit.pairing
crit.top3
crit.tptop3
crit.uri

crit.back
rescue.total
rescue.dominant
rescue.known
rescue.confident
rescue.candidate
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:6409860-6410024
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:6409844-6409866
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_97.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:6409911-6409933
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:6409978-6410000
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:6409860-6410024
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_97.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:23634820-23634984

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 112 scaffold 5:4988605-4988667 - | confident||Mirtron |intron

IPTSi iR Rigmismatch in alignment _

Predicted structure

Small RNA-seq Read Density Read size distribution

Total Reads
50 100
Fraction

0.4

0.2

Total Reads

50 75 100

25

Condition-specificity

phyloP LRT conservation scores

Conservation

! III g —
\
- -I '
| | | | Jd ] o S § o
| I | I |

o
I | I . .
4888700 4888650 4988600 4988550 o @ Qz}(\ @
P >
Genomic Position 18 18 20 o1 o0 & N I | | |
Size Condition 4988700 4988650 4988600 4988550
Genomic Position
Hairpin partition - Sense -8 Antisense Mature Star
Hairpin partition Mature Star
dpe_112_annot [-18.2]
Show Alternate Folds H
Flybase annnotation
intron [Dpen\GL25587-in]; CDS [Dper\GL25587-cds]; CDS [Dper\GL25587-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
V057 M021 V050 V111 V042
TCACGTTCCCCAAACATCACTTTGATGCTGGTTTCATCATTACCGCTTTCGTGAGTCTATTGAAT TTTCCTGTGACATCTCTTTGTAATGGAAAATTCTTTTGATTTATGTAGATCTGCGCGGCCTTGGGACGGGCCGTGAATGTGTATCCCTTGTCCTGGTT female
Read # Hit ||Total body head embryo head male embryo
R e e L N N N O 1)) e ))))) D)) ) et ))))))) L Rk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* gize Mismatch Count Norm Total body
........................................................................................... AAAATTCTTTTGATTTATGTAG ¢« v e v vt et ettt e te e et te e teeiaeiaenaenaennenaen 22 0 1 102.00102 78 9 4 9 1 1
.................................................. GTGAGT CTAT TGAATTTTCC . « ¢ e e e e e e e e et et e e e e e e e et e e e e et e e e e et e e e e e teea e e taeneaeeaeneeeeaeneeaeaeneenenenneaas 20 0 1 38.00 38 12 9 5 4 6 2
........................................................................................... ARAATTCTTTTGATTTATG . « « v et e et et e e ettt et et et te e iaeiaeaenaennenae. 19 0 1 13.00 13 0 1 12 0 0 0
........................................................................................... ARAAT TCTTTTGATTTATGT ¢ e e v e e et e e eeea et e e eneeacaeneeaeneneenenenaeaas 20 0 1 7.00 7 3 2 0 2 0 0
............................................................................................ AAATTCTTTTGATTTATGTAG : & ¢« e et et te e et e eeeeee et e e taeaeaenaenaenaena 2l 0 1 6.00 6 6 0 0 0 0 0
........................................................................................... AAAATTCTTTTGAT TTATGTAGH .  « v it i it e i e e 231 1 2.00 2 0 1 0 1 0 0
........................................................................................... AAAATTCTTTTGATTTATGTAGA . « « ¢ e e e oeeee e e ea e ta e e ecaeeaeeaeeaenaennennanaaa23 0 1 2.00 2 0 0 2 0 0 0
............................................................................................................................. TTGGGACGGGCCGTGAATGTGT ¢ v v o v v v v e evnen 22 0 1 1.00 1 0 0 0 0 1 0
........................................................................................... AAAATTCTTTTGAT TTATGTAGAR. - ¢ ittt et e it ittt 241 1 1.00 1 1 0 0 0 0 0
............................................................................................... TTCTTTTGATTTATGTAG . + ¢ e e e et et ettt et e et e et teea i eiaeaeneaenen.. 18 0 1 1.00 1 0 0 0 0 0 1
............................................................................................. AATTCTTTTGATTTATGTAG . « ¢ v v et et et ettt e et et ea e eiaeaennenaenae. 20 0 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
M042
AGTGCAAGGGGTTTGTAGTGAAACTACGACCAAAGTAGTAATGGCGAAAGCACTCAGATAACTTAAAAGGACACTGTAGAGAAACATTACCTTTTAAGAAAACTAAATACATCTAGACGCGCCGGAACCCTGCCCGGCACTTACACATAGGGAACAGGACCAA female
Read # Hit |Total body
R R e e e N N N O O 1)) e ))D)D)))) e ))))))) L Rk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk* gize Mismatch Count Norm Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species | Coordinate Alignment
ldroper2|lscaffold 5:4988557-4988717 -|dpe 112|TCACGTTCCCCAAACATCACTTTGATGCTGGTTTCATCATTACCGCTTTCEECACTCTA=TTGAA==========—====== =7~ TFCCOTGTGACATCTCTTTGTAATGG==AAAAT - === === ——————————————————————_________ TCTT-—--T-TGATTTATGTAGATCTGCGCGGCCTTGGGACGGGCCGTGAATGTGTATCCCTTGTCCTGG |
ldps l4_groups5:488286-488446 - ldps_109]lTCACGTTCCCCAAACATCACTTTGATGCTGGTTTCATCATTACCGCTTTCETCAGCTECTAS T T GAAS =SS S s SE EE E e S S i T G TGACATCTC T TTGTAAT GG = AAAAT - === === === - ____———________=- TCTT-==—T-TGATTTATCTAGATCTGCGCGGCCTTGGGACGGGCCGTGAATGTINTATCCCTTGTCCTGG |
droWil2|scf2 1100000004577:2571121- THACGTTCCClAAACATCAWTTTGATGCEGEET TCATHATIACRGCET THETNACTEIN I NNThAA NN e - BTN —— - T-TelT T ThTHTAGA TCTGCGCGClT TGGGcccclc TAA TG T TAT CCT TG TCRTGG
2571281 -
drovir3|scaffold 12963:14698075- TiacrrccccaancaTcaAlrTGATGCTGETTCATIA TIIACCGC T T THCHNACT e TN~ ===sasassaaaees TCAAALCANTANAJNT PN Vel [ VXS NI - el - DT - — —fT - TR T T TR TP AGA THT GCGCGCRT TGGGACGHGCHGTHAATGT@TATCCTTGTCCTGG
14698235 -
droMoj3|lscaffold 6500:17627223- TcacrTicciargcaTcaAlTTEcATGCRGCETTCATRATRACAGC TT TCETCACHE N AA======sosooaaooanaas AR - - - - ——————————— [ — - —-FEGGTGTAAATAATATTTTCATRRAAATAACT TG - - - - EEEI T ARINT T CINGIIA Y NINNIIeIelele T ele T i~ EleFNle T/elel T /i C IVl ClU:telel Tl » INelehNele
17627380 -
droGri2|lscaffold 15126:1868129- NI Ne A T[S VAC/NNT A Tl i Xielehdele Chilii TN I A [NSIofele Gl T el /A el el A e N A TATATAATATATATATATANAE CITA - - - - - - - - - - - — - — - — - — - — - TA- - — - - TTEEEEE e 7 7 by ST I - PR - I TN T NATAG A TRT GRG CliG CRYeIT GGGACGIGCCGTIAATGTGTATCCITTGTCCTGG
1868299 +
droAna3|scaffold 12916:8572270- TiAcCETTCCcleardcaTcaAfljTTTGATGCEGGATTHA THA TRACIlGC TT TG CACTH I T == AR A A T T AT - - - G A 2 A ClN A A T T A oo oo o e e e - - —[g- i M\TliTGTAGATCTGCGCfEGCldeTGGGACGRGCCaT@paGTGTATCCCTiITCCTGG
8572425 -
droBipl|scf7180000396535:1089826- THACET TiiccaaacATCARTT TGATECRGGRATTCATHA TR A CGC TT THC G AC T I T AnlCEEIlIGA i ettt T T AAT TREA A TR - - AGEEEIA CRUIT TAATIIEIININehVelslele C/elelc A A e T ole c /el Tl CEVAC Rl T :Xidelelehilii ~ ifelelilele
1089981 -
droKik1|[scf7180000302473:486009- THACET TCCCCANECACACTT TGATGCTGGT TTCATCATACCGC TT TC M N AG T C T N A A = = o e e e e N N T e — AlelA B — — PN ———————— T GATTA T R GA A T CTiN-—--F-rclirrTfsiTAc A TC TG e T TeGGACGlGCcCGTGAREGTGTATCCCTTIATCCTGG
486160 -
droFicl|scf7180000453815:362261- TiacETTccccanldcaTcacTTidcARGCGETTCATHA TIA CllGC TT THEH  AC T T A AAS S sssss e s s s e e A-AEShliTA
362419 -
droElel|[scf7180000490970:242361- TacETThcccangcaTcaTTcARGCRGGRT TA TCATRA CNGCidr TcETCACTTA- T T A= - -~ AAlATA
242522 -
droRhol|scf7180000780014:189901- TiacldTTicccadcaTcaAlTTTeARGCRGGRT THATCATNA CR\GC T T TCOT R C TR T
190060 -
droBialllsc£7180000302422:2777643~ TiacErTccccaancaTcalrTcABGCEccRTTCATCATIIACRGC T T TCEHNACTTASLNTIAR
2777807 -
droTakl|[scf7180000415104:133001- Tcac@rTijcccangcaTcafjrrldcaccEccTTiATCATIIACRGC TTTC O AC T T A= T Tl === CTAJIATT
133157 -
droEugl|scf7180000409463:2115716— THACGTTHicCCAAECATCACTTEGATGCTGGIATTCATIATTACGC TT TC O AC Tl - T T AR = —— === === === == NN e T T el T C i — — i~ —————————-————"—"- CTTTCERAAGCCATTAAREEIC - - ACEEEEL SN TIE B T A C/NELUNelielolele T[ele A AN Slel-Noleleleloteleln  [FXNehieh U N Yeleleli kil » ISIehele
2115875 +
|dm3 lchror:6681343-6681513 - | |zcacBrricccargcarcafjrrrealeclesTrTeaTiaTRR G T T THETNACTIV Y= T T BGCGTTCCCREAAACAGAAREAGTR- —-[IAT T TTHiCHT TIEEN T C A CIN NN TIREISlels T /elele A i T eleh\n [elelelel c/ehie) PNl eh Vel F-Xilsleleh Bl el Nelouele

ldrosim2|21:6455060-6455229 -

rcac@TTiicccan@caTcANTTTGARGCEGGTTTCATIA TRACIAGC T T TG T ARG TEY Y= T T
5 7 iA

EGTTTTCCCRRAAACAGCARRAGTH- AT T T Tilfc TTililiT CAC/NEIN Ti¥elelele rlelefel n I T ele)\ [eleleleleleli » NNVl el yilelelel i el eleliele

ldrosec2|scaffold 3:2220375-2220535 -

|TcacrriicccangearcafirrreadecBcerrreaTiaTA G TT T ARG T N T T - —===saaas REE S LTS - T - — - T[T T Tl NeAGA ThiTGcociicc cldtic o AlNGI G cC G T@AATGTGTATCCCTTGTCCTGG

ldarovak3|[2L:6231850-6232015 +

droEre?2

scaffold 4929:15591484-

15591645 -

|TcacBrricccangcarcaljrrreaccTecgrTia AT o T T THEH G T CAS T T - - - - = ssssssassaas ccajiaTG EGceTcecccREGAACAACTRRAGER - - AcEEE T ARG T Tililic CAC/NEENN Tj¥elelele T elefel A I n eI} Elelelelelelier V- el ¥el ¥-Xieleleh iehue GNele
TcacETTiicccanldcaTcAlTTTGARGCTGGETTCATHATIACIGC TT THEH  AC T TAS T TiyAR====sssssssssenees alliiTC [N el (NN NN X - - - T- T T T TS XSAGA THT GCGCHGC CRATENGGARGGGCCGTGAATGTGTATCCCTTGTCIETGG
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crit.pairing

crit.tptop3

crit.back
rescue.total
rescue.dominant
rescue.known
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rescue.candidate

PASS/FAIL

crit.star

crit.loop
crit.mor

crit.half

crit.total

crit.top3
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:4988555-4988717
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:4988557-4988717
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_112.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group5:488286-488446
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_109.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004577:2571121-2571281
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:14698075-14698235
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:17627223-17627380
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15126:1868129-1868299
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:8572270-8572425
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396535:1089826-1089981
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302473:486009-486160
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453815:362261-362419
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490970:242361-242522
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780014:189901-190060
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302422:2777643-2777807
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415104:133001-133157
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409463:2115716-2115875
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:6681343-6681513
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:6455060-6455229
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:2220375-2220535
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:6231850-6232015
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:15591484-15591645

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}
dpe 116 |scaffold 5:245848-245920 + ||candidate-rescued | MiRNA || 5pUTR
Legend: mature star (183 iB e (BTN T T _
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
o = o -
i \ = semoEm o0e
| o =
o w
D
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@ 8 w
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w0 %]
8 - - g o - -
o S & 5
—_— c T -
o < _% ® %
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E o — w
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— L & 8 o
o - oy - —
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o = % o
a
| I | | - — < o o = .
245,800 245,850 245,900 245,950 o I I I I & R .
. g ‘S\
Genomic Position 21 00 23 o4 ¢ | | | |
Size Condition 245,800 245,850 245,900 245,950
Genomic Position
Hairpin partition - Sense -#- Antisense Mature
Hairpin partition Mature
Show Alternate Folds
Flybase annnotation
utr5 [utrS_plus 2731]; utrS [utr5_plus_2732]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M042
MO021 V042 V111 V050 V057
TCAATCCAGTTTCGATTGGTTATTGTGGAAGGTCGGTCGACCGGCGTGTGTAAGGGAGTGATAACAAAAATTAAGAAAAAATCCAAAAAAATAATTCAATATTTGTTAACTCTTTCCTTGCAGAAACTAAGCGAACAAGAAGGAGGCTTTAAGGAGTAACCAAGAACCTATGC female
Read # Hit Total embryo body embryo male head head
dek ok ek ke ke k ek ke ke ke (L (e (OO COCCCCCCC (e e (e e e e e e e e 1)) INININ NI ... ) ))) L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k*k*x |gize Mismatch Count Norm Total body
................................................................................................... TATTTGTTAACTCTTTCCTTGCA .« v e e te e e e e e e e e e ee e eeeieeneenaenaenaennenae 23 0 1 40.00 40 39 0 1 0 0 0
................................................................................................... TATTTGTTAACTCTTTCCTTGCAG . « « e e v et ee e et e e e e eeeaeaeaeneenaenaenaeneen.. 24 0 1 18.00 18 17 0 1 0 0 0
..................................................................................................... TTTGTTAACTCTTTCCTTGCAGH . « ¢ v v ettt et et ie e ie e ie e i eie i 231 1 8.00 8 6 2 0 0 0 0
................................................................................................... TATTTGTTAACTCTTTCCTTGC « « e v v e e ee e ee e et e e et ae e ie e eeeieeieeneenaenaenaen.. 22 0 1 5.00 5 4 1 0 0 0 0
................................................................................................... TATTTGTTAACTCTTTCCTTGCAR. « - ottt ettt e e e et et ei e 241 1 3.00 3 3 0 0 0 0 0
.................................................................................................... ATTTGTTAACTCTTTCCTTGCAG . « « « e vt ettt eeeeeeaeeaeeaeeaeeaeneeneenaenaen. 23 0 1 3.00 3 2 1 0 0 0 0
..................................................................................................... TTTGTTAACTCTTTCCTTGCA . « v e et e e ee e te e e e e e e e ie e eeeeeenenaenaenaenaenaan 2l 0 1 2.00 2 2 0 0 0 0 0
................................................................................................... TATTTGTTAACTCTTTCCTTG . « v e e v et ee e ae e e e e e e eae e eiaenaenaenaenaenaenaen.. 2 0 1 2.00 2 0 2 0 0 0 0
................................................................................................................................................... TTTAAGGAGTAACCAAGAAC...... 20 0 1 1.00 1 1 0 0 0 0 0
...................................................................................................... TTGTTAACTCTTTCCTTGCAG  « « v e v e e ee e e e e ee e eieeeeieeneeneenaenaennen. 2l 0 1 1.00 1 0 1 0 0 0 0
................................................................................................... TATTTGTTAACTCTTTCCTTGCAGA . « e v e e ee e et e e e e ee e eaeeaeeneenaenaenaenaen. 25 0 1 1.00 1 1 0 0 0 0 0
..................................................................................................... TTTGTTAACTCTTTCCTTGCAGH . « ¢ o e ot teee et e et ie et ee e ieen e 23 1 1 1.00 1 1 0 0 0 0 0
..................................................................................................... TTTGTTAACTCTTTCCTTGCAG . « e v e e te et e e e e e e e e ee e ee e eieeieeneenaenaenaen 22 0 1 1.00 1 0 1 0 0 0 0
..................................................................................................... TTTGTTAACTCTTTCCTTGCAGA . « ¢ v e et et te e e e e e eaeeneenaenaenaennenaenaenaea23 0 1 1.00 1 1 0 0 0 0 0
................................................................................................... TATTTGTTAACTCTTTCCTTGCH.  « v vttt ettt et e e ee e 231 1 1.00 1 1 0 0 0 0 0
.................................................................................................... ATTTGTTAACTCTTTCCTTGC « & e v e et e te e te e e e e e e e ee e ieeieeneeieenaeneenaenae 20 1 1.00 1 0 1 0 0 0 0
Anti-sense strand reads
M042
M021 V057
AGTTAGGTCAAAGCTAACCAATAACACCTTCCAGCCAGCTGGCCGCACACATTCCCTCACTATTGTTTTTAATTCTTTTTTAGGT TTTTTTATTAAGTTATAAACAATTGAGAAAGGAACGTCTTTGATTCGCTTGTTCTTCCTCCGAAATTCCTCATTGGT TCTTGGATACG female
Read # Hit |Total body | embryo head
Jekdkdokdkdkk ok ko dkdkkdkkdkkdkddkkdkkdkkdkkr (L. (e CCCCCCCCCC COCCCCCCCe (e e (e e e e e e e e IIIN)) I o IIIIDID))) ) e i) ) L)) L L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
|droPer2|scaffold 5:245798-245970 + |dpe 116 ||[TCAATCCAGTTTCGATTGGTTATTGTGGAAGGTCGGTCGACCGGC----GTGTGT-AA---GGGAGTGATAACAAA---AA-TTAAGAAAAAATCCAAAA-—-AAATAAT-—————- T——————m—m—m - CAA-=———-- TATTTGT-——-—--——- TAA--CTCTTTCCTTG-—-CAGAAACTAAGCGA-~ACA————A-———————————————— - GA-AG--GAGGC--—--——--— TTTAAGGAGTAACCAAGAACCT--ATGC]|
ldps [4_group1:4971441-4971613 - |dps_3834|THAATCCAGTTTCGATTGGTTATTGTGGAAGGTCGGTCGACCGGC----GTGTGT-AA-—-GGGAGTGATAACAAA- - —AA-TTAAGAAAAAATCCAAAA-—-AAATAAT-——-——- e CAA=—=—=-—=- TATTTGT-——-——-——- TAA==CTCTTTCCTTG===CAGAAACTAAGCGA=~ACA— =~ — A= — == — === GA-AG--GAGGC-——-———— TTTAAGGAGTAACCAAGAACCT--ATGC]|
droWil2|scf2 1100000004585:4878966-||dwi 5418 TREARCCAGTTTCRATTGGTTATTGTGGEAGGTCGGTCGAENNCNING TG T- Al - - -GGG GA TAldC AR A - - - A A T T — — — TTAAAAATGTACAATCTTGACTAAATONVEEEEEE ®ATTTGT---------- TN IGH TS it Tels Clin e Ne GICA CINAC T/ - - - BMCATAACCGCAGAAATAGCAACAACTACAACAACTAC-AAIXEAGE- -AGGAGATAACHACINREE - - - - - - - - - - - -EAnBEXWE |
4879176 -
drovir3lscaffold 13246:2198397- D CAG T T T T TG G T T A T T GG A G G T GG T C e~~~ e~~~ e~ ~ i~ Bl etetetelet ~ ~ ~ ataialette
2198435 -
droMoj3fscaffold 6500:26320838- TR cCAG T T T T TG G T T AT TG G GEA GG TC GG T C o A o e~~~ e~ e~~~ et~ ~ ~ e ittt alaitetel ~ ~ ~ Eialaetete
26320882 -
droGri2|lscaffold 15126:3759889- A CCAGTTTC/dET TGGTTAT TG TGGEAGGTCGGTColRe N — — - --—-—-B- B rlerleife- - ------B - N - - - —— ]
3759938 +
droAna3|lscaffold 12943:3625657- dan 4041 TREARCCAGTTTCIATEGGT TATTGEGCEAGCTCGGTCCA - — — — R T - AA- - ~GGGAGTGATAACAAA-—-AA-TT/AC T CLA ek - - - &ela ThiA
3625803 -
droBipl|lsc£7180000396433:509897— ThARCCAGT T TCRA T TGGT TAT TGEGGEAGGTCGGTCOA - - - - T - AR - — - GGGAGTGATAACAAA---AA-TTAAG T CI\nEA - - -[dn AR
510042 -
droKik1l|scf7180000302643:149850- ThARCCAGTTTCA T TGGT TAT TGEGGEAGGTCGGTCOA - - - - - - - - -WcicAGGCECTERE TIENA IV CEEY NN CINNE - - - - - —[§SARVYNTCCINNNA T A
150009 +
droFicl|scf7180000453842:593651- ThARNCCAGT T TCGAT TGGT TAT TGTGGEAGGTCGGTCGACC - - — - e - A - — - GIAGAGTGAT/EANA A A - - - AR - TR R AR T Cl\a A A A - - -fEAfg TN - - —--
593816 +
droElel|lscf7180000491186:1152341- TEARCCAGT T TCAT TGGT TAT TClEGGEA GG TCGGTCOA L - - — -~ T - i - — - GCEAGTGATAANAAA - - [Na A (e A e L\ el - - - AAATARIN- - - - — - -
1152482 +
droRhol|lsc£7180000771933:31916- ThARCCAGT T TCRAT TGGT TAT TGEGGEAGGTCGGTCOA L - - — - T — I - — - GGIAAGTGATASAAA - - - AR -[FNn A el ci\n elelel - - —fenA TN —- - —--
32052 +
droBial|scf7180000302422:6989066- ThARC CAGT T TCGATTGGT TAT TGlEGEAGGTCGGTCCAC - - — - T -i¥e- — - E¥GAGTGETAA A A8 - - - AR -[Xn A e U Xn ~ 2ol - - —fEAA THAR- — - - — - -
6989201 -
droTakl|scf7180000415708:336730- ThARCCAGT T TCGATTGGT TAT TGEGGEAGGTCGGTCCAC - - — - T - i4e- — - LA GTGATARRAAA - - - AR - [Hen A CTEEEel cifele A i - - - e Ty — - — - - -fg- - - - —————————— Bana--—---—- 2 e iTICEe - - il A IEEE O NET TINA CIN- - -Naac@aGcacaTcaacTT
336870 -
droEugl|lscf7180000409767:196156- TR A CCAGT T TCGATTGGTTAT TCEGGEAGGTCOGTCOA - — — ~ s - LY ey eeleA G TGATAAMAAA - - —[ga - L¥A A LNEEEE T CiJelA T XTel el el - — — — - — 8- — - ———————————- T TATETRT--—-—-—-—- it cT/ellelicidelehiie RO NeT T\ CIAC - - -[\aB- - -BEAACAAGAACT2
196314 -
lam3 lchron:21114469-21114623 + || [fi T SN s A T el bbb Je|Clelel ClNEleh N SIeI ST NG - - - - R~ — — -~ T G~ AN TIN TRV~ 2 [¥NE - - - - - - GG T GIN C TTAAACATGAACAAAATTGACHREIS - --—-- -------BracrcrrrTcTcERTiTicdicE o NeGTGAAGH - - - [\al- - -BcaTAGCAGCTG
ldrosim2|[21:20546305-20546453 + | | TEEARCCAGTTTCATTGGTTATTGTGGEAGGTCGGTCCAC - - - - T - I8 - - -G AGTGATAHARA - - - An - A cle I\ BN - - -[A AT - - - - - - A CARE=--—- AJNEIGACTTACTCCTTTCT TTT TiNeliCI TSGR NG TGAAGH- - -[YAN- - -BECATAGCAGCTG
droSec2|scaffold 18:1032820-1032968 ThARCCAGT T TCRAT TGGT TAT TGTGGEAGGTCGGTCCAC - - — - T - i¥e- — - GAGTGATAGARA - - - AR - BN A e L\ E AN - - —fyA AR —— - —— - R e e CAA====== AJNIGACTTACTCCTTTCTTT T TiNSICIIT TG EEEIONEGTGAAGH - - -[\aN- - -BElcaTAGCAGC TG
4+
ldrovak3|2R:1654704-1654850 - | [TEEARCCAGTTTCRATTGGT TAT TGTGGEAGGT CGGTCGAC i~~~ ~ T -6~ - - NAGAGTGATAECAA NN A -[EEA A C e CAAEAR - - - AR ARREIN- - - - - - . Ban---———- AINGIGAIBTACTC TR - - TR TINTINC LolciUNcE I Nelc T CAAGH - - /AN — BCA TTACAGCTGAA A . —— - B
droEre2|scaffold 4845:3378455- ThARCCAGT T TCLYET TGGT TAT TG TGGEAGGTCGGTCCAC - - — - DT -i¥e- — - GAGTGATAGEAINNNEA A - TTAA el LN AN - — — AAASREYN- —— - ——— T——————m—m—— - clgp-—-——-—- AJACHGEIGTACTCT T - - - - - THA G TR T/Ne G TR A A G - - -\ E - - - B A TAACAGCTGAA A e B - -
3378598 -

Generated: 09/08/2015 at 07:49 PM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:245798-245970
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:245798-245970
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_116.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:4971441-4971613
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3834.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004585:4878966-4879176
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5418.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13246:2198397-2198435
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:26320838-26320882
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15126:3759889-3759938
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12943:3625657-3625803
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4041.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396433:509897-510042
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302643:149850-150009
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453842:593651-593816
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491186:1152341-1152482
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000771933:31916-32052
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302422:6989066-6989201
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415708:336730-336870
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409767:196156-196314
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:21114469-21114623
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:20546305-20546453
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_18:1032820-1032968
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:1654704-1654850
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:3378455-3378598

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 107 |scaffold 13:201345-201406 + | confident || Testes-restricted |intergenic

PSR e igmis match in alignmen: _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
V111 V057 V050 V042 M021
TGTTCTGTGCACTATCTATCGAGGATCACTGTTTCATACGATTGAAGTACTGATAGAGGATGCTTCTCGATTGGTGTATTCGAAAACCAACAGCAAGCCCCCTCTTTCATTACTCCGATCAACCAGTATGGTATCGCAATATTCTGTGAGTGAGGGCTTGTA female
Read # Hit |Total male head head body |embryo embryo
Fokdekdkkkdkdkdkkkkkdkdkdkkdkhkdkdkdkrkrkr (O CCCC- COC OO e e o (e e e e (DD DD S D D D DD I DD D 0 DD D D I kkkkkhkkkkkhkkkkkkkkkkkkkkkkkkkk****** size Mismatch Count Norm Total body
.................................................. I e):NNe):Nele): el ok i el o] X i -3¢ I O 1 34.00 34 20 8 4 2 0 0
.................................................. ie):N:-Xe):Xele)- N leToli i ol o] e -Xi i R~ 3~ SR O 1 20.00 20 10 7 3 0 0 0
.................................................. TGATAGAGGAT G T T T CGAT « + v v e e e e e e e e e e e e e e e e e e e e e e e et e ettt ettt ettt ettt ettt eteeeeteeeeeeteeeeeeeaeeeeaaeenannna 2 0 1 9.00 9 4 2 2 1 0 0
......................................................................................... ACAGCAAGCCCCC T T T T AT Tt v v vttt ettt eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeanae 22 0 1 9.00 9 1 3 1 1 3 0
.................................................. TGATAGAGGATGC T TCTCGAT TGGT G e « v e v e e e e e e e e e e e e e e e e et e ettt ettt ettt ettt ettt eeeeeeeteeeeeeeeeaeaeeeeeeeeeeenaennana 26 0 1 5.00 5 5 0 0 0 0 0
........................................................................................ AACAGCAAGCCCCC T T T T AT e+ v v v e e e e e e e e eeee e eeeeeeeeeeeeeeeeaeaaaaaaaaaaaanaaa 22 0 1 5.00 5 0 1 3 1 0 0
.................................................. ey ey ele N el ol i ol o] -\~ o I O 1 3.00 3 0 2 1 0 0 0
........................................................................................ AACAGCAAGCCCCCTCTTTC A e + v e e e e e e et e e e eeeeeeeeeeeeeeeeeaeaaaaaaaaaaaaaa 2 0 1 3.00 3 0 0 2 1 0 0
.................................................. ie):N:Xe):Xele): el ol i el o] )X i e c 2O~ 2- S O 1 3.00 3 2 1 0 0 0 0
.................................................. TGATAGAGGAT GC T T C T CG AT TGG T+ v v e e e e e e e e e e e e e e e e e e e e et e e e eeaeennsneeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeenenananaaa25 0 1 2.00 2 1 0 0 1 0 0
.................................................. ey N -Ne) NeTel- el okt o o )N o FU P~ | 1 2.00 2 2 0 0 0 0 0
.................................................. TGATAGAGGAT G T T T C G e + v v e e e e e e e e e e e e e e e e e e e e e e e e e e e e e eeeeennneeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeneneennanaaa19 0 1 2.00 2 2 0 0 0 0 0
......................................................................................... ACAGCAAGCCCCC T T T T ATt v vttt ettt ettt ettt e ee e e e ee e ee e e e eeeeeeeeeanne. 210 1 2.00 2 0 0 2 0 0 0
.................................................. TGATAGAGGATGCTTCTCGATTGRA . « . ¢ .ttt ettt ettt e e et e e e et et et et e e et e e e e ettt et ettt et ettt ee e 25 2 1 1.00 1 1 0 0 0 0 0
..................................................... TAGAGGATGC T TCTCGAT TGG T GTAT T x « e e e e e e e e e e s e aaaassaseeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeaaaaaanaaa 27 0 1 1.00 1 1 0 0 0 0 0
................................................... GATAGAGGATGC T T T CGAT TGGT G e « v v v e e e e e e e e e e e e e e e e e e e e e e e e e e et e e e e eeeeeeeeeseseeeeeeeeseeeeeeeeeeeeeeeeeeeeeeea 25 0 1 1.00 1 1 0 0 0 0 0
......................................................................................... ACAGCAAGCCCCCTCTTTCR. « v ot et ettt et ettt et et et e e e e eeeeeaeaeaea 20 1 1 1.00 1 1 0 0 0 0 0
.................................................. ey N -Ne) NeTel-N el oliut ok o el il PP S | 1 1.00 1 1 0 0 0 0 0
.................................................. TGATAGAGGATGC T TCTCOAT TGO TR . & ¢ . ettt e et ettt et e e et e e e et et et e e e e e e e e ettt ettt ettt et ettt e 26 1 1 1.00 1 0 1 0 0 0 0
........................................................................................ AACAGCAAGCCCCCTCTTTCATTERA. . . ..ottt it ettt et e et e e e e eaeaeaeaeaea 26 3 1 1.00 1 0 0 0 1 0 0
.................................................. TGATAGAGGATGCTTCTCOAT T . « . o ettt ettt et ettt ettt et et e e e e e et e e e ettt et ettt ettt et e e 231 1 1.00 1 0 0 1 0 0 0
.................................................. TGATAGAGGATGCTTCTC . - « -« o e ottt et e et et et et e e e e e e e et et et et et e et e e e e e e et 20 2 3 0.33 1 1 0 0 0 0 0
Anti-sense strand reads
M042
V057
ACAAGACACGTGATAGATAGCTCCTAGTGACAAAGTATGCTAACTTCATGACTATCTCCTACGAAGAGCTAACCACATAAGCTTTTGGTTGTCGTTCGGGGGAGAAAGTAATGAGGCTAGTTGGTCATACCATAGCGTTATAAGACACTCACTCCCGAACAT female
Read # Hit |Total head body
************************************. ... (((((. ((((‘ (((. (((((. . ((((((‘ .. ((((( .......... ))))) _)) .)))) . _))))) . ) )) . ) ) )) . ) ) ) )) ...... khkkhkkhkkhkhkkhkhkkhkkhkhkhkkhkhkhkkhkhkkhkkhkhkkhkhkkhkkhkkhkkkikk size Mismatch Count Norm Total

Show Alignment With Reads‘

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

droPer?2|scaffold 13:201295- |dpe 107 |[TGTTCTGTGCACTATCTATCGAGGATCACTGTTTCATACGATTGAAGTACTGATAGAGGATGCTTCTCGATTGGTGTATTCGAAAACCAACAGCAAGCCCCCTCTTTCATTACTCCGATCAACCAGTATGGTATCGCAATATTCTGTGAGTGAGGGCTTGTA

201456 +
dp5 XL _grouple:8362989- |[ldps 3831 |[TGTTCTGTGCACTATCTATCGEGGATCACTGTTTCATACGATTGAEGEACTCATAGAGCAISCTTCTCHATTGGTGTATTCGAAAACCARCACCARCCCLNCCTCTTTCATHACTCCGATCAACCAGTATGGTATIGCAATATTCTGTGAGTGAGGECT/EcTA
8363150 -

Generated: 09/08/2015 #AFEFFEM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:201295-201456
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:201295-201456
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_107.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8362989-8363150
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3831.html

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 621 |scaffold 10:2074216-2074272 + | candidate |Mirtron |intron

Legend: mature star [ izt 811 ity a1 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position o0 21 20 ¢® @ | | |
Size Condition 2,074,200 2,074,250 2,074,300
Genomic Position
Hairpin partition -~ Sense - Antisense Mature
Hairpin partition Mature
Show Alternate Folds H
Flybase annnotation
intron [Dper\STIP-in]; CDS [Dper\STIP-cds]; CDS [Dper\STIP-cds]; utr5 [utr5S plus 824]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads “
M042
V057 V050 V111
CAACACAAACAGACCACGGGGGCGCCACAGCAAACATCAACAGATTTATGGTAAAGATATTCTTTCTTTTGGTTTCAAAAAATCCTCAAGAAAAAACCTCTTTCTAGGCAT TTGGGCGGACGACAGTGACGAGGAGGGCCCCGGTGATGGTGGCGGC female
Read # Hit Total body head head male
ek ok e ok e ok o ok ok ok e ok sk ke ok e ok sk ke ke ok e ok ke ke ok ek ke ke kol k(. (e (e e (e e e e 1) 2 )))))) L)) L)) ))) L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 5jze Mismatch Count Norm Total body
..................................................................................... TCAAGAAAAAACCTCTTTCTAG . « + e e v e te et te et e e et e et eieeaenaenen. 22 0 1 44.00 44 43 0 1 0
..................................................................................... TCARGARAARACCTCTTTCT ¢ & e e e e et e e e e ea e ae e eeneeneeaeeneeneeneennenaeaae 20 O 1 20.00 20 13 5 1 1
..................................................................................... TCAAGAAAAAACCTCTTTCTAGH. ¢ ottt ettt e ettt ittt et e e e 23 1 1 5.00 5 5 0 0 0
..................................................................................... TCAAGAAAAAACCTCTTTCTA . ¢« o e ettt ee e et e e e e eaeeneeaeeneeneeaeennenaeaae 2l 0 1 3.00 3 3 0 0 0
...................................................................................... CAAGAAAAAACCTCTTTCTAG  « « e e v e e ee e e e et et et te e te e ta et eaeeneeneea. 20 0 1 3.00 3 3 0 0 0
..................................................................................... TCAAGAAAAAACCTCTTTCTAR. Lo i i i i i i i e i e 22 1 1 1.00 1 1 0 0 0
..................................................................................... TCAAGAAAAAACCTCTTTCTA. . .o i e 22 1 1.00 1 1 0 0 0
Anti-sense strand reads
M042
M021
GTTGTGTTTGTCTGGTGCCCCCGCGGTGTCGTTTGTAGT TGTCTAAATACCATTTCTATAAGAAAGAAAACCAAAGTTTTTTAGGAGT TCTTTTTTGGAGAAAGATCCGTAAACCCGCCTGCTGTCACTGCTCCTCCCGGGGCCACTACCACCGCCG female
Read # Hit |Total embryo body
de ok ok e ok ok ok e ok sk ke ke ok ek ko ek ke ke ke ke ke kol k(.. (e (e e (e e e 1) 2 )))))) L)) L)) ))) . kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk** 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droPer2|lscaffold 10:2074166-2074322 ||dpe 621 [[CAACACAAACAGACCACGGGGGCGCCACAGCAAACATCAACAGATTTATGGTAAAGAT——————————————— A---TTC---TTTCTT-TTGGT--TTCAAA--—-AAATCCTCAA-——————————————————————_______ GAAA--———————————~ AA---A---CCTC-TTTCTAGGCATTTGGGCGG-——---~- ACGACAGTGACGAGGAGGGCCCCGGTGATGGTGGCGGC-——————~-
+
dp5 l4_group4:3056464-3056620 + |dps_1668[[CAACACAAACAGACCACGGGGGCGCCACAGCAAACATCAACAGATTTATGGTAAAGAT -~~~ ————————-—~— A---TTC-—-TTTCTT-TTGGT--TTCAAA—-—-AAATCCICAA—————————————————————_________ GAAA——————-——————- AA-—-A---CCTC-TTTCTAGGCATTTGGGCGG-——--—~ ACGACAGTGACGAGGAGGGCCCCGGTGATGGTGGCGGC-——————~-
droWil2|scf2 1100000004521:8469408- carpriiaaacacAcCECGlcccEcAEaccArgcAcA A AT T TATGG T AN SN - — - — - — - — - — - - - T - — i~ i~ i~~~ — i — — === === TG T C T CTGT TCAT T YN e TTTARTTGTGTITRGI TNl TINElelelele 8 T GG GG T/NENINEINGINETeR - - - - - - - — - Iel\aeleln A lelelCleICREEEE
8469555 +
droVir3|scaffold 12963:3760424- caacaiiracaclgccaccciiccecacacangcadcaacallarrradecTAn oA - - - ———————- ANE-TTEY- - - Rl CEN - T T GRT — - [ S NOL. VA A A TRE T AA — = — = ————————— - BT T bRy - -A-—-peTi T EeAGGCAT TTGGGCGG-——— - - accacacEcaciiaficaceccgXeciNc AN ccccoah--------
3760580 -
droMoj3|scaffold 6500:14214183— FAACAEAAACAGCCACGEGECGCCAEACAAECATCAACAEATTTATGGTA@A ——————————— - N N B e RV IAACAAAATTGTAGAATEEEEEET TAATTAA - - - - EEEE T ekl -l - Tl TleTfiTAGGCATTTGGGClG - - - - - - aflcacacTeaciiaficaceccgNNccEcr g ccoch-—-—-----
14214338 -
droGri2|lscaffold 15252:3266367- carpiaiinaaildcaccacoeccciicrladcaaacaTcAldcaa TR TARGGTAA AN - - - - - - - - ———- aGCAAA R C- - - A-CAA-AATTI--GT TR T G T - - — - - — - e T T TCAAT Tttt e [epp]- — - —— - —- EEYe- - —pE b EYeC - TTTC@AGGCATTTGGGCG--—--- aplcacacecacrficANNccEaXeccic A s cocl- - - —----
3266527 -
droaAna3|scaffold 12916:11166866- FAACZ—\AACAGCCCGGGGCGECACAGCAACACAECAGATTATGGTA ——————————————— GTCCHICREREC - - -Ji- CCli- AT Til- - T TR G T - - - — - — - T e T I TCATGATTT - SRR B~ —-A- -l TCTAGGCATTTGGGCHG-—---- agcacacecalgcaceacccececilcrccdNciNe - - - —- - -
11167022 -
droBipl|scf7180000396572:824624- TINATE T TINNCINE /e Glefe T ele T Slele A FNSIN C T NG GIG/SING A TN CITAC/EIEiRNAC T G CEEE I\ccci{-BTTAC- - -ficClii- AGTRER- — - —-EEEE— - C—-——— - - R e C I T GAA TEEEEEEE —-— - TTACATTTTTTTTH- T e T CGGRA LTIy Nele TINTlNelelele A CREEIE AllGAEAGEGANGAGGA GG ClaaNG GG AE G Gl — — - — - — -
824778 -
droKikl|scf7180000302389:332507- caacaifeancaclgcclccldeciiccecaEaciddecacaEcacat@radecrerder e - - --------—- -BGEcliTTAGC---AccCl- AN TR - - C T TR T - — - — - — BT - - —-TGATAATATAAATHTIEENTGCA T TRIENIG CI NI Nl clelclolclemima aflcacaccalEcaceacilccldeccclcaEcceToeClE¥Y- - —-—- -
332671 +
droFicl|scf7180000454023:19549- canleileraclcleccleccldcciicclecarcealdacaldcaldcacarradecTan g - - - -—-—-—-—- GAGGIRNEEEC - - -G-GCG- TINATN- - - - -EEEE - - — - — - — - - - EEEEEEEE GCCAGATEEEEEE T TGAT TAGCCl - R - - - - -pcTi\- TdeleacccaTldTGGGCGG- - - - - - aflcacacEcalEcalloacilccldeaicclcaEccleciicee--—-----
19705 +
droElel|lsc£7180000491024:422827- caacaiferacldcldcciicaiiceidccecacacealgacadcaacacarEraldce g g e X N N N N - O T - - - i L~ — -~ I —— - —— eI ————— T TGGT T AGT N AN - cTiN-rrfdesacccAaTTTGGGCldG- - - - - - ACGACAGEGAEGAGGAGRGCEECc GGG cEscclddddasee
422999 -
droBialllscf7180000302422:3926452- caacaiferaclcldccldcciicciiccecaldacealdgcalcaacacatEradcerigndealy
3926608 +
droTakl|scf7180000415871:500698- caacriferaccleccllccldccceclecaEaccaldecacaldcacatEradccTieaddee
500855 +
droEugl|scf7180000409004:276099- caacAiiirACEclecclEcclicccececaEaccdecadcaldcacaT@radecrlea e gye- - - ----—- - e - - T e T T- e LT e — — -~ R
276252 -
|dm3 llchr21:5721195-5721345 + | |caacr e AlfScEC cBccRecccccaEaccadacalicancacaT@raBce T AN THE- - --------- - N ___ B B _______ e TGCCGCGAAREEE TTTCTTTCTI VY G- -B- - -Actl-1@rEracciATTTGGGCGG- - - - - AT ININE TN Ne~ B G T/elelClACEle Cleleln Ac T RE———
ldrosim2|21:5526108-5526257 + | |caacaiferalfdcaccccliccccccaEaceanEeaicancacaT@iraBceTAEA TN - - - - - - - ---- - AT - B - Bc- - T GCCGAAAREE T AGT T T T TGl e - B Tl T EAGCHATTTGGGCGG- - - ——- AfcacacEcagcaccachciEecccEcAEccRccMGH -----—--
droSec2|scaffold 5:3800248-3800398 caacaiferaildcacclcciicaEccecaacealdecadcaacacar@radecTalfea THE - - - - - ----—- - T - - I - - - - E—— - ————- T GCCGGAA R T T A T T T T T T - -B---Icri-rrrfeeacciaTTTGGGClG - - - - - - aflcacaccalEcaceacicildeacccAEcclcc ¥\ c - - - - - - -
+
|drovak3|21:13470288-13470437 - | |caacaf8racBcEccliccliccececcaiaccddacalicancacat@iraBiceTAMENATHE- - - - - ------ An-EECIEcE. ____ N ____Ec______EEEN _________ e GGCCAGAA BN 2 712GV - -B- - -AcTl-TTEIE¥AGGCATTTGGGCGG— -~~~ TN NE I NI e R ST G Clele NG C Clele - AlcloT——
droEre2|scaffold 4929:5811578- caacaifeaaclclEcciicciiccccecaEaciddecadcaacacat@radecT A gNe - - -------—- - T T C- - - i - — - - E——— = === GCCGAGATREEEE T TAGT TAGA YN e N - --cTi- TS GGRA T TTGGGCGG- - - - - - aflcacacEcalEcaceacicildecccAEcReeccilce - - - - - - —-
5811727 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:2074166-2074322
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:2074166-2074322
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_621.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:3056464-3056620
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_1668.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:8469408-8469555
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:3760424-3760580
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:14214183-14214338
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:3266367-3266527
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:11166866-11167022
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396572:824624-824778
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302389:332507-332671
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454023:19549-19705
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491024:422827-422999
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302422:3926452-3926608
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415871:500698-500855
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409004:276099-276252
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:5721195-5721345
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:5526108-5526257
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_5:3800248-3800398
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:13470288-13470437
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:5811578-5811727

ID: Coordinate:

Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}]

dpe 114 | scaffold 22:369157-369224 - |confident | Mirtron |intron
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Predicted structure

Small RNA-seq Read Density Read size distribution

Condition-specificity Conservation
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369250 369200 369150 369100 o | | | | | | ]
Genomic Position 19 20 21 22 23 24 | | | |
Size Condition 369250 369200 369150 369100
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
intron [Dper\GL15832-in]; CDS [Dper\GL15832-cds]; CDS [Dper\GL15832-cds]; utr3 [utr3 plus 8424]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
V050 V057 V042 MO21 V111
CCCGCTAGAAGTGTGCCTTAAATGGCTACGAAAGGAACTACACGAAATTGGTAAGAGGTGAACACATACTTATT TGGATCCCGTTAAGGGCTAATAATGTGTGT TAAATTTCTTACAGACTGTCT TAAAATCGAGGACGTTGCACTCCCAGCGAAGACATTTCTGCTG female
Read # Hit |Total head head body |embryo embryo male
Jek ok e sk ke sk ke sk ok ek ok ke ko ok ek ok ok ke ok ke sk ke sk ek ek ke ok ok (L (CCCC CCCCCCCC COCCC CCe - (... 1)IIINIIIDDIDIDDDDD)) L)) ))))))) . hkkkkkkkkkkkkkhkkkhkkkhkkkhkkkkkkkkkkkkkkkkkkkkkk*k*k*k** gjze Mismatch Count Norm Total body
.............................................................................................. TAATGTGTGTTAAATTTCTTACAG . ¢+« e v vttt et e te et et e e et te e te e eiaenenneen. 24 0 1 27.00 27 10 12 4 0 0 1
.............................................................................................. TAATGTGTGTTAAATTTCTTACA . « ¢t e ettt ta et ee e et eae e eaeeeaeenaeanaennae 23 0 1 23.00 23 6 3 6 7 0 1
.............................................................................................. TAATGTGTGTTAAATTTCTTAC . &+ e v v e et e e ettt et e e et et e ee e eieeaenaennas 22 0 1 10.00 10 6 3 0 0 0 1
.................................................. GTAAGAGGTGAACACATACTTATT . « . et ettt ettt ettt et et et et et et ettt et et et te e e te e eaeaeanenaennennennan. 28 0 1 7.00 7 1 1 0 0 5 0
................................................... TAAGAGGTGAACACATACTTATT . ¢ v e e ettt e e e et e e et e e e e e et et e e e e e e e e e e e e et e e e e e e e e e et et et e e ettt 230 1 4.00 4 0o 2 2 0 0 0
.............................................................................................. TAATGTGTGTTAAATTTCTTA . « & e e e e e et e e e e e e e e e eneaeeneeneeaeeaeaneeaenaa 2l 0 1 4.00 4 4 0 0 0 0 0
............................................................................................... AATGTGTGTTAAATTTCTTACAGH. . . oottt i e i i i ii e 241 1 3.00 3 102 0 0 0 0
............................................................................................... AATGTGTGTTAAATTTCTTACAR. .. i i i i i i i it et eeeee 23 1 1 2.00 2 0 0 1 1 0 0
................................................................................................................................ AATCGAGGACGTTGCACTCCCAGCGAA. ..o vvvu..... 27 0 1 1.00 1 0 0 0 0 1 0
..................................................................... TTATTTGGATCCCGTTARGGG  « « + ¢ v v e e e ettt ettt e et et et e e et et et et et te e ee e eiaeiaenaenaenae 2l 0 1 1.00 1 1 0 0 0 0 0
............................................................................................... AATGTGTGTTAAATTTCTTACA . « « v e vttt eue e ee e et ie e iae e ineeeneeanaeaneennae 22 0 1 1.00 1 1 0 0 0 0 0
.................................................. GTAAGAGGTGAACACATACTTA . &+ ¢ et ettt et et e e et et e et et e et e e et et et et et et et et te e et eeeeeaaeaaenaeaaenaenaeaa 22 0 1 1.00 1 0 0 0 0 1 0
.............................................................................................. TAATGTGTGTTARATTTCT « & e e vt ettt e et et et et ee e ie e eiaeaenaenaennann. 19 0 1 1.00 1 0 1 0 0 0 0
.............................................................................................................................. AAAATCGAGGACGTTGCACTCCCAGCGAA. . o vvvevn.... 29 0 1 1.00 1 0 0 0 0 1 0
................................................... TARGAGGTGAACACATACTTAT . « o et v ettt et e ettt et ettt et et e e e et e e ettt e e e e e e et et et ettt ittt ettt 220 1 1.00 1 0 1 0 0 0 0
.................................................. GTAAGAGGTGAACACATACT .+« vt e ettt e et e e et e et e e e et et et e e e et e e et et et e e e e e e e e e e 200 1 1.00 1 0 0 0 0 1 0
............................................................................................... AATGTGTGTTAAATTTCTTAC . & ottt e e te e et et ie e et ie e e eaenaenaennennana. 2l 0 1 1.00 1 0 1 0 0 0 0
.................................................. GTAAGAGGTGAACACATACTTAT .+ ¢ e e vttt et ettt e e et et et e et e e et e et et et et et et et e et ee e e eeenaenaenaenaeaae 23 0 1 1.00 1 0 0 0 0 1 0
Anti-sense strand reads
V057
GGGCGATCTTCACACGGAATTTACCGATGCTTTCCTTGATGTGCTTTAACCATTCTCCACTTGTGTATGAATAAACCTAGGGCAATTCCCGATTATTACACACAATTTAAAGAATGTCTGACAGAATTTTAGCTCCTGCAACGTGAGGGTCGCTTCTGTAAAGACGAC
Read # Hit Total head
Jed ok e ok ke ok ke sk ke sk ok ok ek ok ke ok ek ok ok ke ok ke ok ke ok ke sk ek ke ok ok (L (CCCCC CCCCCCCC COCCC CCe o (... 1)I)INIIIDDIDIDDDDD)) L)) ))))))) . hkkkkkkkkkkkkkhkkkhkkkhkkkhkkhkkkkkkkkkkkkkkkkkkkkk** gjize Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
|droPer2|scaffold 22:369106-369274 -ldpe 114 [[CCCGCTAGAAGTGTGCCTTAAATGGCTACGAAAGGAACTACACGAAATTGETAACACCTCAACAC AT === ACTTAT---—--———- T —— -~ GGATC———————————————————~— CCGTTAAGG--—-GCT-———————————————————————————_ AAFA-=--ATGTCTCTTAAATTTCTTACAGACTGTCTTAAAATCGAGGACGTTGCACTCCCAGCGAAGACATTTCTGCTGC]
dp5 XL grouple:9832576-9832744 (dps 86  [[CCCGCTAGAAGTGTGCCTTAAATGGITACGAAASGAACTACACGAAATTGGIAAGAGCTCAANACSAT ===as ACTTAT------—--- BT GGATC——-————————————————- CCGTTAAGG--—=GCT-—==—=—————————————— AATA----ATGTGTGTTAAATTTCTTACAGACTGTCTTAAAATCGAGGACGTTGCACTCCCAGCGAAGACATTTCTGCTGC
+
droWil2|lscf2 1100000004909:9139794- T[f€AANTEENNA C T Cleleln IINVNNEIE A ST A CIVNNEE AT T TI T[S ENNTe el VAT a A A/ T TTAD N - EEEEEE ————— - A - - R T  — — — — CACAGAREEICTTATGTATGE- - —-—-—- - EEE — - cATEATACAREEITATERE - - -INTTTA - - - [N CIIT/AT|RENS BING NN T A8CSiligNG T Cile Cia A T[ehiG T®\A cGEn/Na alEciNA CINENTATACAT
9139964 -
drovir3|scaffold 12970:7630166- Bl acAR TG TEC T TAAA TININTRINAR A A GGlE A T[SRIARGAA AT T BT ARCSC Y Y X N gy AT == — T Gl e AT A - - — - - T e — - — - CCTAT T2 cTTEEE- - -I\acGC- - - GTRTIlIC T TililA A AINAT/NEIATINE A INGINGliG c TS Al COINSIN T2/ A A ACCA T IR TIT AN TS
7630329 -
droMoj3|scaffold 6482:2058412- CCGETGAAGTETECCTTAATMTAEAA@GEAETEAEGAEATTGGTAAG‘—AE—— —————— GTATCACTGACCAACAGCAGT TTGGTCAGT TATAGT AT T-- - - - R - ———— B — —ETATCTAREEETATEATTCATTTTT TR - - - TTTTA- - -WANTHATINT AlA TAIFATINEA TNl GE GG Cc THENe A lic ClNTEANA A A ClA T IS TITACT T
2058616 +
droGri2|scaffold 15203:6986556- ‘CC@TGA@TETEGTTAAATTEGAAAEGTEAEGAAATTGGTAAGEGTEAA—AT —————— TCAATTC - - R e — — — — AAATAATTTREEEEEEEEE e — — - — AR ATT A TATRER- - - -FEEE - — - - — - -licTeTilicGalT TN Tilc cleilaNGIGHE c T[N A fic cONese 22 2 A /A T TINGIEN TJiTACAS
6986714 +
droAna3|scaffold 13137:1019359- e - A AT AINNA G TA T ANAN TS T T TiiTA TCIN AT G T TG TAINNRRA IV T TCAAA TN GC G TIEEE T BerTall-—----———- A e A T T T CCN T R - - — i~ ————————————-——————————- TR - —-acacG- - -ji- - Thilir T Tilic il (e el Nehle C Sl LI VNN~ [Nen G Al TT TR C TR T GleA TEVAA G A Gl TR T GliT G
1019514 -
droBipl|scf7180000395390:1446-1600 ele 2 - i TN G TA T A NG TIMWEE TiiT G T CINAEGIN T T TG T ARNATHAE VAT T AR TIVAS cE ThlABEEEE — - — 2 A e e — A T T I e G----———-EE - — - CAAT AN S ATREE - - -INTCER- - —- - CR TTTTTECAGAETGCTTAAAATCEAGECET@CCAGEAA@ATTTETET\
-
droKik1l|sc£7180000302698:50022- GecARTENNEA A¥ele AliCINAGIREE TiCA TINNAA B GI TG CAINISNNNIA el T TETEAA T TTC TR -BEEEEE ———— - - A TG - - R e e — — — — CTAAAATTA R e — — - — AACTTTAREEETATAATTCARERITTTATT - - - GAA - - - cENec AT Tiliia Tl T T/NER T AINSRNCINYNEC A TSN T Silife T C TiiG G AINEA AINNE IS Tl ehi A A JlElS
50194 -
droFicl|lscf7180000453495:521053— e AR T e c e A NN CE TIAA C I A GG TG T TR T[NV NA i) VIATACGTGCTTAT U TGTGACA - — R = —— — - 1 R - ————— B - -BATTTTATAAGATARATACARERTTTTTTGANATCA - - —[i- - - JEIAT THAR TG T[-NEIN T ilehReh N CIN Yol » NI hilii T XS C Glela T/e2 AN T TilGehiA A iAo
521227 +
droElel|scf7180000491182:2011-2173 [T T Ne c A e A A [NV XReE TR A TN YA AGATG TG T TN TEMA il GCETEAA TTGC AR N - GCGGACCEEE - - R e - —— B 2 A 7 A A G - - - - TTAAA A e TT TR - -TAAAA- - - - - — -l TCCCIN TR T NEN T ile CSlICEVNXTel~ [NIeI Tkl T NS C 28l Cleln APV R TIGINGHA A A S
droRhol|scf7180000779395:18559- TRV E cANE T AN CIY YRR T A TN N S AT TG T NN NiA B e T \CATACATATAN T \ARSAAR GGlrlg--—-----------—-——-—- A--—-———-EEE- — -EEAGTT
18724 +
droBialllscf7180000302126:754343- (ARREA H NN cEe T ARCACAC e iic T TN A AT c R A el icccTCTCAN A TAR G R — - - - TTCTT Tt~ D —— - ——-—-—-—--——-—--- ASAARTRTAACGAETH
754506 -
droTakl|lscf7180000413933:24391- FCCGETEGAAGEGTGETEAAAGGCT@AAAEG@AAEGAATEGGTAAA—AE —————— eiglc-—-—-—-— - - G-—-—-—- - - -CGATTT
24544 -
droEugl|sc£7180000409008:1363112- CCGETEGAA@TGETEAAGGETAAAAEGEACAEGAATEGGTAG@TEAM—AT —————— ChpTh-—- - - - - —- AlSA AJENAT/CEEEA — |
1363264 -
|dm3 lchrx:16255030-16255197 + | lccceiirficaacTEr ciirRaaaRc T ARNA ABRACEANENCc ARG A2 A TG ET AR FICHTFIAATNT AT === = e [l e - —----—-——————————————_ e CACAAAA TG - — - — ATAT T T A R rATRRE- - -HATGA - - -l TlcTTlic AR C N TiNehiA NCIN N Ne A A S T TSNS A T[S A ClEa AlCE S TR kel A lels]
ldrosim2|x:15365160-15365333 + lasi_12559|BccerficaacTrchiaTRa ABEccHT ARA AT e C ANGA A A TGO T AR CE N A ATNAT T == e e ————————- - A T 2 A --——-TAATAA A ATATAAAATA-—----- - - - ATATT T R A TR - -aTGA - - -lTlTHCTATlic ARSI rilehiA NCEEN e A A S T TN A T[S A ClEn AlCE S TR Cleh¥el A lels]
g:p@&sgggﬁfﬁ e | ”ﬂe&a cailcz 22 e G TAAIGGIT VA A AN -ITN_ B ____ AATA A AT - -IATGA- - - T THCTIATIGA GG @:\E . Ao ATISACEAR mf*pr:r*l
droYak3|X:10376325-10316496 + *CCaoh A G AR TG GT ARG Aﬁ—AT L GATGE |- — S _ __ _ 2\ T2 AT A G SN ___ 5 77 777 2 E A _ e N T iy (o T SSASTIEIAC T THCAG AR TS TIAT TISA A A T CRIARG ARG T TRHC A CINC CLYSIGIN A AIE Ry T TTC T GRT GC
droEre2|scaffold 4690:10842418— Sele A AN TP Cl{A T AIAINNACRIE A BN T TIN G Al TG TAI T TIEA IV VT TE TA TG GGAD NIRRT - — - — - - GTGGATG. - - e — - —— - CATAAAAGGEEEEEEEEEE - ———— - — - AT AT T T2 e TATEENE- - - TATGA - - - CT TIlCCIATIlIA SR T[S NERN TNl A I CINYNNE A /NA SN TSl T I N6 A T T A T/EA AINNE IS il C[Slelehiele
10842585 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_22:369107-369274
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_22:369106-369274
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_114.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:9832576-9832744
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_86.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:9139794-9139964
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:7630166-7630329
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6482:2058412-2058616
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:6986556-6986714
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13137:1019359-1019514
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395390:1446-1600
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302698:50022-50194
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453495:521053-521227
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491182:2011-2173
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779395:18559-18724
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302126:754343-754506
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413933:24391-24544
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409008:1363112-1363264
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:16255030-16255197
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:15365160-15365333
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_12559.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_17:72547-72720
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:10376325-10376496
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:10842418-10842585

ID: Coordinate: Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}]

dpe 1260 scaffold 25:785688-785758 - | confident|| Mirtron |intron

Legend: mature star [oit e Nl Rl gt mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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785800 785750 785700 785650 o | | 1 @ < @*‘3‘ @
. -, & N\
Genomic Position 19 20 21 22 23 24 25 26 27 & ! | I |
Size Condition 785800 785750 785700 785650
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dper\GL26753-in]; CDS [Dper\GL26753-cds]; CDS [Dper\GL26753-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M042
V057 V050 M021 V042 V111
GGCCGGTTGCGTGGCCTTGTTCGATCTGAGGAGCCAAAAGGAGATCT TCTGTGAGTGCCTATGTCAAACCCAATGCTGGGCGAGCGCCGTCTAATTGGGTTCACCTTTTCCACTCACACAGCCAACAATGAGCATCCCGAGGTGATACAGTCGGCCAGTTGGCGCGAGGAT female
Read # Hit |Total body  head head embryo embryo male
ded ok ek ek ke ke ko ko ko k ke ok ok (((((( (..., COCCCCCCe - COCe(.. ... NI e ))))))) ... Kkkkkkkkkkkkkkkkkkhkkkhkkhkkhkkkkkkkkkkkkkkkkkkk*kk*x* gjze Mismatch Count Norm Total body
................................................................................................... TTCACCTTTTCCACTCACACAG « « + e e e et et et ee e e e e ee e eaaenenaeneneeaes 22 0 1 39.00 39 23 7 8 0 1 0
.................................................................................................. GTTCACCTTTTCCACTCACACA . &« v et et e te e et e et e e en e aeneeaeaenneaeneea 22 0 1 12.00 12 6 5 1 0 0 0
................................................................................................... TTCACCTTTTCCACTCACACA . « « vt ettt tete et e et e et ie e eaenenaeaeneeaes 20 0 1 7.00 7 4 1 2 0 0 0
................................................................................................... TTCACCTTTTCCACTCACACAGH . « o ¢ ot ittt ettt ittt ettt ee e 23 1 1 6.00 6 0 2 3 0 0 1
.................................................................................................. GTTCACCTTTTCCACTCACACAG . « « « e e e e teta et te e et e e ea e eaeaenneaeneaae 23 0 1 5.00 5 4 0 0 0 1 0
................................................................................................... TTCACCTTTTCCACTCACAC . & vt vt et e te e et e e eae e eeeaeneeaenenaeaeneeaes 20 0 1 3.00 3 0 1 0 2 0 0
............... CTTGTTCGATCTGAGGAGC « « ¢ v e e e e et et et et et e ettt e e e e e e et e e e e et et e et e et e et e e e e e e e et e e e e e e e e e e e e e e e e e e e et 190 1 3.00 3 0 0 0 3 0 0
.................................................. GTGAGTGCCTATGTCARACCC . ¢ e v vt et et et e e et et e e et et et et e e et et e e et et et et et et et e et teen et ta e teenenaeaenenaeaeneea 2l 0 1 3.00 3 2 1 0 0 0 0
.................................................................................................. GTTCACCTTTTCCACTCACACAG . . .ottt i e e e e 241 1 2.00 2 0 1 1 0 0 0
.................................................. GTGAGTGCCTATGTCARACC . « ¢ o e e et e e et e te et et et et et et et e e et et e e et et e e et e et et e et e e en et ta et eneneeaenenaeaeneea 20 0 1 2.00 2 1 0 1 0 0 0
....................................................................... AATGCTGGGCGAGCGCCGTCTARTTGG . « v ¢ v v e e e e e et e e e e et e e et et ettt e et e e et eeee e ieiaeneaenenneaene. 2T 0 1 2.00 2 0 1 0 0 0 1
...................................................................................................... ACCTTTTCCACTCACACAG . « ¢ v vt et et e teee e e e en e aeneeeenenaeaenenneaea. 19 0 1 1.00 1 0 0 1 0 0 0
............................................................................................................................................... GATACAGTCGGCCAGTTGGCGCG..... 23 0 1 1.00 1 1 0 0 0 0 0
................................................................................................................................................ ATACAGTCGGCCAGTTGGCGCGA 23 0 1 1.00 1 0 0 0 1 0 0
......................................................................... TGCTGGGCGAGCGCCGTCTARTTGG « - « o v e e e e e et e et eeta e e e eaeaseeeneaeeaeneaeeaeaseeeneaneaeneearaenneaas25 0 1 1.00 1 1 0 0 0 0 0
.................................................................................................. GTTCACCTTTTCCACTCACAR . ¢ ot ittt ettt it ittt ettt ettt e e e e e 20 1 1 1.00 1 1 0 0 0 0 0
.............. CCTTGTTCGATCTGAGGAGCCARRAGGA . « « + e e e et e e et et et et et e e et et e et e e e et e e et e e e et e et e e e e et e e e e et e e et e e e et e ettt e ettt et ettt 28 0 1 1.00 1 1 0 0 0 0 0
................................................................................. GAGCGCCGTCTARTTGGGT « ¢« ¢ e v e e e e et et e e et et e e et e e e et et ettt e ettt et 190 1 1.00 1 1 0 0 0 0 0
.................................................................................................... TCACCTTTTCCACTCACACAG . ¢« vt et e et teee e e et ie e iaenenneaenenaenea 2l 0 1 1.00 1 1 0 0 0 0 0
................................................... TGAGTGCCTATGTCARRCCC « & ¢ e e e et e ee e e e e e e e et e e e e et e e e e e et e e e e e e e et e e e e e e e aeneeeeaeneaaeaeneeaeaenneaanaeaa 20 0 1 1.00 1 1 0 0 0 0 0
.................................................................................................. GTTCACCTTTTCCACTCACA .« et e ee et e et e e e eee e eneaaeaeneeacaenneaenenaa 20 0 1 1.00 1 1 0 0 0 0 0
.................................................................................................. GTTCACCTTTTCCACTCACAC . ¢ & e e e e e et ee e e e e e eee e eneaeaeneeaeaenneaenanaa2l 0 1 1.00 1 0 0 1 0 0 0
..................................................................................................... CACCTTTTCCACTCACACA . « et et et ettt teea e e e e ee e eeaenenaeaenenaeaen. 19 0 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
V042
CCGGCCAACGCACCGGAACAAGCTAGACTCCTCGGTTTTCCTCTAGAAGACACTCACGGATACAGTTTGGETTACGACCCGCTCGCGGCAGATTAACCCAAGTGGAAAAGGTGAGTGTGTCGGTTGT TACTCGTAGGGCTCCACTATGTCAGCCGGTCAACCGCGCTCCTA
Read # Hit Total embryo
Je ke ok ok ok ok ko ok ok ok ke ke ke ok sk ke ke ok ek ke ke ke ko (((((((... ... ... COCCCCCCe - (... MIININININI)) e ))))))) ... kkkkkkkkdkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*** gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droPer2|scaffold 25:785638-785808 [ldpe 1260[|GGCCGGTTGCGTGGCCTTGTTCGATCTGAGGAGCCAAAAGGAGATCT TCTEECACTECCTATG--= == =======-oooooooooooooooooooooneaes TCARACCEAATGCTG-————————————— GGC--—--—-- G----AGC------ GCCGTCTAATTGGGTTCA-CCTTTT———————————-—————————— CC-A-CTCA----CA---CAGCCAACAATGAGCATCCCGAGGTGATACAGTCGGCCAGTTGGCGCGAGGAT
dp5 XL _groupla:6527963-6528133[dps 2543[GGCCGGTTGCGTGGCCTTGTTCGATCTGAGGAGCCAAAAGGAGATCTTCTEEGACTGCC-TATG-———————————-————————_— - TCAAACCCAATGCTG-—-————-—-——-- GGC-—------ G----AGC------ GRCGTCTAATTGGGTTCA-CCTTTT——————————=————————————- CC-A-CTCA----CA---CAGCCAACAATGAGCATCCCGAGGTGATACAGTCGGCCAGTTGGCGCGAGGAT
+
droWil2|lscf2 1100000004401:904031- T/fea e Ve T eEllerele A Clichli T NSNS Ne C G T GISNGEVNEISTNSE A el clii A/ EhiT T TEA/ A CAT TT TR e E e b fekel- - - -—-------- ————————————— - _EEGCA TR - —-—-—-- -GGTE---TcceTGET TieliA - - I CCA Tl G T T - - — - =—=—ETE———————CAGCEAACAATGAGCATCCGAGGTEATACAETCGGCCAGTTGGCGGAGGA
904195 -
drovir3|lscaffold 12928:4070365- GGCGGETolc TG CeTT TCGA T Tl esC CARAAGGAGATC TTCTCTCACT, Y-l ———————————————————————————————-——— - [lealdaclecarTceTly-------------- Ncl--—------ B-—--E--—--- e — R 1 T(eleY.Xeh E Y-XeL.X & VX et JeTele N BT N T N - LV el - — —ffe- - - CAGCI\AACAATGAGCATCCEGAGGTGATACATCGGCCAGT TGGCGCGARGAT
4070529 +
droMoj3|lscaffold 6359:662123- cecccldrocToccdrdr TecaTiITiescEeccArAAGGARATC T TCTETCACT NECI XAV === e T T e G — — = = = = = = = = = = = — eleleA T TCGAAT-TGTA---ACTGTA e TAATIl- GA-CACGIG—C T T - — - - St et it B-B-crcil----cle---caccilaacaarcalcarccceaceTilaTiicaARTcBcccacdTeceGilcacGaT
662289 +
droGri2|lscaffold 14853:596522- Bc-lg-cldile----le---caccilaacaarcaceacclde o tilaTacaAR T coclicACETGGCGCGAGGAT
596685 -
droAna3|scaffold 13335:2206581- Ciy-fd-Reica--— - EdiAGCAACAATGARCATCCl§GAGGTATACAGTCGGCCAGTTGGCGCGARNGAT
2206743 -
droBipl|scf7180000393717:38592- cC-py-fyecle--—-ffs-—-cacclrACAATGARCATCCl§GAGGTMATACAGTCGGCCAGTTGGCGCGAGGAT
38753 -
droKik1l|lscf7180000302610:412331- GCCGGTGEGTGGCCTTTCGATCTEAGACCAAAAGGAGATCTTCTGTGAGT@—‘—————— ciy-[&-Efehle- - - -ffed---cacclaacanTcallcarccccaceTeaTicaldTrccccacrecececalicaT
412496 +
droFicl|scf7180000454072:707233~- ScciiceTTocTeccidTTTCcoATC THACEACcAAAAGGAGATCTTC T T ACT NN Al v - B - - — -~ ACATATGTGEA SRR W----AGC------ e T TN I - - TCGGG T T T - - - - B pc-2-[irfels----clg---cacclaacaarcallcaTcclicAGGTGATACARTCGGCCAGT TGGCGIGAGGAT
707396 -
droElel|lscf7180000491006:1296775- GCCGGTGCGTGGCETTTEGATCTEAGACCAAAGGAGATCTTCTGTGAGT@—EA E—E—cm———ﬁAGcAACAATGAGCATcccGAGGTGATACAGTCGGCEAGTTGGCGCGAGGA
1296956 -
droRhol|scf7180000763611:421203- [BGCCGGTTGCGTGGCHETTTHGATC TACAccAlgarGeAGATCTTC TETCACTINC ATl e E-b-[felcle-— - —clg---CcaGCEAACAATGAGCATCCCGAGGTGATACAGTCGGCCAGT TGGCGCGAGGAY
421362 +
droBial|sc£7180000301760:1902349- EccceedreceToccfdTTreccaTcTACHAccArAAGGAGATCTTC TETCACTILN \-[CAllel e - Tie- - - —clg---CAGCEAACAATGAGCATCCCGAGGTGATACAGTCGGCCAGT TGGCGCGAGGAY
1902510 -
droTakl|scf7180000415873:314726- GCCGGTGEGTGGCCTTTCGATCTEAGACCAAAAGGAGATCTTCTGTGAGTEG—TA ——————————————— CACT T T T G e - - S ¥Xe— — - — - — - — B----—--- -2GAR---ATCTGTAAT AR A - I -C- - - — - —ClHT - — - - et ettt RS Teile- - - —Cliy- - -caGCcErAcAAEGAGCACClgGAGGTGATACAGT CGGCCAGT TGGCGCGAGGAT
314888 +
droEugl|scf7180000409095:29002- GCCGGTTGCGTEGCTETTEGATCTEAGACCAAAAGGAGATCTTCTGTEAGTM—EA e Tie- - - —Clg- -~ CAGCHAACAATGAGCATCCCGAGGTIATACAGT CGGCCAGTTGGCGCGAGGAT
20162 +
am3 llchrx:6700788-6700963 + | [Becced@recereccgr@rTecarcTgacEaliCAARAGGAGATIT TCTEICACT NN\ SASE Ty EE-[S-Eqekge-———f4A-— - CAGCEEAACAATGAGCARICCCGAGGTGATACAGTCGGCCAGTTGGCGCGAGGA
ldrosim2|x:6303630-6303792 + | [Becced@irclicreccigr@riiicaTcEacEAlcAAARGGAGATIT TCTETICACTIN NN [SA T els & sy~ — -~ - CAGCEAACAATGAGCARICCCGAGGTGATACAGTCGGCCAGTTGGCGCGAGGAR

ldrosecollscarfold 4:95128-95200 - | GTGGC GTGAGT"““—EA ———————————————— TTTCCTE =T
ldarovak3|[x:2668188-2668347 + | |€cccecgreceTecciferigrTcearcidacia CCAAAAGGAGAT.‘TTCTGTGAGTH—‘ C AT R CTTTTT =

TTEGH -——- ———CAGQEAACAAIGAGCAECCCGAGGIGAIACAGTCGGCCAGTIGGCGCGAGGAE{
--H——-— ~-—CAGCgAACAATGAGCATCCCGAGGTGATACAGTCGGCCAGTTGGCGCGAGGAT

15629029 +

droEre2|scaffold 4690:15628870- GCCGGITGCGTGGCT TTRGATCTEAGEABCCAAAAGGAGATIITTCTETCACTEL N FeA e ===aaaso oo - - -y ---------- —————————————— A A A TEEEEE

——————————————————————— ERy-fe-fyelcle- — - —j§A---CAGCEAACAATGAGCATCCCGAGGT®ATACAGTCINGCCAGTTGGCGEGAGGAT
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_25:785638-785808
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_25:785638-785808
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_1260.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:6527963-6528133
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_2543.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004401:904031-904195
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:4070365-4070529
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6359:662123-662289
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:596522-596685
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13335:2206581-2206743
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000393717:38592-38753
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302610:412331-412496
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454072:707233-707396
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491006:1296775-1296956
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000763611:421203-421362
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301760:1902349-1902510
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415873:314726-314888
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409095:29002-29162
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:6700788-6700963
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:6303630-6303792
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:95128-95290
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:2668188-2668347
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:15628870-15629029

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 123 | scaffold 4:6935884-6935939 + |confident | Canonical miRNA |intron

Legend: mature Star [t e cd LR gt S mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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6,935,850 6,935,900 6,935,950 o | | | | | | | | AS @ @ & o »
. s & @
Genomic Position 19 20 21 22 23 24 25 26 & I I |
Size Condition 6,935,850 6,935,900 6,935,950
Genomic Position
Hairpin partition - Sense —# Antisense Mature Star
Hairpin partition Mature Star
dpe_123_annot [-21.5]
Show Alternate Folds
Flybase annnotation
intron [Dpen\GL17765-in]; CDS [Dper\GL17765-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads H
MO042
V057 V111l V050 V042 M021
GTTGCCTGCCTGCCGTGCACCAAATCTTCACTAATCCACAATGAAATTCCTTTCGCTTGCCTTTGTCCTGGGCCTGATGGCGGCTCTGGCTAACGGTGAGT TGAGACAAAAATATATAAAAGTGTATTTARATTTAATTATTATATTTATTTGTGT female
Read # Hit Total head body male head embryo embryo
khkkhkhkkhkhkhkkhkhkhkhkhkhkhkhkhkhhkhkhkhkhkhkkkhkkkkhx . (((((((((((. (((. ((. ((((( ....... ))))) .)) .))) .)))))) .))))) .............. khkkkkkkkkkkkkkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkktkktdx*x| gjze Mismatch Count Norm Total bOdy
.................................................................................... TCTGGCTAACGGTGAGTTGAG . « ¢ v v e v e et et eee e eie e et enaeeiaeenaeenaeenaeeea. 2l 0 1 28.00 28 13 3 11 1 0 0
.................................................................................... TCTGGCTAACGGTGAGTTGAGA . « e ettt et e tae e tae e ee e iie e iae e iaaeeaeenanea.. 22 0 1 17.00 17 6 3 6 2 0 0
.................................................................................... TCTGGCTAACGGTGAGTTGA . + ¢« v v et e e tee e eee et ee e ee e eie e eiaeeaeenaeena.. 20 0 1 6.00 6 2 2 1 1 0 0
.................................................................................... TCTGGCTAACGGTGAGTTGAGAC . « « ¢ e e et et et ee et eneeenaeeeaeenaeeeaneeaa23 0 1 4.00 4 0 2 1 1 0 0
................................................... TTCGCTTGCCTTTGTCCTGGGC ¢ v v e v v e e e e e e et e e e e e e e e e e et e e e et e e et et et et et et ee et e ie et et eiaeaennee. 22 0 1 3.00 3 0 2 0 1 0 0
.................................................................................... TCTGGCTAACGGTGAGTTGAGH. . . . - o i i i e 22 1 1 2.00 2 1 0 1 0 0 0
................................................... TTCGCTTGCCTTTGTCCTGGG . « v« v e e e et e et e et e e e e et e e e e e e et e et e e e e et e e e ee e tee i eiaeenaeena. 20 0 1 2.00 2 0 2 0 0 0 0
..................................................................................... CTGGCTAACGGTGAGTTGA . &+ e vttt ee e tee et ee e ee e et iee e eie e, 190 1 1.00 1 0 1 0 0 0 0
................................................................................... CTCTGGCTAACGGTGAGTTGAG . « -+ e v e e e eeeeeaeeme e neeneeeneenneeeneeenaeenaees 22 0 1 1.00 1 1 0 0 0 0 0
................................................... TTCGCTTGCCTTTGTCCTGGGCC « & v e e v e e e e et ee et e e et e et et e et e e e e et e e e et e e e e e eee i tie e eeiaeenaeena. 23 0 1 1.00 1 0 1 0 0 0 0
..................................................................................... CTGGCTAACGGTGAGTTGAG . « ¢ ¢ e v et ee e tae e tae e aeeaeteaanenaeenneennnenneena. 20 0 1 1.00 1 0 1 0 0 0 0
................................................................ GTCCTGGGCCTGATGGCGGCTC w v v v et e et e et e e e e e et e e e e e e e e e e e e et ee et ie e iie e eie e e 22 0 1 1.00 1 1 0 0 0 0 0
.................................................. TTTCGCTTGCCTTTGTCCT G x « ¢ e e e e e e e e ee e e e e e e e e e e e e e e e e et e e e e e e e e e e e e ne e eaneeaneeenaeenaeenaeenaees 20 0 1 1.00 1 0 0 0 0 0 1
........ CCTGCCGTGCACCARATCT . &« et ettt et et ettt ettt ettt et et e e e e et e e e e e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e 190 1 1.00 1 1 0 0 0 0 0
............................................................. TTTGTCCTGGGCCTGATGGCGGCTCT « v v e v e e e e et e et e et e e e e e et e et et e e e et e ie e eiaeeaeennnenn. 26 0 1 1.00 1 0 1 0 0 0 0
.................................................................. ofo) eletelolok el N el clo]e]e ol o U PP~ X0 B 1 1.00 1 1 0 0 0 0 0
..................................................... COCTTGCCTTTGTCCTGGG ¢ « e ¢ e v e e ue et ae et et e et e e e e et e e et e e et ee et ae e ee e ae e iae e eae e eaeenneenneennae 190 0 1 1.00 1 0 1 0 0 0 0
B oo ol o e ol o7 el e oY o{o)- V.V NN A 20 0 1 1.00 1 0 1 0 0 0 0
.................................................................................... TCTGGCTAACGGTGAGTTGAGACH. - .« oot i i i i eee .o 241 1 1.00 1 1 0 0 0 0 0
......................................................................... CTGATGGCGGCTCTGGCTA L &+ e v e et ettt e et e e et e et e e e e et e e e ee e eie e e, 100 1 1.00 1 0 0 0 0 1 0
......................... CTTCACTAATCCACAATGA . &« e e v et e et ee et e et et e e et et e et e e e e e e e e e e e e e e e e e e et ee e e et et ee e eee e tee e eee e eiaeeaeeneeenaeenaee 10 0 1 1.00 1 0 0 0 1 0 0
.................................................... TCGCTTGCCTTTGTCCTGGGCCTG e &« v v e e e e e et e et e e e e e e e et e e ettt et e et ettt e e et tee et ie e eia e eeaeennneen. 24 0 1 1.00 1 0 0 0 0 0 1
.................................................................................... TCTGGCTAACGGTGAGTTGAGACA . « ¢t e ettt tee et ie e ee e eie e iie e eiaeaeenaeena.. 24 0 1 1.00 1 1 0 0 0 0 0
................................................................................... CTCTGGCTAACGGTGAGTTGA  « « v e e e et eeeeeeeneeneeeneeenaeenaeenaeenaeenaeea 2l 0 1 1.00 1 0 0 1 0 0 0
................................................... TTCGCTTGCCTTTGTCCTGG M « ¢ v v v e e e e et ettt e et e e e e e e et e et et e e e e et e et e e et e te e e te et tie e 20 0 1 1.00 1 0 1 0 0 0 0
............................................................ CTTTGTCCTGGGCCTGATGG - « « ¢ v e e e e et ae e e et e ae e e et e e e e tae e tae e tae e tae e tae e iaeeenaeeaaeennnenneenns 20 0 1 1.00 1 0 0 0 0 1 0
.............................................................. TTGTCCTGGGCCTGATGGCGGCTCT . « v v e v e e e e e et et e ee e e e e e e e e e s e e e eaneeanaeanaeenneenaeenaees25 0 1 1.00 1 0 1 0 0 0 0
Anti-sense strand reads
M042
V050 V057 V111
CAACGGACGGACGGCACGTGGTTTAGAAGTGATTAGGTGTTACTTTAAGGAAAGCGAACGGAAACAGGACCCGGACTACCGCCGAGACCGATTGCCACTCAACTCTGTTTTTATATATTTTCACATAAATTTAAATTAATAATATAAATAAACACA female
Read # Hit Total body head head male
khkkhkkkhkhkkhkhkhkhhkhkhhhhkhkhhhkhkhhhkkdhhkkdkkrx R N I T DI D)Y )OI e dkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k*x*x|size Mismatch Count Norm Total body
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldroper2|lscaffold 4:6935834-6935989 +|ldpe 123|GTTGCCTGCCTGC-CGTGCACC----AAAT-—-————————————- CTT---CACTAATCC—=-——=———=——————————— ACAATGAAATTCCTEECECTTECCTITGTCCTEEECC TGATGGCGGCTICTGEGCTAACGGTGAGTTGAGACAAA-——~A-———————~ ATATA------ TAAAAGTGTAT-—---—=---— TT--A---AATTTAATTATTATA-———-———---— TTTATTTG----- TGT
EE [3:11535110-11535265 + ldps_s88 |cTTEHECTGCCTGC-CGTGCACC----AAAT-—-————————————- CTT---CACTAATCC—=—-——=-——=-—————————— ACAATGAAATTCCTRECECTTECCTITCTCCTEEECC TGATGGCGGCTCTGEGCTAACGGTGAGTTGAGACAAA-——~A-———————~ ATARA------ TAAAAGTGTAT-—---——---— TT--A---AATTTAATTAT[EATA-——---—---- TTTATTTG----- TGT
droWil2|scf2 1100000004954:3517015- T CEG RN LY e — e — - — - - - ——— cTi}---calfehnflcclX - - - - - MaiXerrcarAaTTCCTRECCETTCCHTTECTINCTEEEHC TG T GGCGGCINTGCClAANGGTCAGT T/l - - -f - —--—--- - - - - CTINN- - - - - -WTTATEEEEEE AJIA TINC TG TINEAINACTIV - - - - - EEEEEE TGAR-—-----ATEEEE- Cli
3517155 -
drovir3|scaffold 12963:5776869- TR e Thcl - - - - Rl - —- - ——- GCTACNANTINA T2 CEEEEEE iXe- -pENY- -IXer R aTGAAAT TCC TEECEETTCCINE T TENECTEEEHC TGl T G Gl C TT GGCTAGCTGAGTIX A A e - — - - A - — - —— - ——— GATCIEEEEE IUNATGC - - - —-EEA A EEEEEE A 2 BEINT A A TINGEUNACAC - - - - - EEE R grreyrTT----- TGT
5777023 +
droMoj3|lscaffold 6496:6196795- G- -SanT- oA e TleAGAGTCTICACAGCAGTCGTGCAAACCCAR- - - - - — - - - BB A A A CAAAGREICCAAGTCIYA TINNININRSISNG Iscehic e Tilliciicshic e leiNe CilCE - - - SileileleldcING T/Elehia/NENiCE - - - - INNCEREE T A T TCAAGAGEUNTIICEEEEEE GCIVATT - - - - - B8 BY--—--—-- - - - B G CINGNCINACHUN - - - - - EEEEEE T TTART/R- - - - Rer
6196970 +
droGri2|scaffold 15252:7673893- il - - Al - fiT TR - ARTECEA CAAGCINUEEEEEEEEE - - -afjranlécc--—-—--—-—- - -\ - XY aarcanaTTCC TRNECE N TCNE T TCHECTEC\C Tife T G cmm cAc Thic CL\aleic e TR\A G T ThEGHIA Al8 - - —-A- - ———-——- Brap------ (ol 7 IR T — — — — —— = ——— GiCEET CER N~ N TilG G ClGINAC TAATCGTCRTACINGENEEEEE TGlg
7674052 -
droAna3|scaffold 12916:10236226- SiliicAGITETCESTTCIE- - TTCCAGCC - -EEEEE R - R — — — —— — - - -S- -EedniXeaTcanaTTCCT[EECEETTCCCTHITCCISCEE C T/de T G G C T CTGGCleA GG TCAGT/ g N o - - —-B--———---- - —- - - - CINNAT - - - - B GAGTTTATINEETAGTEVNREENACIIY - - - - - EEEEE TTTTARIGCINCAAAREE- -}
10236369 -
droBipl|scf7180000396769:1103296- SiliicAGiABTCESTTCIE- - TTCCAGCC - -EEEEE R - - i — — - == = == == - - -FeniXea TeanfgrTCCT{EECEETTCCCTHHTCCTECEE C /ol T GGl C T CTGGClSAlECGE T GAGT/ R RN Cifme - - — - - - ———-——- EriNe---—--- Tl 2 e — - -l — - —-- TT-- AN T T T ALe|T 7 R — — — - — - T T IR CHRRA T AREE — -y
1103437 -
droKikl|scf7180000302471:64179-64358 [lie T/en Ee - i¥ele c 2 AN CINSIEA GAGT TCACEEREEEEEEEEEEE TCGCCGAGTICCINTAAAAAAAACAAAARECTATT TCIYACINNSNINENING (o clelicleldeilicEiis Tiiclcc TRNeciiT(E - - -[ScEiic/ecilc/Helehic/Ne A AN A NA N CEEEE TR ErATA--—--- TAAAREINAT AR -ff- —- - - AR A T TINANAIEGENG - - - - IR rTATTTH----- ThEN
ldroFicl|lsc£7180000453851:9436-9605 - lcTTchcTEcRT YN S chcilggseA - - - - - - - - - - - ————- TN 2 XA 2R I - - - - -T¥NY- - - T NS TGARAT TCCT/ERCEETTCCCT T TG TEgyrC e C TCTCCmCTCTCGCEAACCETRACTIN AN AN - B - - -TNXTA TRT/E- —---- AGINNCT - - - - -EE T - -B---EEr AT AT T - - - - —---- THNATETH----- ifeC
droElel|scf7180000489694:114611- GTTGYCESCRT cCNBATclc i N el - — - - - — - —————— Bcccana/laciNadeA cAREREEE A A 2 BT CAREA CIYA CINNSNYNIRSISiNG  Ielc il Ielelehi el T Tilclclc AliNe CNele - - - [SileiielelslcINA T/l NElicA/NC TRENAC TA A A TREEEEEE ATHTE------ CINNACA - - - - B CEEEE GIEEINA G T CINEENACHIC - - - - -EEEEEE TGATIECCAJENCTAREC A
114786 +
|droRhol|lsc£7180000771278:4938-5116 - [T CT-CEe A AR T T CeaG T R CHILENN a2 2 CIXENNY- - - - [N Y- - IXeANea TG AgT TCCT/ERCECTTECCTTTCTRRT GEChC T T o cTeTeecEArceTeACTIN AT A A S - - - - |- - -————- ATATAIRETNNSTAA A TN - T — - - - - A7 - - T T TAA T - ——— - - rrATIRCHAlCCTTRET Al
droBialllscf7180000302292:2305401- e TSl [¥elen 2 AfClSclS T CGAG T Cl R TN\ XTI CCININ- - - — - -IXNY- —[FIN- -IXernaTGAAATTCCTERCECTTECCTITCTCHTCECHC TceTcocljccrarcecleaaiiccTeac T Al Te AR NN - - - - - - - - - Erere------ CGINACT - - - - - BElcCEEEEE T — - AN A T T TAAT T A — — — - —— TTaTCAC/ ACHATTEETICC]
2305580 +
droTakl|scf7180000416016:451699- [hlieTeln Elel - ilelela » A ClE T/ T C G A G T Cll A B Scicaan/laciNadeA CAREREEEA A 2 BT CAAAACIA CINNSNINERISNG ISE il lceehihiciie Tilelele T TiNe Clilele - - - SileielelscINNIelehuel Nehia A/ CINGEVCEEEE T EEE ATHTE------ CINNACT- - - - B CEEEE T - ALNGA T T TAAT Tl - —— - ——— TGA TGN IRA TAREITITC
451873 -
droEugl|scf7180000409672:3286465- [hlie Teln Elel - lNeleln A Clo T A lSC G A G T Cll A B ClET/Y- D~ I\ XNV — - — [RNIXIIN- - IXeln[Xen ToarATTCC THECECTTCCCTTTCTCHTCEEHC T CET G C TCTGGCTAANGGTGAGT T\ A Al - - — - - - ———-——- ATHTA---—-- ccl¥\cT-----B= B --—-- LT - - ALNRA T TE\A A Tl - — — - — - — TTATARGENA RGN T CEEEC T
3286632 +
|dm3 lchror:14275631-14275801 + || e TchciNcRec N A CEcEEgN Y- - - - - - - - ———————- X ErEARC XTI - - - -8\ Y- -[NeafeaTcanaTTCcTNICIACTSECCRTECTRITCCE e TcRr cccTcTecclaacceTcAc TN cEcAAE - — - |- ——----—- ATHTA---——- Ean - ¥ - - - A1 - ARGRATTTAAT T A i ————— - TGATIRENAJEIA T A [
ldrosim2|[2r:14943075-14943245 + | (R E TS - Ies A A AT T T TG G AG T R e cAGrEARCCIIRNY- - - - I8N - -[NeafeaTcanaTTCcTNICACTEECCTTEETRCTEEEHC TcRr ccmcTcTecclaacceTcAC TN cRcAAE - — - |- ——----—- ATHEA---—-- e - ¥ - - —— A1 - A RIATTTAA T TA i —————— TGATIRENAAEIA T A
droSec?2|scaffold 1:11750839-11751014 SlieT/en A8 - ilelela 2 AR TIE T/ T GG A G T Cll A B Fer&XecafirEaNcCiXINNY- - - 1N (Y- (NN TG AR TTCCTINECLNC TS CCTTECTINCTEEEH C TCleT G C ICTGGCldAACGGTCAGTIY Y CECAn Y- - - —-fy—- - - -—-—- ATHEA ---—-- cCINACT - - - - B CEEEE T - - ALNGA T T TAAT T A - — — —— - — TGATIWANAIBIATATTTCCA
+
ldrovak3|[2R:14912646-14912815 - | (SR T2 - e T A T TG e A G T R ST XA - - - - - -[X8N- [l - NS TcanaTTCCTINICNERTCCCTTTCTRCTCECHC TcRr o acEcTecclaacceTcAc TN S CAlEA - — - -f-——----—- ATHE---—-- Er T - - - - -1 - - AR RIA T TTAA T T A i —————— TGATIRNCHAEiA T A
droEre2|scaffold 4845:8481608- - - - - —— - - — R 2 R e r&XSF\nifelen A\ CIXI- - - - - -[¥N- (I [N Nelr TG AAATTCCTINECINERTECCT TECTINCTEEEHC TGlET G C IC TGGCldAACGGTCAGT Y e C Alde - - —fy—-—--—-—- ATHIS---—-- CINNACT - - - - B TR LA A T T TAAT T A - — — — — - — TGATHRNCINEERA T AR -}
8481755 +
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PASS/FAIL

crit.star

crit.loop

crit.mor

crit.half

crit.total
crit.pairing
crit.top3
crit.tptop3
crit.uri

crit.back
rescue.total
rescue.dominant
rescue.known
rescue.confident
rescue.candidate
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:6935834-6935989
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:6935834-6935989
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_123.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:11535110-11535265
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_88.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004954:3517015-3517155
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:5776869-5777023
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:6196795-6196970
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:7673893-7674052
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:10236226-10236369
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396769:1103296-1103437
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302471:64179-64358
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453851:9436-9605
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000489694:114611-114786
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000771278:4938-5116
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302292:2305401-2305580
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000416016:451699-451873
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:3286465-3286632
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:14275631-14275801
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:14943075-14943245
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:11750839-11751014
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:14912646-14912815
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:8481608-8481755

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dpe 273 scaffold 10:2579891-2579950 + || confident | Testes-restricted | intergenic
PSR il Zigmis match in alignment _
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity
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Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M042
V11l M021 V050
AATCCAATCCAATAATAAAAAGTTTTTGCATCTAATTTAAGTTCGTGCTATGTAGTCCCCAGGAGTATATTATGGTATTTTCTAATTCATAATGCTGT TGTTGACTGCAAAGTAAGATGTGAGTACTCCACAAAGAATGATTAAATGAAAATTAAGCAAA female
Read # Hit |Total male embryo head body
kkkhkkhkhkhkhhkhkhhhkhkhhhkhkkhhkhkkhkhkkhhhkkhrd R I N e D D R D R D R D N D D D I D D D D D D I D D D 0 D I kkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k*k*** gjize Mismatch Count Norm Total body
......................................................................................... TAATGCTGTTGTTGACTG . « . vttt it e e e e et e e e 190 2 14.00 28 26 0 0 1
.................................................. TGTAGTCCCCAGGAGTATAT TATG e « v e e s e e e e e e e et e e e e e et e e e e e e e e e e ee et e eeee et e ettt e ettt et eiiiieeeeanna 24 0 1 10.00 10 9 0 1 0
......................................................................................... TAATGCTGTTGTTGACTGR . « & v ettt et ettt et ettt et et e 100 1 8.00 8 8 0 0 0
.................................................. TGTAGTCCCCAGGAGTAT AT TATGGTA . &« v v v e e e e et e e e e e e e e e e e e e e e e e eeeee e e eeeaeeeeeeeaaeeeeeeaaaeeeeeeaaaeeeeneaa 27 0 1 6.00 6 6 0 0 0
......................................................................................... TAATGCTGTTGT TGACTGCA . v v v e e e e ettt e e e e ettt ettt et eiiieeeeiaane... 20 0 1 4.00 4 1 2 1 0
................................................ AT GTAGTCCCCAGGAGT AT & & v v v e e e ettt e e e e e e e a e e e e e e e e e e e aae e e eae e seeeeaneeeeeeeaeeeeeeeaaeeeeeeaneeeeenannaaa 20 0 1 3.00 3 3 0 0 0
......................................................................................... TAATGCTGTTGT TGACTGC e v v v e e e e ettt e e e ettt et e eetee e e eiiiieeeenanne... 19 0 1 3.00 3 3 0 0 0
......................................................................................... TAATGCTG T TGT TGACTGCARR . « v v e e e et e e e eeeeeaeeseannsseeeaanaseeenannnnaaa22 0 1 3.00 3 1 2 0 0
.................................................. TGTAGTCCCCAGGAGTAT A . & v v v e e e e ettt e e e ettt e e e e ettt e e e e ettt e e e e ettt e ettt e e e e e e i e 19 0 1 2.00 2 2 0 0 0
.................................................. TGTAGTCCCCAGGAGT AT AT TATGGTAT &« v v v e e ettt e e e e e et e e e e e et e e et ee et e ee ettt e ettt e ettt e e iiiieeeeana 28 0 1 2.00 2 2 0 0 0
................................................ AT GTAGTCCCCAGGAG T AT AT T e+ v v e et e e e e e e e e e e e e e e e e e e e e e e aaa e e e eaeaeaeeeeeaneeeeeeeaeseeeeeanaeeeeeeaneeeeeeanneaaaa23 0 1 2.00 2 2 0 0 0
......................................................................................... TAATGC TG T TGT TGACT G e « e et v v e e e ee et e et eeeeeee e eeeaaeeeeeaaneeeeeanaaan.. 18 0 1 2.00 2 1 0 1 0
......................................................................................... TAATGCTGTTGTTGACTGE . - « v ottt ettt ettt et ettt e e e e 200 2 2 1.50 3 3 0 0 0
......................................................................................... TAATGCTGTTGTTGACTG . « v v ottt ettt e ettt ettt e 191 1 1.00 1 1 0 0 0
......................................................................................... TAATGCTGTTGTTGACTGCE . « v v vttt ettt e et et ettt et et 201 1 1.00 1 0 0 0 1
......................................................................................... TAATGCTGTTGTTGACTGCR. -« « o e ot ottt ettt e et ettt et e e 21 2 1 1.00 1 1 0 0 0
.................................................. TGTAGTCCCCAGGAG TAT AT TAT G . . & ot ittt ettt et e et ittt e e ettt et ettt e et ettt ittt ettt 251 1 1.00 1 1 0 0 0
................................................ TATGTAGTCCCCAGGAG T A T A . « L & o ittt ittt ittt ittt ittt tete e ettt eeeeeeeeeeaeeaaaeaaaaeeaenaeenaneneneneneaa22 1 1 1.00 1 1 0 0 0
................................................ TATGTAGTCCCCAGGAG T AT AT T . « . ¢ ot ittt ettt et et ettt ettt ettt e ettt et et ettt ettt ettt 241 1 1.00 1 1 0 0 0
......................................................................................... TAATGCTGTTGTTGACTGC - « -« v ottt et ettt ettt ettt 212 1 1.00 1 0 0 0 1
........................................................................................... ATGCTGTTGTTGACTGCARAGT R . « ¢ vt vt v e te e ie ettt 24 2 1 1.00 1 1 0 0 0
................................................ -Gieli-Nel JoleloleNeTel-Nel N - A PP~ N 1 1.00 1 1 0 0 0
.................................................. TGTAGTCCCCAGGAGTATAT TATGG e « v e v v v v e e ettt e e e e ettt e e e e ettt e e e e et e e e ettt e e e et ettt e e ettt e iei 250 1 1.00 1 1 0 0 0
......................................................................................... TAATGCTGTTGTTGACTIE . « & o vttt et ettt e ettt et et e e e 102 10 0.20 2 2 0 0 0
......................................................................................... TAATGCTGTTGTTGACTEIEE . - « o« ot ottt et e et e ettt et et e e e e eeeeaea. 20 3 20 0.05 1 1 0 0 0
Anti-sense strand reads
TTAGGTTAGGTTATTATTTTTCAAAAACGTAGATTAAATTCAAGCACGATACATCAGGGGTCCTCATATAATACCATAAAAGATTAAGTATTACGACAACAACTGACGT TTCATTCTACACTCATGAGGTGTTTCTTACTAATTTACTTTTAATTCGTTT
Read # Hit |Total
kkkhkkhkkkhkhkhkkhhkhkhkkhkhhkkhkhhkhhkkhkdhhkkhx TR A T N e D R D D R D R D D D D D I D D I D D D D D D D D D D IO D I kkkkkhkkhkkkhkkkkkkkkkkkkkkkkkkkkk*k*x*x*x gize Mismatch Count Norm Total

No data

available in table

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species | Coordinate

ID

Alignment

droPer?2

scaffold 10:2579841-

dpe 273

2580000 +

AATCCAATCCAATAATAAAAAGTTTTTGCATCTAATTTAAGTTCGTGCTATGTAGTCCCCAGGAGTATATTATGGTATTTTCTAATTCATAATGCTGTTGTTGACTGCAAAGTAAGATGTGAGTACTCCACAAAGAATGATTAAATGAAAATTAAGCAAA

dpb

4 groupd4:3551993-

dps_18

3552151 +

AATCCAATHCAATAATAAAAAGTTTTTGCATCTAATTTAGTTCGTGCTATGTAGTCCCCAGGAGTATATTATGGTATTTTCTAATTCATAATGCTGTTGTTGACTECAAAGTAAGATGTGAGTACTCCACAAAGAATGAT TAAATGAAAATTAAGCAAA

Generated: 09/08/2015 asssFARM

crit.back
rescue.total
rescue.dominant
rescue.known
rescue.confident
rescue.candidate

crit.star 1
crit.loop
crit.mor
crit.half
crit.total
crit.pairing
crit.top3
crit.tptop3

crit.uri
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vo042

embryo

O O O O O O O O O O O O O O O O oo o o o o o o o =

phyloP LRT conservation scores

V057

head

O O O O O O O O O O O O O O O O O o o o o o o o o

0.0

-0.5

-1.0

-1.5

-2.0

Conservation

-

2,579,850

2,579,900

Genomic Position

Hairpin partition

2,579,950

Mature

Star

2,580,000


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:2579841-2580000
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:2579841-2580000
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_273.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:3551993-3552151
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_18.html

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 2482 |scaffold 0:3721654-3721740 + | confident || Canonical miRNA ||intergenic

PSRz SR ETdmis match in alignmen _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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3,721,600 3,721,650 3,721,700 3,721,750 o RS Q;S’ & & L — ® Y
721,700 T T 1T 1T T 1T 1 & 3 .
Genomic Position 18 19 20 21 22 23 24 25 & | | | [
Size Condition 3,721,600 3,721,650 3,721,700 3,721,750
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M042
V057 V050 V111 M021 V042
CGGTTCTTTCCATGCTCCAATAAAGAAACGTGAAAAGTGTACAAGTTGGGGGTCTCTGGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTACAAGTCGT TGGACGT TCTCAGTATTGGTTAT TGGCAAGAAGAGCCCACAGGCAGCTATAAGAGT TACAATTGTAAAGATAGATTAGCGCTT female
Read # Hit Total head head male embryo body embryo
khkkkkkkkkkkkkkkkkkhkhkhkhkhkhkkhkhkhkkhkhkhkkhkhkhkkhkkkhkhkdk (((((. (((((((((((((((. ((. (((((((( ............... )))))))) .)) ..))) .))))))))) . .))) .)) .))) L okkkkkkkhkhkhkhkhkhkhkhkkhkhkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkk | gjze Mismatch Count Norm |[Total body
....................................................................................................... TTGGACGTTCTCAGTATTGGTT ¢ « ¢ e v vt et e e te e e ettt et ettt e e e te et e iaeneneaeneneeaes 22 0 1 28.00 28 14 11 2 0 1 0
....................................................................................................... TTGGACGTTCTCAGTATTGGT « ¢« ¢ e v e e e e e e e eeea e e e e e e e e e s eeeeaeneeaeaenenneaenenneaaa2l 0 1 9.00 9 4 3 2 0 0 0
....................................................................................................... TTGGACGTTCTCAGTATTGGTTATT . « « e e e e e e e et et e e et et e et e et ee e eeeeaenenaeaenenaeaes 25 0 1 7.00 7 2 1 1 3 0 0
....................................................................................................... TTGGACGTTCTCAGTATTGGTTA . « o« v vt et et e teee e et e et et e e en e taeneneeaenenaeaeneneeaes 23 0 1 4.00 4 1 3 0 0 0 0
............................................................. TAACCAATGTGGCACTTCCARTG . « « « e e e e e n et et e e e e et e e e e e e e e e et e e e e et e et e e e e e e e e et et e e ettt e e ettt et et e 23 0 1 4.00 4 2 1 0 0 0 1
....................................................................................................... TTGGACGTTCTCAGTATTGGTTAT « & ¢ v v e ettt eeea e et e e et e e eetaenenaeaenenneaenenneaen 24 0 1 2.00 2 2 0 0 0 0 0
....................................................................................................... TTGGACGTTCTCAGTATTGG « + ¢ v e e e e et et e et et e e e e e et ettt e et et e e et et ee i 20 0 1 2.00 2 2 0 0 0 0 0
................................................................................................................ CTCAGTATTGGTTATTGG - « « e e e e e et et et e e eae e e eneaseaenenaeaenenneaenenneaas 18 0 1 2.00 2 0 0 0 2 0 0
............................................................. TAACCAATGTGGCACTTCCA .+« et et et e e et et e e et et e e e e e e e e e e et e et e e e e e e et e e e e e e e e e e e e e e e e e et 200 1 2.00 2 2 0 0 0 0 0
............................................................. TAACCAATGTGGCACTTCCAR . ¢« e e e e et e et et e e e et e e e et e e e e e e e et e e e e e e e e e et e e e e e e e et eeeaeneeeaeneaeaenenneaenenaeaaa 2l 0 1 2.00 2 1 0 0 0 1 0
............................................................................................ ATTACAAGTCGTTGGACGTTCT . ¢ o e e et e e e e e ee e e et e et et e te e et e et eeeeeneaeeaenenaeaenenneaeneas 22 0 1 1.00 1 0 0 0 1 0 0
.......................................................................................... CAATTACAAGTCGTTGGACGTTC e ¢ o e v e v et et et et e e e e e e e e e et e e e e e et e et e e ettt et 230 1 1.00 1 0 0 0 0 1 0
................................................................................................................................. GCAAGAAGAGCCCACAGGCAGCT . ¢ o v v e e e eeteeneeaenenneaeneeae 23 0 1 1.00 1 0 0 0 0 1 0
............................................................. TAACCAATGTGGCACTTCC + ¢ v e e e ettt e et et et e e et et e e e e e e e e e e et e e e e e e e e e et e e e e e e e et e e e et e et et 190 1 1.00 1 0 1 0 0 0 0
........................................................................................................ TGGACGTTCTCAGTATTGGTTAT . « e v vt e et e eeea et ee e e e e e e e eaenenaeaeneneeneaeneeae 23 0 1 1.00 1 0 1 0 0 0 0
............................................................. TAACCAATGTGGCACTTCCART « & ¢ v vt et et et et et e e et e e ettt e et e et e et e et e e e e e e e e et e e e e et e e ettt e e ettt et et ee i 22 0 1 1.00 1 1 0 0 0 0 0
....................................................................................................... TTGGACGTTCTCAGTATTGGE . « « ¢ o e v vt et et ettt e e et e e ettt e ettt et e e e 21 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
V057 V042
GCCAAGAAAGGTACGAGGTTATTTCTTTGCACTTTTCACATGTTCAACCCCCAGAGACCGAATTGGTTACACCGTGAAGGTTACTTTTTAGT TAATGT TCAGCAACCTGCAAGAGTCATAACCAATAACCGTTCTTCTCGGGTGTCCGTCGATATTCTCAATGT TAACATTTCTATCTAATCGCGAA
Read # Hit Total head embryo
kkkkkkhkhkhkhkhhkhkhkkhhhhhkhkhhhkhhhkhkkhhkhkhrkhhkkhrkdhkkk R I N T N N N N T IIIIIDD) D)o ))) oI ))))) L)) ) L)) L)) ) L ke kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k* gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
droPer2|scaffold 0:3721604-3721790 |dpe 2482 [CGGTTCTTTCCATGCTCCAATAAAGAAACGT--—-——-—-—-— GAAAAGTGTACAAGTTG-—-—--- GGGGTCTCTGGCTFAACCARTETCECACTICCARTEGAAALATCAATTACAAGTCGITCCACCTTCTCAGTATTCCTTATTGGCAAGAAGAGCCCACAGGCAGCTATAAG--AG—-———~
d
dp5 l2:16675560-16675746 - ldps 3828 |CGGTTCTTTCCATGCTCCAATAAAGAAACGT-——————-———-— GAAAAGTGTACAAGTTG-—-—-—- GGGGTCTCTGGCTEARCCARTETCCCACTICCAATEAAALATCAATTACAAGTCGITGGACGTTCTCAGTATTGGTTATTGGCAAGAAGAGCCCACAGGCAGCTATAAG-—AG—-———~
droWil2|scf2 1100000004902:9400240-|dwi 5416 | — — — == == === = i - — = = = = = Bl el c TG C TRARNCARTERCINCACTTCCAATC A e A TClda T TlEA AT coTTCEANCIN NI CAGTATTGETTATTGGClAGAAGE I ClA AR GcAGC THITAA G- -l - - - - - -
9400380 +
drovir3|scaffold 13047:9559433- dvi 24635 ety — — — — — — — = = = — = e — = = = = = = GGGHTHTCTRGC TEARCCARTETCECACTTICCARTGAAAAATCAATTIIEA AT CGTTGGARNGTTCTCAGTATTGGTTATTGGCEAGAAGAcceallacaceTATAAG- - A} -- - - - -IXS
9559595 -
droMoj3|scaffold 6540:7667621- dmo 270 | — — — = = == == == = 2 e cte, LY Xl S LA Gh Thi T C TE\G C TEARCCAATCTCCCACHTCCAATEA A AAATCAAT TEA AT CGTTGCANGTTCTCAINTATTGETTATTGGCBAGAAGAGCHC A S cAGeTATARG-- A} - - - - --
7667797 -
droGri2|scaffold 14906:2448908- dar 463 |ty — — — — — = = = = — = e G Ty~ — — — ——— GGGHTHTCTRGC TEARCCARTCTCECACTICCARTGAAAAATCAAT TIESAINTCGTTGGANGT TCTCAGTATTGGTTATTGGCEAGANGAI M ccAlacAGCaTAAY- (I - - - - - -[¥¥XE
2449070 -
droAna3|lscaffold 12911:3664247- dan 200 | e g — — — — = — == == == GAAAAGTIEARARCESG------- GGEGIMTCTGCCHTARCCARTETCCCACTTCCARTCAGAAATCAATTIECAAGT CGRTCCANGCETCTCAGTATTGGTTATTGGCEACAINECEC cenciic Al T Tidekdlen - - — - -
3664417 -
droBipl|lscf7180000396640:523304- e — — — — — — — = = = = — GAAAAGTIEANA G- ------ GGEcicTCc TG CHTARCCARTETCECACTTCCARTE A AATCAATTIECAAGT CHTTCCANGCEITCTCAGTATTGGT T T TGGClEAGANEGCccddscccallc T Tideideiia g - — - - -
523461 -
droKik1|lscf7180000302810:681876- ] — — — — — = — = = = = — et — — — = == — GGGGEITCTGGCTAACCAATCTCCCACTTCCAATCA/EAATCAATT/ECAAGT CGTTCCARNGEITCTCAGTATTGGTTATTGGCEACAEGCCCBcAGGCAGCTAT A - -jG—-—-—-
682038 +
droFicl|scf7180000454114:125769- - - ANV /NN deccrancTGCAGT CNAGINEIT - TACC/EcC-EEREEEE GGGGETCTGGC TARCCARTETCECACTTCCARTE A AATCAATTIECAAGECGTTCCANCETCTCAGTATTGGTTATTGGCEAGANNEGCcceaGGCAGCldeT ARy --8c—-----
125955 +
droElel|lscf7180000491194:1479876- et — — — = = = = = = = = = ettt C — — — = = = — GGGGEITCTGGCTHARCCAATCTCCCACTTCCARTCAGAAATCAATTIECAAGINCCTTCCANGCEITCTCAGTATTGGTTATTGGCAAGAEGCCCEAGilcAGCINgT AREYeRIAG— - — - —-
1480031 +
droRhol|scf7180000779322:264802- e — — — = — = = = = = = = e G = = = = = = = GGGGETCTGGCTEARCCARTCTCCCACTICCARTGAEAAATCAATTIECAAGECGT TGCANGTCTCAGTATTGGTTAT TGGCEAGANNEGCCCiAGGCAGCAT AN - -AG--—- -~
264948 -
droBial|lscf7180000302035:101939- et — — — = = = = = = = = = e — — — = == = GGGGETCTGGC TEARCCARTCTCECACTICCARTCAEAAATCAATT/ECAAGECGTTCCANGTCTCHGTATTGCTTATTGGCEAGANEEGC CCldenGGCAGCleen g - - A Gl T Nelels
102078 +
droTakl|scf7180000415712:510701- e — — — = — = = = — = = — e — — = = = = = GGGGTCTGGCTEARCCARTCTCCCACTICCARTGAEAAATCAATTIECAAGECGT TGCANGTCTCAGTATTGGTTAT TGGCEAGIIEIEGCCCdenGGCAGCIRT Y- - Al - - —- - CINSINCCEGE
510827 +
droEugl|lscf7180000409488:463410- e - LYYy - - — - - — € cINGIAJiT - TTCClEGCCREEEEE GGGGETCTGGCTEAACCAATCTCCCACTTCCAATCAAAATCAATT/ECAAGECCTTCCARNGETCTCAGTATTGGTTATTGGCEACAEGCccencilc Ay Tidek]— - Al - - - —-[d¢- - - - - -—-—————- - - - - - AT TcldTiicAGicClEnCREEEE TTAAAACTCCCCTCG T PyTT---
463580 -
|dm3 lchr3R:27444091-27444224 + | |ttt — — — — — — — — — — — e = = == - GGGGETCTGGCTEARCCARTCTCCCACTTCCAATCAEAAATCAATTIECAAGECGTTGCANGETCTCAGTATTGGTTATTGGCEAGANNEGCCCgacilcacci T A - -AG-—--—- - - - - - - AT C N C A Gl C e A R e T e B --|
ldrosim2|[3r:26724064-26724197 + (st 32457 bttt — — — — — — — — = = — = B — — — = == = GGGGETCTGGC TARCCARTECTCCCACTTCCARTE A AATCAATTIECAAGECGTTCCANGCETCTCAGTATTGGTTATTGG CEAGANNEGCccdecilcaccT AR - -AG------ - - - — - - AT C N C A Gl C Clee A R e e e C T R - --|
o e e e | EEPSSERETAACCAATGTGGCACTTCCAATG TTGGANGETCTCAGTATTGGTT i \
droYak3|3R:28380205-28380344 + TCTGGCTEAACCAATCTCCCACTTCCAATGAEAAAT CAATTIECAAGECGTTGCAGETCTCAGTATTGGTTAT TGGCGAGA) TTAAACEEReCCREE
droEre2|scaffold 4820:530483-530616|der GGGGETCTGGC THARCCARTETCCCACTTCCARTG G2 AATCAATTIECAAGECGTTCCANGCETCTCAGTATTGGTTATTGGCEACANEGCccdecccAGCIEINA - -AG—-—-—- B R e - — - — - AT CClNiC A Gl C e R e e C T - - -

Generated: 09/08/2015 at 07:48 PM
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crit.back
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:3721604-3721790
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:3721604-3721790
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2482.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:16675560-16675746
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3828.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:9400240-9400380
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5416.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:9559433-9559595
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24635.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:7667621-7667797
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_270.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:2448908-2449070
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_463.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12911:3664247-3664417
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_200.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396640:523304-523461
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302810:681876-682038
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454114:125769-125955
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491194:1479876-1480031
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779322:264802-264948
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302035:101939-102078
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415712:510701-510827
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409488:463410-463580
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:27444091-27444224
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:26724064-26724197
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32457.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2807:1133-1266
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1845.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:28380205-28380344
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1797.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:530483-530616
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1522.html

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cormell Mirror}

dpe 2503 |scaffold 5:2612424-2612491 + | Known Ortholog | MiRNA ||intergenic

Legend: mature Star [TTPY SR ATIST, mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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2,612,400 2,612,450 2,612,500 o | | | I I I I I I I @ {5¢ @
Genomic Position 19 20 21 22 23 24 25 26 27 28 & ' | ! !
Size Condition 2,612,400 2,612,450 2,612,500
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
mature star
1. dpe_1761 scaffold 5:2608208-2608229 + 1. dpe 1761 scaffold 5:2608255-2608275 +
2. scaffold 5:2612174-2612195 + 2. scaffold 5:2612221-2612241 +
3. dpe_2503 scaffold 52612424-2612445 +|| 3. dpe_2503 scaffold 52612471-2612491 +
Sense Strand Reads
hide 3p reads| show mid mismatch reads
M042
V057 V050 V111 M021 V042
ACTTCCAGAGCTTGAGTATTGGGAAAGTAAATGCGATTCCATATGGTTAGGTAGGTACCCAAATATCTTGATTATAATTTTCCTTTAGGAACT TACACAGATATTTCTGTACCTACAGGAATTGTTTATAGCTTTAAGGGCCCTATATCCAAGGAAGATGAAGAACGC female
Read # Hit |Total body head head male embryo embryo
Kok kokkkdokkkdkokkkdkokkddkkk ko kkdekkkrdekkrddkkrdrkkkrd (oo (CCCCCCCCCCe e e CCCe e CCCCa a2 000))))) 2 u)))))) ) ) . ckkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk****x** gjze Mismatch Count Norm Total body
.................................................. GTAGGTACCCARATATCTTGAT « -+« e e e et ettt et e et e et e et e e e e e e e e e e e e e et e et e et e e e et e e e e e e e ettt ettt 220 3 49.67 149 58 50 32 3 3 3
................................................................................................. CAGATATTTCTGTACCTACAG . « -+« e e et ea e eae e e e eeaeeneeaeeaeenenaennennenaaa 2l 0 3 2.33 7 6 1 0 0 0 0
................................................................................................. CAGATATTTCTGTACCTACAGH . . -« oot i i i e 221 3 1.67 5 4 0 1 0 0 0
.................................................. GTAGGTACCCARATATCTTGA  « -« e e e e e et et et e e e e e e e e e e e e e e e e e e e e e e ae e eeeae e e e eeneeneeneeaeeneeneeaeeaeeaenaa2l 0 3 1.33 4 3 1 0 0 0 0
........................................................................ TATAATTTTCCTTTAGGAACTTACACAG « « « ¢ v v et et e ettt e et e et et e e e et e e et et et et te it eiaeineena 28 0 1 1.00 1 1 0 0 0 0 0
........................................................................ TATAATTTTCCTTTAGGAACT . « « e e e e e e e e e et et et e e et e e a e e e e e n e e e e eeneeaeaneaaeaaeaaeeaeenenaaea2l 0 1 1.00 1 0 1 0 0 0 0
................................................... TAGGTACCCAAATATCTTGAT « « e e e ettt et et e et e et e et e et e et e e e e e e e e e e e et et e e e e e e e et et ettt et et 200 3 1.00 3 3 0 0 0 0 0
.................................................. GTAGGTACCCARATATCTTG . « ¢« ¢ e e e et et et e e e e e e e e e e e e e e e e e e e e e e e e e eaeeae e enetaeeneeneeaeeneaaeeaeeneeaeeaa20 0 3 0.33 1 0 1 0 0 0 0
................................................... TAGGTACCCAAATATCTTGA . + ¢« e e e e ettt et e et et e e et e et et e e et e et e e e e e e e e e et e et e e e e et et ta e ta e eeaeeaeeaeeaaea 20 O 3 0.33 1 1 0 0 0 0 0
................................................. GGTAGGTACCCAARTATCTTGAT . + ¢ et ettt et e et et e e et e et e et e e e e e e e e e e e e e et e et e e e et et ettt e te et eiaeaeeaea 23 0 3 0.33 1 1 0 0 0 0 0
................................................................................................. CAGATATTTCTGTACCTAC . « + e v v ettt ettt et e et e e et te et eiaeaenneea. 19 0 3 0.33 1 1 0 0 0 0 0
................................................................................................. CAGATATTTCTGTACCTACA . « ¢ o et ettt et et et e e e eeaeeaeeaeaaenaenaennenaa 20 0 3 0.33 1 0 0 1 0 0 0
.................................................. GTAGGTACCCARAATATCTTGATTAT « &+« e e e et et et e et e et e e e e e e e e e e e et e e e e et e et et e et et e et e ettt et 25 0 3 0.33 1 0 1 0 0 0 0
................................................................................................. CAGATATTTCTGTACCTACAGE . - « ¢ ot ettt et et ie e ie e ie i eie e 22 1 3 0.33 1 0 0 1 0 0 0
.................................................................................................. AGATATTTCTGTACCTACAG . « &« e e e et e ta e e e e e e e eaeeaeeaeeaeeaeeneeaaeaa 20 0 3 0.33 1 1 0 0 0 0 0
.................................................................................................. AGATATTTCTGTACCTACAGH. - .ottt i i i i i i i i e e e 201 3 0.33 1 1 0 0 0 0 0
Anti-sense strand reads
V057
TGAAGGTCTCGAACTCATAACCCTTTCATTTACGCTAAGGTATACCAATCCATCCATGGGTTTATAGAACTAATATTAAAAGGAAATCCTTGAATGTGTCTATAAAGACATGGATGTCCTTAACAAATATCGAAATTCCCGGGATATAGGTTCCTTCTACTTCTTGCG
Read # Hit Total head
ek e ok e ok e ok ek ok ok e ok sk ke ke ke ok ek sk ke ke ok ek ke ke ke ke ke ko (e CCCCCCCCCCe e e CCCe e CCCCe eI I))) 00D ) ) o) )))))) ) . ek kkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkk*** gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |[Coordinate ID Alignment
ldroper2|scaffold 5:2612374-2612541 + |ldpe 2503 |[ACTTCCAGAGCTTGAGTATTGGGAAAGTAAATGCGATTCCATATGGTTAGGTAGGTACCCAAAT-A-—————- TCTT-—————————————————— - GATTATA----ATTTTCCTTTA--GGAAC-TTACAE===========o=oo A-——mmmm - CAT=="AT-TTCTCTACCTACAGCAAT TGTTTATAGCTTTAAGGGCCCTATATCCAAGGAAGATGAAGAACGC
dp5 4_groupl:2593408-2593575 - |ldps-mir- |[ACTTCCAGAGCTTGAGTATTGHGAAAGTAAATGCGATTCCATATGGTTAGGTAGGTACCCAAAT-A——————- TCTT-—————=——————————————— - GATTATA----ATTTTCCTTTA--GGAAC-TTACAE-===—====—===cc Am——mm—m - AT AT TTCTCTACCTACAGGAAT TGTTTATAGCTTTAAGGGCCCTATATCCAAGIAAGATGAAGAACGC
2558-1
droWil2|scf2 1100000004577:3574701- AC[ETCCAGAGCTTGAGEATTGHGAAAGT A AT TCCATETGGT TAGE TN C T A R
3574757 +
drovir3|scaffold 12963:4588930- AclgTcCcAGAGCTTGAGEATTGEcAAAGTEAAGCI AT TCCATET GG T TAGE T ARG TR CEAl Al NI S E T SN[ h S Bk Tel- T TN - — —hfg - ————- T AT T AT - - - - T e -
4589080 -
droMoj3 |lscaffold 6500:8495826- AClETCCAGAGCTTGAGEATTGCEGARAGTIEAASGCI A TTCHA T TGGT TAGGTANGTACKEYEAAT-A
8495966 -
droGri2|scaffold 15252:855237-855305 AClETCCAGAGCTTGAGEATTGHGARAGTIEAASGCIATTCCAT/ETGGT TAGGTARGINANCINAAAT-A
+
droAna3|scaffold 12916:830685-830822 AclgTcCcAGAGCTTGAGEATTGHGAAAGTEANMCCI A TcCcaTETeoTTEcETEccTACkC/dAlds-A
droBipl |lsc£7180000396554:1423040- aclgrccacaceTreacEaTTelcAAAGT/AASGC B TCccATlTGeTTgceTleccTACkckAAR-]
1423172 +
droKikl |lsc£7180000302235:132576- AClETCCAGAGCTTGAGEATTGHGAAAGTEAAGC S TclaTETceTTEcETAlGTACCHANT-R-—-—-- CA T T R - GIIVNNTAAGANA - IENSSIEGIAT A T AR - 2GRN C T o G e O AR T R T T C A G G T TG T T T A TlEGC T T8 A AGGGC Clle A T
132721 -
droFicl|lsc£7180000453316:79274-79417 AClETCCAGAGCTTGAGEATTGHGAAAGT/MAASGCI AT CCATETGGT TEcETANGTREENAAIT-B-————- AGTIEICTTTAGHGAARAT T TEEEEIA TG Tt - — - - — - — R - — - - - -[ACTREATTRAR- - - - - -FEEEEEE e B-—--———-- TTAM - TGAINITAR- - - ccSTjic TINElg T chilifemci¥NicESNCINNIde ST - - - - — - — - - — - ——————————]
+
droElell|lsc£7180000491046:1482250- aclgTccaGaGCTTGAGEATTGHGAAAGT/AASGCI AT CceaTlETGeTTgcETARGTACCNAAA/E-B--———- CGElICCTTTTCHGAAREEE CAAAACT C Tt~ ————— — R — — - - - [ — B — - - [ - - - e \cTESATAATGGAL- TS -TCfi - - - AliTal TS EleT Cilifelici NNl CEVNeede e T AN - - - - - - — - - - - — - —— - ————— ]
1482391 +
droRhol |lsc£7180000779483:419166- acfgrccacaceTTeaGEaTTClGAAAGT/AASGCI B TCCATETGGT TEceTARCMgNCNAAAle-B-———-—- L T T TCRAA TR CCAAACTGTREE - - - - — - - - — - - — [ - — - - - - — - - - GTTEEATAATTTAL-TEEG-TC]i - - -ATTGHT T EleT ClilifeliciI NI LV Nelele T Al - - - - - - —- - - - — - —— - —————]
419304 +
droBialllsc£7180000302261:1570783- AClETCCAGAGCTTGAGEATTGHGAAAGT/EAASGCI BT CCATETGGT TEGETACC T/ RN A - -———- TAARNCTTTAARGAGEEEE CCGAACEEEEEEE - B M- - - - B e e e A X T C e T HCAC G TG Tl T A[EG C T TR A GG Gl e T
1570921 -
droTakl |lsc£7180000412373:124375- AClETCCAGAGCTTGAGEATTGHGAAAGT/MAASGCI A TCCATETGGTTEcETANGT/ NI AAT-B--———- ClIAJIACT TGTACGA TR T T T T Tt AT T - - - T i — - - ——====——=ooes ATTESATAATTTAN- TR - Thilii - - - AJAT TR EleT Cliclelilii NNl Ch Vel cle T AN - - - - — - — - - - - — - ————————]
124519 +
droEugl|lsc£7180000409452:1590807- aclgrccacaceTTeacGEATTCHGAAAGT/AASGCI A ETcllaTlETGeTTAGETARGT/CNAA -] - ———- TAGEICT TAAARTATCTTTCCGAACT G Tt~ ——— —~ — R — - — - - - [ — B — - - [ - - - -FEEEEEE e ATAESATACTTAALN- TEET-TAfI - - - cATE AT EleT chilifelici NIl CEVNelede T A - - - - - - — - - - - — - —— - —————]
1590952 +
|dm3 llchr21:15030323-15030457 + | [acBrccacacerTeacaTTacArAGTEA ARG R cCATETGG T TECCTANCTHE e ANA . |
ldrosim2|21:14581949-14582086 + | |acBrccacacerreac@arrccanacrEanBccRalirccaTBrecTTEccTANC T EANAT -7 |
ldrosec2|scaffold 3:1292314-1292451 + | [acBrccacacerTeadEaTacarAGTEA ARG cCATETGG T T/ECCTANCTEEIEANAT - |
ldrovak3|[21.:15139012-15139145 + | |acErccacacerreacEarTelicaracTEarScclaTccATET G TTECETANCTIECIVAAAT-A |
droEre2 |scaffold 4929:6769979- AClETCCAGAGCTTGAGEATTGHGAAAGTEAAGCEAETceATETcoT TEcETANCTEEC Cl—
6770038 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:2612374-2612541
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_1761.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:2608208-2608229
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:2612174-2612195
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2503.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:2612424-2612445
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_1761.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:2608255-2608275
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:2612221-2612241
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2503.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:2612471-2612491
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:2612374-2612541
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2503.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:2593408-2593575
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps-mir-2558-1.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004577:3574701-3574757
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:4588930-4589080
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:8495826-8495966
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:855237-855305
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:830685-830822
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396554:1423040-1423172
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302235:132576-132721
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453316:79274-79417
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491046:1482250-1482391
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779483:419166-419304
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302261:1570783-1570921
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000412373:124375-124519
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409452:1590807-1590952
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:15030323-15030457
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:14581949-14582086
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:1292314-1292451
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:15139012-15139145
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:6769979-6770038

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 132 |scaffold 0:2391207-2391275 - ||confident |Sp_tailed_mirtron||intron

Legend: mature Star mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds H
Flybase annnotation
intron [Dper\GL23610-in]; CDS [Dper\GL23610-cds]; CDS [Dper\GL23610-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads show mid mismatch reads
M042
M021 V057 V050 V111 V042
CAGAGCCGGATCGATGCTCCCGATTGGTCAGCAGACTGCGACAGAATCAGGTACGAGAGGAACAAGGAGCTCGGTGTAGAGGTGTCTCGCCGTCCACTAAACCCCTTCTTCTTCTACAGGACAAGGTGCTGTCGATCACGAATCTGAT TATGGAGGAGCTGCTCGGCGA female
Read # Hit |Total body embryo head head male embryo
khkkkkkkkkhkhhhhhhhhhhhhhhhhhkhhkhhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkkkkx (((((((_ (((( ''''' ((((' ... ((((_ . _)))) .. .)))) ''''' )))) .))))))) L. Kk kkkkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkkhkkkkkkkkkkkkk gjze|/Mismatch Count Norm Total bOdY
................................................................................................. TAAACCCCTTCTTCTTCTACAG . + ¢ v e e et e te e e e et e et et te e eia e 22 0 1 17.00 17 13 0 2 1 0 1
.................................................... ACGAGAGGAACAAGGAGCTCGGT « ¢ o e v vt et et e ee e e e et et et ettt e e e et e e e et et et et a e e e en e eteeaeneaeeaeneneeaenenneaeaeaea 23 0 1 5.00 5 0 4 1 0 0 0
................................................... TACGAGAGGAACAAGGAGCTCGGT « & ¢ v e v v e e e et et et e e et et e e e e et et e e et e e e et e e e e et e e et ettt e ettt 240 1 4.00 4 1 1 2 0 0 0
................................................................................................. TAAACCCCTTCTTCTTCTACA . &« e e ettt eeee e e e eeeneeeeacaeneeaeaenenneaenenae.2l 0 1 4.00 4 3 0 0 1 0 0
................................................... TACGAGAGGAACAAGGAGCTC .+ « v e et ettt e et ettt et et et et e e e e e et e e et et e e ettt e ettt e ettt ettt 200 1 4.00 4 1 3 0 0 0 0
..................................................... CGAGAGGAACARAGGAGCTCGG + « + « e e e e et et e ettt et et e e et et e e e e et e e e e e e et e e e e e e e e e e et 210 1 3.00 3 1 0 2 0 0 0
................................................... TACGAGAGGAACAAGGAGCTCG ¢ « ¢ o e e e e te et e ee e e e e et e e et e et e e e e e e e e a e e te e e e e e s e e teeneneaaeaeneaaeaenenneaenenaea22 0 1 3.00 3 1 0 2 0 0 0
................................................................................................. TAAACCCCTTCTTCTTCTACAGH . . oo ot i e i i e e i e 231 1 3.00 3 1 0 0 1 0 1
................................................... TACGAGAGGAACAAGGAGCTCGG . « « ¢« « v v e e et e et e e e e e e et e e e e e e e e e e e ea e e e s teea e e e eaeneeeeaeneneaeeaeneeneaenenneaenanaea23 0 1 3.00 3 1 0 2 0 0 0
.................................................... ACGAGAGGAACARGGAGCTC .+ « + t et ettt te e ettt et e e et et e e et e et e e et e e e ettt e e ettt e e et 200 1 2.00 2 0 2 0 0 0 0
.................................................. GTACGAGAGGAACARAGGAGCTC .+« vt v et et te e ettt e e e e ettt et ettt et e e et et e e e et e e et e e et teeneaeeeeneneeeeneneaneaena22 0 1 2.00 2 0 0 0 0 2 0
.................................................... ol e) YT Nele) VN o).V VeTe) N ok o cTe’ - A~ S | 1 1.00 1 0 1 0 0 0 0
..................... GATTGGTCAGCAGACTGC « ¢« ¢ v e v et e ettt et ettt e e ettt et e et et et ettt e et e e e et e e e e e e e e e e e e e e e e e e e e e e e e e 180 1 1.00 1 0 1 0 0 0 0
........... o6 el e oleele). N il cle L o)X o AP R O 1 1.00 1 1 0 0 0 0 0
...................................................................................................................................... ATCACGAATCTGATTATGG. v e veveeneen.. 19 0 1 1.00 1 1 0 0 0 0 0
........................................................................................................................ ACAAGGTGCTGTCGATCACGAATCT « v v v v v eveeeeeeeeneeneen. 25 0 1 1.00 1 0 1 0 0 0 0
.................................................... ACGAGAGGAACAAGGAGCTCGG + « -« « e e v e e et et e e e et et e e e e e e e e et et e e e eae e e et et e eae et eneeaeaaenaenaenneneeneaa. 22 0 1 1.00 1 1 0 0 0 0 0
...................................................................................................................................... ATCACGAATCTGATTATGGA. .« vvveen.een.. 20 0 1 1.00 1 1 0 0 0 0 0
................ CTCCCGATTGGTCAGCAGACTGC « ¢ ¢ e v vt e et et et e e et et et e e et e e e et e et et e e e e e e e e e et e e ettt e e e e e e e e e ettt e e e et e e ettt e et et e 230 1 1.00 1 1 0 0 0 0 0
................................................... TACGAGAGGAACAAGGAGC « « + « v e et ettt et e et et e e et et e e et e et e e e e e e e e e e e e e e e e e e e 190 1 1.00 1 0 0 0 1 0 0
............ GATGCTCCCGATTGGTCAGCAGACTGC - « ¢+ e e e e e et et e et et e e e e e e e a e e e e e e e a e e e e e e e e e e e a e e e e e e e et e e e e e e ea e ae e e e e e eeeneaeeaeneneaaeaeneaaeaenenneaenenaa2] 0 1 1.00 1 1 0 0 0 0 0
................................................... TACGAGAGGAACAAGGAGCTC G . -« . vt ittt ittt ettt et et e e e ettt e e e e e e e e e e e e e et e 231 1 1.00 1 0 0 0 1 0 0
................................................................................................. TAAACCCCTTCTTCTTCTAC . + « e e e ettt te e e e e aeneeeacaeneeaeaenenneaenenaea20 0 1 1.00 1 1 0 0 0 0 0
........................................................................... GTAGAGGTGTCTCGCCGTC « & v v v e e e e et et et e e et et e e e e e et e e et e e ettt e e ettt ieeaenenneaen. 190 1 1.00 1 0 0 1 0 0 0
............... GCTCCCGATTGGTCAGCAGAC « &« v vt e e ettt et e e et et e e et et et e et et e e e e et et e e e et e et e e ettt e e e e et e e et et e e e et e e e ettt e e ettt et ettt et 200 1 1.00 1 0 1 0 0 0 0
.................................................................................................. ARACCCCTTCTTCTTCTACA : &+ e et e e eteeaea e e ta e eeeaeaeneeaeaenenaeaenanaea20 0 1 1.00 1 1 0 0 0 0 0
...................................................... GAGAGGAACAAGGAGCTCGGTG M « « v e e e e v et e e e e et et e e e e et e e ettt et et e e et e e e ettt e e ettt et 220 1 1.00 1 0 0 0 0 1 0
.............. TGCTCCCGATTGGTCAGCAGACTGCGAC « « + t e e e ettt te e ettt et ettt e e e e ettt et et et e e e et et et et et et e ettt e et e e et e e e et e e ettt ee et te e teeneneeaeaeneae.. 28 0 1 1.00 1 0 1 0 0 0 0
............ &8 elo o] oleley- Nl e el 7NN PR - N 0 1 1.00 1 1 0 0 0 0 0
................ CTCCCGATTGGTCAGCAGACTGCGACA . « & vt e e e et e te e ettt et e e ettt e e e e e e et e e e et e e e et e et e e ettt e e e et e et e et e e e e et e e e ettt e ettt et ettt 2T 0 1 1.00 1 0 1 0 0 0 0
..................................................................................................................................... GATCACGAATCTGATTATGGAGGAGCT .. ....... 27 0 1 1.00 1 0 0 0 0 1 0
............................... oF-NeT o elole) Nol- N7 V.N for-NeT ! . [P0 R 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
V057 V111
GTCTCGGCCTAGCTACGAGGGCTAACCAGTCGTCTGACGCTGTCTTAGTCCATGCTCTCCTTGTTCCTCGAGCCACATCTCCACAGAGCGGCAGGTGATTTGGGGAAGAAGAAGATGTCCTGTTCCACGACAGCTAGTGCTTAGACTAATACCTCCTCGACGAGCCGCT
Read # Hit |[Total head male
dokdkkdkokdkokdkdkhkkkkkokdkkdkkhkhkhkdkokkkdkkdkkhkhdkhdkkdkkdkknk (. ((((..... T TS D D D IS D D D I 1))).))))))) ... ckkkkkkkkkkkkkhkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k** 5jze Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate iD Alignment
droPer2|scaffold 0:2391156-2391323 |dpe 132||GAGCCGGATCGATGCTCCCGATTGGTCAGCAGACTGCGACAGAATCAGGTACEGACAGE-—=-AACAAGCACCTCEETCTAGAGGTGTCTCGCCGT——————————————————————————— e e e TARACC— === === ———m—mmmm oo C—-——--- CTTCTTCTTCT--——————-—-——— ACAGGACAAGGTGCTGTCGATCACGAATCTGATTATGGAGGAGCTGCTCGGCGAG
dp5 l2:8562260-8562426 - | |GAGCCGGATCGATGCTCCCGATTGGTCAGCAGACTGCGACAGAATCAGGTACERCARE S CAACSACEEECIEEEHEGHEAGAGGTGTCTCGCCGT— === === ———————————————————— CCAC———————mm oo TARACE-——————— C—-—--—-- CTTCTTCTTCT---———-—-—-—-~— ACRGEACAAGGTGCTGTCGATCACGAATCTGATTATGGAGGAGCTGCTCGGCGAG
droWil2|scf2 1100000004921:1460518- GAGCCGGATCGATGHTCCCGITTGGTCAGCAGAMTGCGACARAATCAGGT ALNCACINCL YN IelelCl i ik fEIAGGACArRAGTGCTAECEATIACAA TR TR TR TGe ARG ARC TR TCGGCGRAl
1460680 -
drovir3|lscaffold 13047:9834112- GaGcCcGGATCGgrGciicEccdereaTiaceacacTldcacacaaTcace T/ NG T A A e C T [cAGGACARRNGTGRTGECHA TACHAA B TGAT TATGGAGGAGC TGC TIEGGCGAR
9834267 -
droMoj3|scaffold 6540:9545046— GAGCCGGATCGHT G ClEC G T GG THAGCAGECTGCGACAGAATCAGG T A i et T €10 T TG C A A T CAGGACAAEGTGCTGcATEACQAATETGATTATGGAQGAGCTGCTGGCGA
9545210 +
droGri2|lscaffold 14906:2694910- GAGCCGGATCGHTCCECccETcTcAGCAGACTGCGHCARNAATCAGG T AL~ A A G C | LV - — — — = == == == === === — = ———————— STcAAAREEEAGC BT TRy T TR TR e e e e CAGGA C A ARG TGC TGlEC/IA THACGA AT GATIAT GGAGGAGC TGC TIEGGC GAR
2695087 -
droAna3|scaffold 12911:3879294- GAGCCGGARCGETGCRccCGATGGTCAGCAECTGCEgCHdn Al8C A GG T ettt T i1 T C Ve — — — - — — =~ — = = — =~~~ — - —— - —-ETTCAAAACAAGT TR T2 . T G C R TS o Cldefiyr T T T - - — - - - - —————- FaceacarlerceralgcaTcaciaAc TGATEATGGAGGAGCTGHTIEGGCGAG
3879450 -
droBipl|scf7180000396640:727828- caflcccaeafdeclgracliccilcaldreaTeaccaNec TeCEClc A A CAGC T i e ——— CleC AR A 2 B e B T C TGGCGGGAGT T fe------ GG R N T Sl T T e C G A cllefyT TR TRT- - - - - - ————- ecaccacanrllcrcerdgcarcacilanfdereartaTceaceaccTiicTlgccecac
727991 -
droKik1|scf7180000302810:448984- GAGCCGGATCGETGCRACCGATGGTCAGCAGECTGCGACAGAATCAGG T i e T C [le Gl e — - — — —— — - - B —-—----—-- gy - - - He---—--- ATACACCE T A G T GGATREEEICATAA TREEET T/CRE R S A T C T - C T AEAGGACAAEGTCTGCATCACGAATGATATGGAGGAGCTGCTEGGCGAE‘
449144 +
droFicl|lscf7180000453776:134382- ACAGGACARRGTGCTACATCACIAATITGATEATGGAGGAGCTGCTCGGCGAG
134567 -
droElel|lscf7180000491280:1006383— ACAGGACAARGTGCTCECATCACGAATHTGATIATGGAGGARCTGCTEGGCGAR
1006537 -
droRhol|lsc£7180000780109:19790- [ECAGGACARRNGTGCTGECATCACGAATTGATTATGGAGGAGCTGCTCGGCGAR
19997 +
droBiallscf7180000302113:3232441- BcaceacarlcrecTdgd@aTcaccarircaTATGGAGGAGCTEC TEGGCGA
3232600 -
droTakl|scf7180000410579:311742- GaRccGGATIGATGCC G A TGGTCAGCAGANTGCGACAGA AT CAGG T I et T 1ol C GLYET MY — — — — — — — = — - e CCA-—— o —— T2 A T GAAAREEETAT TATTCATAT Tttt T2 T A T e BICAGGACARRGTGCTCE@ATCACGAARTGATIATGGAGGAGCTGCTCGGCGAR
311897 +
droEugl|scf7180000409770:424944- GAGCCHGATCGETGCCCEGET TGGTCAGCAGACTGCAECAGAATCAGG T i — — — T C TrY Y — — — — — oo T GAT AT R e e TAAACCER—-—--—————————————- ATATEEEECTTAATREREACGREEEEE CTTHTRIT THT--———————————- BICAGGACARRNGTGCTGECHATCACGAARTGATIATGGAGGAGHTRACTCGCRGAR
425099 -
dm3 lchr3r:22954249-22954408 - | lcaceceeaTceaTeCRecGAITGETCAGCAGACTGCAECAGAATCAGG TN ettt T C T /€l RN GEY - — — — - ——— - S TGGAATAGT AACT GG AC R == — = — CEAA AR A 2 T2 A T T S T C T Gl T C e BcaceacarercerdgcfdarcaceanurcatiaTceaceafeTiicrcececa
ldrosim2|[3r:22403879-22404038 - | |caceceeaTCGATGC G ABITGGTCAGCAGAC TGCAECAGAA T CAGG T e i ettt ' C T (€l GENA G- — — — — — = — = — - —————— S T GGCATCATAACTGGAC i — — = === === =—————————— ARAn AR T ATAA TEEEE T GREEEE circreifeTife----—--—--————- EcaceacarercirdgcaTcaccaairearParceaccalcTecTceeccal
droSec2|lscaffold 13:1717232-1717391 GAGCCGGATCGATGCRCCGARTGGTCAGCAGECTGCACAGAATCAGE T . T C T - - - — - — - S TGGCATCAT AT CTGGAC - — - — R ABA A A BRI TATAA TREEEE T CREEEE cidrcrferife-----—--—--—-—-- [ECAGGACARRNGTGHTGECATCACGAA R TGATRATGGAGGARCTGCTCGGCGAR
ldrovak3|[3R:23533192-23533355 + | lcacecGGATCGAT GG ABITGGTCAGCAGAC TGCAECAGAA T CAGG T e R ettt ' C [T F N G — — — — — — = — = — = —————————————— GTGGAATCTTAAGTGAACA T R N - - — B2 A C A T A A T T cR Tl TR T T - - - - - - ————— acacGacarercerdgcaTcaccaafrearParceaccaicTicTceeccal
droEre2||scaffold 4820:5075761- GAGCCGGATCGETGCCCGARTGGTCAGCAGACTGCACAGAATCAGE T .  geec G - — - — - — -~ — o GTGGAATCCTGAGTGAACA Y- — B CCREEEA ACAA TREEEET CREEE S T el A T C o [ECAGGACAAGGTGCTGIECHA THACGAARTGATIATGGAGGARC TGCTCGGCGAR
5075923 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:2391157-2391325
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:2391156-2391323
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_132.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:8562260-8562426
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004921:1460518-1460680
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:9834112-9834267
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:9545046-9545210
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:2694910-2695087
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12911:3879294-3879450
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396640:727828-727991
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302810:448984-449144
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453776:134382-134567
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491280:1006383-1006537
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780109:19790-19997
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302113:3232441-3232600
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000410579:311742-311897
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409770:424944-425099
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:22954249-22954408
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:22403879-22404038
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_13:1717232-1717391
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:23533192-23533355
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:5075761-5075923
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ID: Coordinate: Confidence: || Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dpe 122 |scaffold 13:198559-198616 + confident Testes-restricted |intergenic
PSR el Eigmis match in alignment _
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity
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Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
V111l v057 v050 MO021
GTTTTCTGCAGTGAAATGTGTACTCTGTTTTGAGCCGATTGACGGTATTGAATGGCCATGTTTCTGCGTTGGTTTATCCCATATCCAATACCGTAACGCGGCTGTTCAGAACTTTAATCGTATTCTATCCCAATATCCTGTGAGTTGATGATACATAC female
Read # Hit |Total male head head body
Je ok e ok e sk e ke e ok e ok e sk e ke ke ok e sk sk ek ek ek ke ok ( (. (CC COCCCCCCCC. (... .. COCCCe e e e e )))) e ... 1)))S)NNNDDDIDND)L)ND))))))) Kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k*x* 5ize Mismatch Count Norm Total body
.................................................. AATGGCCATGTTTCTGCGTTGG ¢ « ¢+ e e e e e et et et et e e e e e e e e e e e e e e e e e ettt ettt ettt ettt 22 0 1 33.00 33 16 10 5 1
.................................................. AATGGCCATGTTTCTGCGTTG . « « v e e e e e e e e et et et e e e e e e e e e e e e e e e et e et ettt et e e e e e e 20 1 7.00 7 3 3 1 0
...................................................................................... AATACCGTAACGCGGCTGTT « « v vt vt et e e ettt et eeeeeee e eeenenenenenenenenenea. 20 0 1 4.00 4 3 1 0 0
...................................................................................... AATACCGTAACGCGGCTGTT. . oottt ittt i i e e e e e it 201 1 2.00 2 0 1 0 1
........................................................................................ TACCGTAACGCGGCTGTTCAGR  « « e et et e e eee et e eeatee e eneaeeneaeeneneanaa 22 0 1 2.00 2 0 1 0 1
...................................................................................... AATACCGTAACGCGGCTGTTC e « v v v e v e e e eeeeeeeeeeeneneanaeaenenennnnnenenaa. 2l 0 1 2.00 2 2 0 0 0
...................................................................................... AATACCGTAACGCGGC TG T . « & ot vttt ettt ittt et ettt et e e 222 1 1.00 1 1 0 0 0
................................................ TGAATGGCCATGTTTCTGCGTTGG « « « ¢ e e e e et et et et et et et et et et et et et et et et et e e e e te e e e eeeeaeaaaaaeaeaeaeneneaeaeae 24 0 1 1.00 1 1 0 0 0
...................................................................................... AATACCGTAACGCGGCTGTTCH. -« oot it ittt e e e e e e ittt e e 22 1 1 1.00 1 0 0 0 0
...................................................................................... AATACCGTAACGCGGCTGTTCH. . ..o i e i 221 1 1.00 1 0 0 1 0
....................................................................................... ATACCGTAACGCGGCTGTTCRE . « - vt vttt ettt ettt ettt ettt e e 22 2 1 1.00 1 0 0 0 1
................................................ TGAATGGCCATGTTTCTGCGTT . « e« et et et et et et et et et et et et et et et et et et et et e e et e ettt ettt ittt 22 0 1 1.00 1 1 0 0 0
Anti-sense strand reads
M042
CAAAAGACGTCACTTTACACATGAGACAAAACTCGGCTAACTGCCATAACTTACCGGTACAAAGACGCAACCAAATAGGGTATAGGTTATGGCATTGCGCCGACAAGTCTTGAAATTAGCATAAGATAGGGTTATAGGACACTCAACTACTATGTATG female
Read # Hit |Total body
de ok ok de ok ok ke sk ke ke ko koo (((((((. (O CCCCCCCCCC. (... .. CCCCCe e e e e 1)) ... 1)))))))))))))L)))))))))) L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk***x 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
droPer2 |scaffold 13:198509- |ldpe 122 |GTTTTCTGCAGTGAAATGTGTACTCTGTTTTGAGCCGATTGACGGTATTGAATGGCCATGTTTCTGCGTTGGTTTATCCCATATCCAATACCETAACCCCECTEGTTCAGAACTTTAATCGTATTCTATCCCAATATCCTGTGAGT ——————————~ TGATGATACATAC
108666 +
dp5 XL grouple:8365729- |ldps 55 [TETTCTHCAGTGAAATGTGTACTCTHTTTTGAGCCGATTGAGGTATTGAATGGCCATGTTIMTGCGTTGGTTTATCCHATATCCARTACCCTARCECEECTETT CAGAACTTTAATCGTATTCTATCCCAATATCCTGTGAGT/NNT NN NNNNAT ;A T CG
8365890 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:198509-198666
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:198509-198666
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_122.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8365729-8365890
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_55.html

ID: Coordinate: Confidence: || Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dpe 143 |scaffold 13:1836435-18365(02 + |confident |Canonical miRNA | intergenic
Legend: mature Star [t Nl Rl d o mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 18 19 20 21 22 23 24 25 | | | |
Size Condition 1,836,400 1,836,450 1,836,500 1,836,550
Genomic Position
Hairpin partition - Sense -8 Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M042
V111 V057 V050 M021
CATGAACTGCCTCCTTTCTGGAGGACTTTTGTCGTTTGAAAGCGTCATATCCCCGCTCGGAGATATATCGCTTTAAATGTCTCCGCCGTTTAACAAACGACATATCTCCGCGCAGAGCTAGGACGTTTTCCGACGACATGTCGTCGGAGATATTGTCGCTGCCCCCAC female
Read # Hit |Total body male head head embryo
dedk ok ok ke ok ke ok ek ke sk ke k ke ke ke ke (((((((((. ... CC OO COCe o e e enn BRI DD D D I D DD D DD D DI D ))))))))) . Kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kkk** gjze Mismatch Count Norm Total body
.................................................. CCCCGCTCGGAGATATATCGCT « « + e e v et e e e ettt e e e e et e et e et e et e e e e e et e e e e e e et e et e e et et ettt ettt 22 0 1 19.00 19 12 5 2 0 0
................................................................................................. CGACATATCTCCGCGCAGAG t « ¢ e v et et e eetaee e e eaeneeaeneneeaeneeneaenneaenas 20 0 1 11.00 11 3 3 3 2 0
................................................................................................. CGACATATCTCCGCGCAGAGC . « « v e e et ee e et et et ee e ie e eaaeaenaenaena. 2l 0 1 4.00 4 2 2 0 0 0
.................................................. CCCCGCTCGGAGATATATCGC . « &+ e e e e e et e e e e et et e e et e e e e et e e e e et e e et et e e e e e e e e e e eneaeeneaeeaeneeeeaeneeneaenneaeaaa2l 0 1 2.00 2 0 0 2 0 0
...................................................................................................................................... GACATGTCGTCGGAGATATTGT. . ....vu.e.. 22 O 1 1.00 1 0 0 0 0 1
.................................................. CCCCGCTCGGAGATATATCGCTH . « ¢ - vttt et et et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e et e ettt 23 1 1 1.00 1 0 1 0 0 0
................................................................................................... ACATATCTCCGCGCAGAG . -+« ettt etae e e e e e e eaeeaeeaeeaeeaeeaenaenaana. 18 0 1 1.00 1 1 0 0 0 0
................................................... ofoloelokioleTer N -\ -Niiy-N o cToLi U3 B ¢ 1 1.00 1 1 0 0 0 0
.................................................................. ATCGCTTTAAATGTCTCCGCCGTTT .+t e v e te et e et e et e et e e e e e e e e e e e e et e e e et et et te et eiaeaennenae 25 0 1 1.00 1 1 0 0 0 0
................................................................................................. CGACATATCTCCGCGCAGH- - - -+ttt ettt it ie et eaeeaeeneeneen.ea 20 2 4 0.25 1 0 1 0 0 0
Anti-sense strand reads
Vi1l
GTACTTGACGGAGGAAAGACCTCCTGAAAACAGCAAACTTTCGCAGTATAGGGGCGAGCCTCTATATAGCGAAAT TTACAGAGGCGGCAAATTGTTTGCTGTATAGAGGCGCGTCTCGATCCTGCAAAAGGCTGCTGTACAGCAGCCTCTATAACAGCGACGGGGGTG
Read # Hit Total male
dedkde ke ok ek ke ke ok ek ke ke ke ke ke ke kkk  (((((((((e.nnn.. TR N T N T D)) e )OI D)) e ))))))))) . hkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k*k** gize Mismatch Count Norm Total body
............................................................................................ TGTTTGCTGTATAGAGGCG « « + ¢ v v e et et et ettt te e et et e e eeaeaenaenaenaeea 19 0 12 0.08 1 1
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droPer2|scaffold 13:1836385- dpe 143 [[CATGAACTG--------—-—--- CC--T-CCTTTC---TGGAGGACTTTT--GTCGT-TTGAAAGCGTCATATCCCC-—=——=——=-= GCTCG=— === === ———————m——m GAGATA--TATCGCTTT------- AAA-—--T----——- GTCTCCGCCGTTTAACAAACGACATATCTCCECECAGAGC TAGGACGTTTTCCGACGACATGTCGTC——-—GGAG-————————-———— ATATTGTCGC---TG--CCCCCAC
1836552 +
dp5 XL _groupla:7224881-7225066|dps 3821|CATGAACTCdasaa v aydeliceeT -iC TTTC- - - TGGAGGACT T[T --GTCGT-TTGAAAGCGECATATCCCC-——————=——- GCTCG-—=———————————m o m o callaTaAld\raTCGCTTT-—-—--- AAA--—-T--—-—-- GTCTCCGCCRTTTAACAASIGACATATCTCCCCCCACAG CTARGACGETTTCCGACGACATITCGTC-—-~GGAG—-——————=————~- ATATTGTCG}---TG--CCCCCAC
+
droWil2|scf2 1100000004382:395502- TG--—-——— R TR GRT TiliNe T A A CleCleler G A ANVl BUNG TEVY A SlEc TG - - - AT TEEEEEE e €8 EAAGATATGTCGT TTCAAA T CG e — it — — — — — =~ en - —--fg---—--—- BArcrcceeceT TR AR A ACCACATATCTCCECEC LN T A liciiG T T T XS A coacATRT cifdcdddc o Ly ¥e - - - - - —- - - T C GhY - - — T - - R ¥ C
395671 -
drovir3|scaffold 12822:4001968- e AACRG-————————————- fc- - e - - -FdcfccarTir- -cTcoT-TTiEA AR CGTCATATCCC - === === ===~ GClgcG-—-—— - GAGHWTA--TlgrcepTTT-—-—--- ----B-----—-- e . 7, CCICATATCTCCSCECECAGC TAcHcG TTT TN A coficaTR T Clfelci)- - -Geal- - - - - ——- - —————- ArEriiTccl)- - - Th- -ERiclEcac
4002116 +
; N-_tecclaN
droKik1|lscf7180000301535:16585- il — — — = == —=—=—=—~- - -B-ETTTC---EecEccaedTiT - -BrcoT-TTiaaAcecicaTANclcc - - - - - - ——- EloGEGAGATATTTCGTTATAAAACGE R e i — i — — — = == = Aga-—--T--———-- Nectcccecog¥laaila AECCACATAINGTCCOChCE ALY A blG TACRGGGC/HINEATATGTCGTCGGAC TN - [UchIclcIoRuEi~ BT cllecGA
16745 -
AroPlel[soi1180000287721 (5933-6015 _— e e e I e T eSS NN o e A AR R A ————————— GGGCEAEATAT R - For- -]
BE
droRhol|lsc£7180000759646:427-558 | [T - - - - ——— - B — i -~ - 2 AARNCGilcATATCCC -~ =~ === ——- E[¢GGEGAGATATGACGTTTAAAAACGACATATCTCCGCTCGAMNAINF RN T|Iele T/ il - ---E------- B . 2. 2. CEACATATCTCCECO ALY A G CC T T TG A [l GGAG—-——-—————————- BraRrcT i Ce - - E———|
droBialllscf7180000299101:14097- [ |l - — - ———————- - -B-RTTTh- - - TecccAeT T - -Brco Tl T TAA AR CGTCATATCCC -~~~ = — -~ GCEcG--——— - GAGHTA--TlercecT T TIINYNNIeA BTl - - — - —— - ArcrcceciciNea 2l AECCACATATINTCCECECECACL T AficACG T T TN G ACcACAT T cifecddecGaG- - - - - — - - ———— - -i¥Accaifdrfdccc--B------[@
14263 +
droTakl|scf7180000411271:5074-5237 L — — — ——————————~— - - - - - - — -EEEGTele e G A A IEETe A S IELTIA VYA Se A XN T T[ele CCCGTTAATCAANGHEGAGATATGTCTTTTTTAAACGEEEEEEEEEEEEEE i — i - - — === = Wen--—-T--—-——- BArcrcceccldr rifecarACEACATATCTCCECECECACTcACGTT TEE NN A clen A TR TRl T Clllelelc A LY Ne - - - - - —- - ------j¥&- -BeTj{- - - - -
+
_
droYak3|v2 chrUn 1994:6664-6816 + || |kt ——-—-——-—-—-- - - -ETfeCiC/ORE - - - i\ Er T T TicEC Tt TGAAACCllcATATECC -~ = - = ===~ GCTRG- — = —— - —m oo GAGdTA--TlgrceTTT-—-—--- PN T CGGATGAGAINA TE TSI T G ARV (I NI il e ele TAGENEG - - — - IGEIA T - - - - — - - - - - - TAl- CGGC/HINEA TG TGEEEEEEEE ---—--j§8- -BGTHTTTGGAGATA
droEre2|lscaffold 4929:23995222- il — — —— == —=—=—=—~- - -B-ERT T Th- - - TelNSccAeT TT - -G T T TGliA ARG G TCATATCCC - - - - - - ——- N ECcG-— - NE TF P NATE TIENC T TAA CGEICT AR BTcTCccGCCoN XA AACCACATATCECCECECECAG T A GIRCET T TN A COlECA TR —— - —————————-——~— e - - - -
23995358 - \
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:1836385-1836552
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:1836385-1836552
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_143.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:7224881-7225066
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3821.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004382:395502-395671
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12822:4001968-4002116
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000301535:16585-16745
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000487721:5933-6015
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000759646:427-558
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000299101:14097-14263
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000411271:5074-5237
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_1994:6664-6816
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:23995222-23995358

ID:

dpe 456

Coordinate:

scaffold 0:9937733-9937789 +| confident | Mirtron |intron

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star (TG iz1(d 91 IFdil 11511 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
Hairpin partition - Sense -#= Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
intron [Dper\GL24434-in]; CDS [Dper\GL24434-cds]; CDS [Dper\GL24434-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
V057 V050 M021 V111 V042
TCGCGACGCGGCGACCTGGAACTCTTCCTTACATCCCCCATGGGCACCAAGTGAGTAATCTAACCTGAATCACTGTCAACAAGAGGTTCACCTTATTTCATTCACAGATCAATGATCCTGTCGCGTCGCGCCAATGATGATGACCATCGCGATGGCT female
Read # Hit |Total head body | head embryo male embryo
Tekkdekddokddkokdk ko kok ok ko dkk ok ko dkkdkkddkkdekrdk ((((( (... (CC. CCCCCC(Cennnn. 1) )))))) o)) ) i ))))) ) L kkkkkkkkkkkkkkkkkkkkhkkkkkkkkhkkkkkkkkkkkkkkkkkk*** 5jze Mismatch Count Norm Total body
..................................................................................... GTTCACCTTATTTCATTCACAG . -« e ettt e tetete e ettt taeaeaeneneeeneneas 22 0 1 18.00 18 5 8 4 0 1 0
...................................................................................... TTCACCTTATTTCATTCACAGH. . . ..ot i i it e e e 22 1 1 17.00 17 13 0 4 0 0 0
..................................................................................... GTTCACCTTATTTCATTCACA . ¢ o e et ettt e tete e e e e e ettt tetaeaeaeaeneeeaeaea 20 1 15.00 15 6 6 3 0 0 0
.................................................. GTGAGTAATCTAACCTGARTC . « o e et et et et et e e e e et et et et et et e e e e et ettt et et e e e e et et teeaeaeaeaeaeaeaeaeaaaa 2l 0 1 8§.00 8 4 0 3 0 1 0
.................................................. GTGAGTAATCTAACCTGARTCA . &« e e et et et et e e e e et et e et et et e e e e e et et e et et et e e ettt ettt e e eiiaeaeeena 22 0 1 4.00 4 0 0 0 3 0 1
..................................................................................... GTTCACCTTATTTCATTCAC . &« e e e e et e tetete e e e e e et et teeaeaeaeaenenanneaea. 20 0 1 2.00 2 0 1 1 0 0 0
............................................................ TAACCTGAATCACTGTCARCAAGAGG .+ « « « « v et et e e e e e e et e e e et e e e e e e et e et e e eeeaeaeaeneneeaeasaeaeaennnas 26 0 1 1.00 1 1 0 0 0 0 0
...................................................................................... TTCACCTTATTTCATTCACAG . « &« v et et e te e e eee e ee e eetetaeaaaeaenaneeaeaeaeaanaa 2l 0 1 1.00 1 0 1 0 0 0 0
...................................................................................... TTCACCT TAT TTCATTCACAR .  « o vttt e et ettt ettt it e eeee e 22 2 1 1.00 1 1 0 0 0 0 0
..................................................................................... GTTCACCTTATTTCATTCACH . . - oot i i e e ieee e 211 1 1.00 1 1 0 0 0 0 0
N ¢ Yol et ol ete o e)-\of ok e T V-Voki oL TN 21 0 1 1.00 1 0 0 0 1 0 0
..................................................................................... GTTCACCTTATTTCATTCACAGH . « o v vttt it ittt e ettt it et e e 23 1 1 1.00 1 0 1 0 0 0 0
..................................................................................... GTTCACCTTATTTCATTCACAR. ... i i 221 1 1.00 1 0 1 0 0 0 0
...................................................................................... TTCACCTTATTTCATTCACA . « ¢ v v et et e eeeeeeeeeeeeneeasasaeaeneneeeeaeanannaa 20 0 1 1.00 1 0 1 0 0 0 0
..................................................................................... GTTCACCTTATTTCATTCACAGH . . ot ittt e e i ittt e e ieeeeea 231 1 1.00 1 0 0 1 0 0 0
Anti-sense strand reads
M042
M021 V057
AGCGCTGCGCCGCTGGACCTTGAGAAGGAATGTAGGGGGTACCCGTGGTTCACTCATTAGATTGGACTTAGTGACAGT TGTTCTCCAAGTGGAATAAAGTAAGTGTCTAGTTACTAGGACAGCGCAGCGCGGTTACTACTACTGGTAGCGCTACCGA female
Read # Hit Total body |embryo head
e sk e sk e sk e sk e sk e sk e sk e sk e sk ok e sk e ok ek sk sk e sk sk ek ek ek ek ek ke ke ok ((((( (... (e CCCCCC- (e e e 1) )))))) i) )) i )))))) L S kkkkkkkkkkkkkkkkkkkkkkkhkkhkkkkkkkkkkkkkkkkkkkkkkkk*x gize Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droPer2|scaffold 0:9937683-9937839 [dpe 456 [[TCGCGACGCGGCGACCTGGAACTCTTCCTTACATCCCCCATGGGCACCAARSS===Sooooooooooaoos GTGAGTAAT CT AR~ — = — = — = — = = = = == = = = GO AR TR C T G~ — = — = — = = = = = = = =~ = o TCAA--—-———————————————— CAAGAGE———————————————- G=TTCAC == === ==~ m o o TTA-—-——————- T--—-TTCA--TT-CACAGATCAATGATCCTGTCGCGTCGCGCCAATGATGATGACCATCGCGATGGCT
+
dp5 l2:10543219-10543375 - laps_463 |CGCGACGCGGCGACCTGGAACTCTTCCTTACATCCCCCATGGGCACCAARSESSaaaaaaaaaans e GTGAGTAAT CT A A - — = — === —— —— ———— GO A A T O A C T G~ — = — = — = — = — = =~ = — - TCAA—-—-———————————————— CAAGAG=-——————————-———- G—T T CAC Cmm— = ———m—m— oo TTA-—-—-—-—-- T=———TTCA--TT-CACAGATCAATGATCCTGTCGCGTCGCGCCAATGATGATGACCATCGCGATGGCT|
droWil2|lscf2 1100000004943:6660556- Tc@caccileclicaccTcalgcTerTecTTACiTC CcCcCATGGACHAAR S s s=s= s el A e G G T C C T T C TG 2 R T T T G e — - — - Gl A A G T C T e e e e Bl -~ ——————=—=——=———————- = - — — - - =B - — - — - B e CTTAAREATAREEA TGTGTAAT T CEEE B-—--Rrile--rr-plcacErciaTcaTic T TcEc Gl cclGCCAATGATGATGAMCAT CGEGATGGCT
6660718 +
drovir3|lscaffold 12822:3383957- dvi_ 2702|TCGCGACGCGGCGACCTEGAACTCTTCCT/MACETCECcCIlATGGGCcACCAA B EEEEEETmaEan e S el G T G T C T C R — AT A T - - - EE R e e - - - -—--—-—--—- AT T AR - - — - - — i AR Al A - B CCAACCCTTGAT A R e A T TREE - ----—---- B--—-fErchy--rr-EacarcaTcaTicTeTCic Gl cGCGCCAATGATGATGACCATCGCGATGGHT
3384115 +
droMoj3|lscaffold 6540:16703828- TCGCGACGCGGCGACCTGGACTCTTCCTEACETCCCCCATGGGCACCARE === ======—=o—ooo e el el G Tl A — - G BT NeATChiCRm- - —-——-—-————————-———————————— 72 e e — — — — G T CGA A S Clen - ———————————————- G- T~ ———————- T T A T 2 C T e I T--—-Tlecle--MeediacaTclaTcaTc TGTCGCocGecoCA A G ABGATGACATCGCGATGGCT
16703984 +
droGri2|lscaffold 14906:1022590- TCCGACGHGGCGACCTGGAgCTET T T8A CliTCliCCCATGGGCACCAA RS S = S=aaaaaoao oo oo o GTGAGTEE - — - -~ - mmm oo A - — - — - - - [UT[e - - T T e e e — — - CTTGAACT I A2 Gl - — T A T e A T T A T A C e T - — C R B-—--Trcle- - -iecacATCEATGATRRITGTCGCGTCClGCCAATGATGATGAMCAT CGCGABGGHT
1022751 +
droAna3|lscaffold 13340:16810058- TcGealgccileeecailirceaactgrrecTracTclcciaToeclacilanmssss s s oo e oo e crilacrEyrcilanf®-86¢¢- - - - - - - - - —— - ——— - ——— - R e T T e T R — — — - TTTTAATREEEE T T T AT A - T ettt A Tl - T - - R e . et - ----—---- B--LERee- - Te-ffecacaTciiaTcaTccTeTCGeGgcGeacaATGATGARGARC ABCGIGATGGRT
16810212 +
droBipl|lscf7180000396424:325475- TCGCGECCHGGCGARMTGGAACTgTTCCTTACHTClgcceATGGEACIaaESss=saa o an oo GTRAGTE TN AA - — -~ et — — — — == == === === === ————— GG G T R e e — — — — TTTGAATEEE T T T GGG A - T e AT Tl - - T T A T A T e T T T B T--—-1T 8- -Ti-HacacarciiaTcaTccTRTACGTCGCGCAATGATGATGARCABCGCGATGGHT
325641 +
droKikl|lsc£7180000302253:169054- B--—-Ti\cl--Tr-cacacarcEaTcaTccTRTCGGECGCGCCAATGABGATGACCATCGCGATGGCT
169116 +
droFicl|lscf7180000454055:1099664- calEa/Neldlelen NS AT CING ARSI TIVG C GINNSAETGCCAAINSING TG T TACGC TGCTCAC T CCTAG eI A AT C T Cl T cicdcalirTcceeTccldedy
1099819 -
droElel|scf7180000491212:555936- calelele clefeldlelel T/el:Nela kic CINNehiGldNe T~ G Gl¥ea e G cc A A NI G TG TCACGC TCCTAACGCCTAGENA/NELIGGIIICTATATAGC)
556152 -
droRhol|lscf7180000778271:195344- TcpiccaccileclgcachrilcalgcTidr TecTTAChTClgcccATGGGCACCAA RS SRS E s s e e e oo o GTAGT AR T AR - - —f— - ——————m—
195520 -
droBialllsc£7180000302136:2002046- ci\cgXcaiNerccder rccEdeT
2002199 -
droTakl|scf7180000415286:547378~- cleaTLEENT
547477 -
droEugl|scf7180000409682:65091- TciccaccecaicaicTicagc Tt TecTTACETClgccilaTGeGCACCAN TS m s s s s s s m e GTAGTHARE A nf MNa--f&\-caflacarcarcaTccreTcoccclicclaaTGATGATGACCAMCGHGATGGCT
65319 +
|dm3 lchr3r:22525293-22525486 - | |zcBccacceccEeaficTicaacTrrecTTaCATCEcCcRATGGGCAC R AR S sssam s e e e e e e e GTRAGTEAN AT A RN -FEF Y- — - - — - ———————— T T T G e e — - — - A A T C C T A 2 e - — - - - — - B AT TTTGGTTT TG - - —- — - e B - — — - e TGAATTCATTAATAATATCAATAATEEEATTAAT- - - EEEEEEEEE B--XBrE--18-caljacaTcBaTcarccrercclcBeeccecanfeaTeaTcaccafcceeaTeaerT)
ldrosim2|3r:21984938-21985125 - lasis433|rcllccaceecciicaic TilcacTErrecTracaTcRlecilaTceccaccanFESSEESEIE IR ETTTEs cTRacTEA A Y-V el - — - T T e T T e ———— —- - -G A ATl CC T2 A R ——— -Ts------—- - —--- TTCTGGTTTCCR- —— - — -t B - e T TA T TACA T TAATGATAT TAA T AA TR - ----—-—-- B--XEre--rT-caljacaTcEaTcarcererecfleflccececandeaTeaTeaccaldcceeaTeaeT)
droSec2|lscaffold 13:1299401-1299588 Tcilccacceeeecalc THGAEC 8T TCCTTACATCl§CCCATGGGCACCAA RS S=s= oo ooao oo o cTaGTEA S TAA - I NN - - - - ——— T T T G e A CCT A2 R e T A T .\t ia rt éliIh.e . il it @--o e~ =~ - AT TCCGGT T T TC - — - - — - B~~~ === =—=—=——————— TTAATACATTAATGATATTAATAAT SR Ers - —-——-—-—- B-INR Y- -Tr-cajlacaTcEaTcaTccTeTcal)cEccceccAAGATGATGACCATCGCGATGGCT
larovak3|3R:23971306-23971472 + I |TcBccaceeceeeaficreea§ererTecTracATCgccATGGGCACHA A EEEEEEEEEEREEEEE crincregrtyranpy)- 9N - —————-. .-, ——— —————— - — - — - R e e R T - — - —-—-—-—-————-———- — - — A T - T - - - B - NN e N N A N T S VO R 77Xel- - 18- CACAGATCEATGATCCTGTCGRGECGCGCCAABGAGATGACCABCGCGATGGCT|
droEre2|[scaffold 4820:5526351- TcilccliccecalgcaiicTiicalgcTeTTecTTACATClgcCllATGGGCACCAA SRR SRS s S e e s e n e e cTacTE A -Vl - - - - - ——— - —e---——— - —-—- TG AT C TGGATAG T T T T TATAATAT T T TG T T T T 2 R TCTREEEE A ATTGTCT TCAATTTT T T T TCTGGT TA T Cl e AanclGc-—-—————————————- e A — — — R e e A TEEEACAT TR TTg-----—-——- T--—-TT[els--Tl8-CAlAGA TC@ATGATCCTGTCGRGECGCGCCAAGATGATGACCASCGCGATGGCT
5526575 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:9937683-9937839
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:9937683-9937839
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_456.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:10543219-10543375
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_463.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:6660556-6660718
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12822:3383957-3384115
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_2702.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:16703828-16703984
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:1022590-1022751
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:16810058-16810212
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396424:325475-325641
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302253:169054-169116
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454055:1099664-1099819
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491212:555936-556152
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778271:195344-195520
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302136:2002046-2002199
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415286:547378-547477
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409682:65091-65319
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:22525293-22525486
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:21984938-21985125
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_5433.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_13:1299401-1299588
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:23971306-23971472
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:5526351-5526575
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[View on UCSC Genome Browser {Cornell Mirror}]
dpe 144 |scaffold 13:197867-197929 + | confident | Testes-restricted | intergenic
Legend: mature star [T NIRNTININST, mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity
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Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads
M042
M021
ATCATCATATTGTACTGTGAAGAGAACACTGTTTTATGCGGTTGAAGTAGTGGGTGGAAAGGCTAAAATATTTTTATATTTTCAATTGAATAAATTAGATTTTCTGCCAACTTCTGCGATTCGCATCGACCCCTGTTTGTGCACTCTCGGGAGCGATCGTTTC female
Read # Hit |Total embryo body
AR e e e N I N N N N O N O N 1)))) - )))) o )ID)D))) D)) L)) ))) L)) )))) L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* gjze Mismatch Count Norm Total body
.......................................................................................... TARAATTAGATTTTCTGCCAACT « + o v e e et e e et e e et eeeeeeaneeeaneeaneeaneananeenneas 22 0 1 27.00 27 14 12 1
.................................................. eletedi el el-:VXelet ok 0¥ N 7N 0 1 3.00 3 0 1 1
.......................................................................................... TAAATTAGATT TTCTGCCAACH . « « ot ittt ittt e ettt et ettt e et ee e 221 1 2.00 2 2 0 0
.................................................. i eletedi el el-:VNel et ok -0V N I 0 1 2.00 2 0 0 2
.......................................................................................... TAAATTAGATT TTCTGCCAACK . ¢« ¢ vttt ettt ittt ettt ettt e e e e 22 1 1 2.00 2 2 0 0
.................................................. TGGGTGGAAAGGCTARRAATAT TG . - « « ¢ o e et et et et et et et et et et et et et e e et et et et et et e e et et e e e ettt e e e e eeeaeaeaenea 25 2 1 1.00 1 0 1 0
.................................................. el eted el eF::V-Xel et ok -0V NP N 0 1 1.00 1 0 0 1
............................................................................................. AT TAGATTTTCTGCCARC T+« e et e e e e e eet e e eeeeeeeeeanseeaeeeaneeaneennneanaaa 19 0 1 1.00 1 1 0 0
.......................................................................................... TAAATTAGAT T TTCTGCCAR . + v e et e e et e et e e et ettt eeateeaaeeaneaaanaanaa 200 1 1.00 1 0 0 1
........................................................................................... AAAT TAGAT TTTCTGCCAACT . & v e e et e e et e e eeesaneeeneeeaneeaaeeeaneeaneenneaaaa2l 0 1 1.00 1 1 0 0
.......................................................................................... TAAATTAGATTTTCTGCCARC . + v e v e e et e et e e et eeeeeeeeeaaeeaaneeaneaannennnaaa 2 0 1 1.00 1 0 1 0
.................................................. TGGGTGGAAAGGC T AR A AT AT T T T TAT A . &t e et e e et e e et e e e e e e e e e e e e e e eaa e e e e e aeeeeeeeeaneeeaeeeaaeeeaeeeaeeeaneeeaneaaa 28 0 1 1.00 1 0 0 0
.............................. e et o] el il e VY1 X 22 I O 2 0.50 1 0 0 1
Anti-sense strand reads
V057
TAGTAGTATAACATGACACTTCTCTTGTGACAAAATACGCCAACTTCATCACCCACCTTTCCGATTTTATAAAAATATAAAAGTTAACTTATTTAATCTAAAAGACGGTTGAAGACGCTAAGCGTAGCTGGGGACAAACACGTGAGAGCCCTCGCTAGCARAG
Read # Hit |Total head
A e e e N R N N N O T O N 1)DN)) - )D)) o)D) ) D)) L)) ))) L)) )))) ckkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** gjze Mismatch Count Norm Total

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate

ID

Alignment

droPer?2

scaffold 13:197817-

dpe_144

197979 +

ATCATCATATTGTACTGTGAAGAGAACACTGTTTTATGCGGTTGAAGTAGECEETCCARACCCTAAAATATHT TTATATTTTCAAT TGAATAAATTAGATTTTCTGCCAACT TCTGCGATTCGCATCGACCCCTGTTTGTGCACTCTCGGGAGCGATCGTTTC

dpb

XL _grouple:8366435-

dps 73

8366597 =

ATCATCATATITACTGTGAAGAIRACACTGTTTMATGCGGTTGAAGTAGECEEHNCARRCCCTARARTATHT/eTATATTTTCAAT TGAATAAATTAGAT TTTCTGCCASCT TCTGCGATTCGCATCGACCCCTGTTTINTGClECTCTCGRGAGCGATCGTTTC
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crit.loop

crit.mor

crit.half

crit.total
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:197817-197979
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:197817-197979
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_144.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8366435-8366597
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_73.html

ID: Coordinate:

dpe 138 |scaffold 13:198179-198240 + || confident | Testes-restricted |intergenic

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature Star [t g R R L mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity
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No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads
M042
V057 V111 MO021
AGATCGACCGACGATCTATGGAGGATCCCTGTTTCATACGATTGAAGTACTGATAGAGGATGCTTCTCTATTGGTGTATTCGARAACCAACAGCAAGCCACCTCTTTCAATACTCCGATCAACCAGTCTGGTATCCCAATATTCTGTGACGAACGCTGGAGG female
Read # Hit |Total head body
AR R e e L N N N N N O N N (DRSS D DS D DD D D D D DD D D D D D D I kkkhkkkkkhkkkkkkkkkkkkkkkkkkkkkkkk**x**x gize Mismatch Count Norm Total body
......................................................................................... ACAGCARGCCACCTCTTTCART .+t et et e te e et et et et et e e e e e e eaeeeaeaenenenena. 22 0 1 23.00 23 6 11 3 3
......................................................................................... ACAGCAAGCCACCTCTTTCA . « « et et et e teee e e ee e e eaea e e e eaeaenenenenenenenenea. 20 0 1 6.00 6 3 1 1 0
......................................................................................... ACAGCARGCCACCTCTTTCAR . « vt et et e ee e et e ee e e e e aea e eaeaeneaenenenenenenea 2 0 1 3.00 3 2 1 0 0
......................................................................................... ACAGCAAGCCACCTCTTTC . « e v et et e e et et et et et e e e e e e e eaeaeneaenenenenenaa. 19 0 1 1.00 1 1 0 0 0
.................................................. TGATAGAGGATGCTTCTCTATT .« « vt et et et et et et et et e e et et et et et et et et et e e e e e e e e e e et e e e e e e et e e e e e 22 0 1 1.00 1 0 1 0 0
.................................................. TGATAGAGGATGCTTCTCTATTGGTGT ¢ « ¢ v v v e v e et et et et e e et et et et et et et et et et e e et et et et e e e e e et ea e enenenenenenenenea 2T 0 1 1.00 1 0 0 1 0
.................................................. TGATAGAGGATGCTTCTCTATTGR . « & ot ottt ettt ettt et e ettt e ettt e e et e ettt e et e et ettt et ea e 24 1 1 1.00 1 0 0 1 0
.................................................. TGATAGAGGATGC T TCTC T AT Tl - ¢ ¢ et ettt ettt ettt e ettt ettt et et e ettt e et e et te et et e ieeea e 23 1 1 1.00 1 1 0 0 0
.................................................. e) N Ne Neel-Ni el ok i ol ol o 210 B 3 0.33 1 0 0 1 0
Anti-sense strand reads
V057
TCTAGCTGGCTGCTAGATACCTCCTAGGGACAAAGTATGCTAACTTCATGACTATCTCCTACGAAGAGATAACCACATAAGCTTTTGGTTGTCGTTCGGTGGAGAAAGTTATGAGGCTAGTTGGTCAGACCATAGGGTTATAAGACACTGCTTGCGACCTCC
Read # Hit |Total head
LA R R R A R e L L N R R N N O Y O N T )Y NN DN DI e khkkkkhkkhkkkkkkkkkkhkkkkkkkkkkkkkk*k*x**x gize Mismatch Count Norm Total

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species |Coordinate ID

Alignment

male embryo head

drobPerZ|scaffold 13:198129- |dpe 138
198290 +

AGATCGACCGACGATCTATGGAGGATCCCTGTTTCATACGATTGAAGTACICATAGACCATCCTTCTCTATIGGTGTATTCGAAAACCAACAGCAAGCCACCTCTTTCAATACTCCGATCAACCAGTCTGGTATCCCAATATTCTGTGACGAACGCTGGAGG

dp5 XL grouple:8366108- |dps 62
8366269 -

AGATCGARNCGACGATCTATGGAGGATCCCTGTTTCATACGATTGAAGTACHCATACACCAIECTTCTCTATIGGTGTATTCGAAAACCANCAGCAAGCCACCTCTTTCA/STACTCCGATCAACCAGETGGTATCCCAATATTCTGTGACGAACGCTGGAGG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:198129-198290
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:198129-198290
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_138.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8366108-8366269
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_62.html

ID: Coordinate: Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}]

dpe 405 |scaffold 0:6182466-6182532 + |candidate |Mirtron |intron

Legend: mature star [t Nl Rl d o mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 18 19 20 21 22 23 & | | |
Size Condition 6,182,450 6,182,500 6,182,550
Genomic Position
Hairpin partition - Sense -# Antisense Mature
Hairpin partition Mature
dpe_405_annot [-13.1]
Show Alternate Folds H
Flybase annnotation
intron [Dper\GL24166-in]; CDS [Dper\GL24166-cds]; CDS [Dper\GL24166-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M042
V042 V057 V111l M021 V050
TAAAGAAGTGTATTAATCTAAGATCACCAAATACAAGCCTACTCAAAATGGTAACGTGCAGCACACCAATTTTCTGTGGACGTCAGTAATTTAATTTGT TGTGGTTGCGCATTTCAGGGACAAAACCAATCGGCCCAAGGGGGCTCTGGCGACAAGAAGGATGATAA female
Read # Hit |Total embryo head body male embryo head
Ihkkkkhkkhhkhkhkhkhkhkhkhkhkhkhkhkhhkhkhkhkhkdhhkkhkkhhkhhkkhkkhkkkkhkkdhkdx N O (Coe i) e DI et Tkkkkkhkhkhkhkhkkhkhkhkkkhkhkhkkhkkkkkkkhkkkkkkkkkkkkkkkkxkkx*k*x* gize Mismatch Count Norm Total body
.............................................................................................. TTTGTTGTGGTTGCGCATTTCAG M « ¢ v e e v e e ee e e e e e e eie e eneeneeneenaenneneeneen. 23 0 1 19.00 19 8 1 0 8 1 1
.............................................................................................. TTTGTTGTGGTTGCGCATTTCA . « v e e e ot eete et e e eee e eeetaeneeaenenneaenenaeae22 0 1 7.00 7 5 0 2 0 0 0
.............................................................................................. TTTGTTGTGGTTGCGCATTTC . « v e e ve e ve e e e e e e e e ee e eeeeneeneeneenneneeneen. 20 0 1 5.00 5 0 3 1 0 0 1
.............................................................................................. TTTGTTGTGGTTGCGCATTT . e v e e et e e e eee et et et ie e ieeea e eaeeaeeaenneea. 20 0 1 3.00 3 1 2 0 0 0 0
....................................................................................................................... ACAAAACCAATCGGCCCAAGGGGGCTCT . « v v v e v eeeveennenn. 28 0 1 1.00 1 0 0 0 0 1 0
...................................................................................................................... GACAAAACCAATCGGCCC . vt vt eeeee e eeeenieeneneena.. 18 0 1 1.00 1 0 0 0 0 1 0
............................................................................................................................ ACCAATCGGCCCAAGGGGGCTCT « v v v e eeeneeenen. 23 0 1 1.00 1 0 0 1 0 0 0
......................................................................................................................... AAAACCAATCGGCCCARGGG . ¢ vt e e eeeeeneeaenenaea. 20 0 1 1.00 1 0 0 1 0 0 0
.................................................................................................................................. CGGCCCAAGGGGGCTCTGGC . v v v v eveeeennnn. 20 0 1 1.00 1 0 0 1 0 0 0
.............................................................................................. TTTGTTGTGGT TGCGCATRA . « o . ittt ettt e et ettt ettt ettt e 20 2 1 1.00 1 0 0 1 0 0 0
.......................................................................................................................... AAACCAATCGGCCCAAGGGGGCTCTGGC . v v v v e e veennen.. 28 0 1 1.00 1 0 0 0 0 1 0
.............................................................................................. TTTGTTGTGGT TGCGCATTTC . & o ettt et ettt ettt e 22 1 1 1.00 1 0 1 0 0 0 0
............................................................................................................................... AATCGGCCCAAGGGGGCTCTGGC . v v v v v vevvnenn.. 23 0 1 1.00 1 0 0 1 0 0 0
.............................................................................................. TTTGTTGTGGTTGCGCAT .+« v e et ettt ettt et et ie e ie e ie e iaeaenaeenaa.. 18 0 1 1.00 1 0 1 0 0 0 0
.............................................................................................. TTTGTTGTGGT TGCGCAT TTCAG . « o v vttt ittt it ittt ee et ieen e 24 1 1 1.00 1 0 1 0 0 0 0
Anti-sense strand reads
V057
ATTTCTTCACATAATTAGATTCTAGTGGTTTATGTTCGGATGAGTTTTACCATTGCACGTCGTGTGGTTAAAAGACACCTGCAGTCATTAAATTAAACAACACCAACGCGTAAAGTCCCTGTTTTGGTTAGCCGGGTTCCCCCGAGACCGCTGTTCTTCCTACTATT
Read # Hit Total head
dhkhkkhkhkkdhhkhkkhkhkhkhhkhkhkhkhkhkhhkhhkkhhkhhkkhkkhhkhhkkhkkhkhkkhkkdhxdx A O (Coetl)) e MIIININIIN)) e Thkkkkkkhkhkhkhkkhkhkhkkkhkhkkkhkkkkkkkhkkkkkkkkkkkkkkkkxkkx*k*x* gize Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldropPer2|scaffold 0:6182416-6182582 +|ldpe 405|ran------- AGAAGTGTATTAATCTAAGAT-—-—-—-- CACCAAATACAAGCCTACTCAAAATGGTAACGTGCAGCAC--ACCAAT-—-——-—- TTTCTGT-GGAC----GTCAGTAATTTAATTT----GTTGTGGTTGCCCATTTCAGGGACAAAACCAATCGGCCCAAGGGGGCTCTGGCGACAAGAAGGATGATAA |
ldps l2:14257520-14257686 - I |lTAA----——- AaacreTaTilAATCTAAGAlY---—--—- CACIAAATACAAGCCTACTCAAAATGGTAACGTGCAGCN--ACCAAT-——-———— TTTCTGT-GGAC--—-GTCAGTAATTTAATTT----GTTGTCETTGIGCATTTCAGGGACAAAACCAATCGGCCCAAGGGGGCTCTGGCGACAAGAAGGATGATAA |
arowilzllscE2 1100000004902:6094844- - =1 = F——T T B e 5 6 OBC A AR ABC AT CGOCHC HB0GGCOECT GOMGACARDAAGGATGATAR
6094899 +
drovir3|scaffold 13047:8279599- TAA--—-—-—- FA\A TIAJ- - - - T TCGITT@CTT TREEE ATAINAGAIGH- - - - CINCHINNNNTII N TCléccCT - -BEGTGICAREEEEA GEGCIT AR - - - -BEET TIAT - -EVAGI- - - - -jiTAATTGARIE CIlGEE T TilicNElele TS V-V V-Nielclele  SF-VNele T ele A ~ [shifele A FNSV-NET. VNI Nler\C VN
8279754 +
droMoj3|scaffold 6540:27911666- TAA-—-—--- AT - - - - TCINRTTCTRT T AGATEEEEE ATTAINNGINAN- - - - AINSGIINVINIEIELFNA TiiA GC - - T TREIGG/SEVACEEEEE GoleiNecH - - INSEERE Tl T - - I¥NG - - - - - - T TATTGAWE CIEITE T TGl TI NSNSV NNA T /SEVNISIelele » G /ele T/elelel» Slilele » F-NCE:V-NE).VNEleE-Xdel N LV
27911819 -
droGri2|scaffold 15074:1329980- TAA-—----- IATIN AT CINTCliANCTECAA A TEEEEE ATEAINACIINAJY- - - - ATAGIINNNNIELINA Tilele T2 2 - -EESNSSINNA TGCTAA TRGCH TR - TR Ch T T/eh - — - - —- - - PN IeTcTildT TG CHT TlECAGGGECcAAAACCAATCGGCICAEGGGGGIECTGGIIcAAAGAAGGATGAlAA
1330145 -
droAna3|lscaffold 13340:7805048- T8 --—--- - - - — - ——-IcalNNAGATTTINGGCAGAAAG- - - ARNAGIINTY- - - - GCAGINATIGIIENNNGACClcald - - BFNe AN A nncCcaaTGA- - -- - -0 - — — L T et T £ 7 XL RV X T i Yl VSN TINCAGGGACAAAANCAATCGGCCCAAGGGGGINECTGGCGACAAGAAGGATGATAA
7805195 -
droBipl|lscf7180000396708:1042926- TAA--—-—-- PR VAR T CIACAINNAGATTTINGGCAGAAAG- - - AINNGCINGA - - - - GCAGENATINNINN G AliceCcAl- - BEcEAIN\AaACCAATGA----- -1 e — N T e T seleer L.V Yo T LI N T X TINCAGGGACAAAANCAATCGGCCCAAGGGGGLNEC T GGRGACAAGAAGGATGAMAA
1043081 +
droKikl|scf7180000302778:141018= | |(l------- R - _______________ B ARl e i~~~ ettt ~ ~ ~ aialtetelettatatel 0T T[GCAGGGACARAACCAATCGGCCCARGGGGGCECTGGCGACARGARGGATGARAR
141977 -
droFicl|lsc£7180000453800:1928955~ 8- ------ 2 - — - —— - - -l-TAGGTTTINGTAAACGAG- - - - CIAGCINGA- - - - ARNA NNV i~ SACe T TCTTA AN CEEEEEEE cac@Gaca--IGGTAGTH- - - - - - - - - - - - -BTTACAGCAAECHATATETCCCHNHINTNNINIT.VNVIIIINNIElelele A /SNl leTNer.V A [ VNEIT.XileTN .V
1929108 -
droElell|lscf7180000491008:49951-50103 T C R - - — - — - — - A NNA G T TTINGTAAGCGAG- - - - CIAGCINSC - - - - [T ARANNEVNNEIVNA T C AFAT/SIC ARG/l INN A REEEE cacBcaca--ISTGATT] P N Telete T TR T TERIA G GGACAAAACCAATCIAGCCCARAGGGGGYEC TGGCGACAAGAAGGATGABAA
droRhol|scf7180000779169:150805- iNNAGAGTCAINAINNEN T AN CINA GG T TTINGTAAACGAA - - - -CIAGCINEC - - - -[icAGTINNINIEIELINIA CCATGCECEEGE ALV N EEE cac@aleca--IeTTATTH P e cib i T chich T TleiaGGGACAAAACCAATCIGCCCARAGGGGEIXEC TGGIGACAAGAAGGATGAldAA
150972 +
droBial|scf7180000302075:5311100- Tlgn------- [ \aJNNEli T CINEINR G T TN TACAGAAG- - - - CIAGCINGH - - - - [N GIINNSNNVESUNA A i TFYA S C SRR G5 ARV G R cacEli¥eca--INeTcTTTH LN T T T[ECAGGGACARAACCAATCGGCCCAAGGGGGCECTGGCGACAAGAAGGATGAAA
5311260 -
droTakl|lsc£7180000415765:1165330- Tler------- AaAGTIeA T T A ARG A T VNI X elelels » C ARRE T AlXEC AAAATGGTAANG TIXEA Gl - - Ag A AT - - - - - - - AciléanGec--ATTGATTG PN XS XTI\ YN Xele el kT T CAGGGACAAAACCAATCGGCCCAAGGEGGCECTGGCGACAAGAAGGATGASAA
1165490 +
droEugl|lsc£7180000409798:639181— TléA-—-—--- P\ NN T CININ T AGC T T/ENGGAAAAAAG- - - - CIAGCINTY- - - —jiTAGINNNNIEEIEN T 2 IWeliNA S T/eEE C[Sla T CEEEEEE calfecEca-AlNeacTTTH
639342 +
dm3  |lchr3R:19756935-19756990 - || - - — e e R e i el ~ sl ~ ittt T[S/ A\G G GACARAACCAATCGGCHCAAGGGGENECTGGcoaliaacARTIGAT AR |
[Grosimz|ariiozosnes-tozoa1zs - | - ——— = F 3 e o B e CRGGACAARACCAATCOGCECARGCEOAMECTCGCCARARGAAGATCARAR |
drosecz|[scatfold 0:20098689-20088744 f—_ === e B - T B e e A G GACARAACC AT COOCHCARGGG GO T GECCANAACARDGA TGASAR
droYak3|3R:26746001-26746061 + e R - ______________ B ARl e e~~~ ettt eieeteltetatatetat | T T[SCAG G GACARAACCAATCGGCCCAAGGGGCIECTGGCGACARIAAIGATGAEAR
droEre2|iscaffold 4820:8300020- TR ettt =~~~ ~ - _______________ Bl e e~~~ ettt ~ ~ ~ el etetelettate T[GCAG G GACARAACCAATCGGCCCAAGGGGCIEC TGGCGACAAGARIGATGAlAR
8300975 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:6182416-6182582
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:6182416-6182582
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