ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dvi 336 scaffold 12970:9418542-9418604 - || confident-exception | Testes-restricted | intergenic

PSRN R dmismatch in alignmen _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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9418650 9418600 9418550 9418500 o I I | I .
Genomic Position 19 20 21 o0 | | | |
Size Condition 9418650 8418600 9418550 8418500
Genomic Position
Hairpin partition -~ Sense -~ Antisense Mature
Hairpin partition Mature
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M047
SRR060679 V116 M027 SRR060657 SRR060681 M028 SRR060678
TATTCTATCTAGATACATAGTAAGAGACATAGATACGTAGAATAGAAGCTTAGTAAAAGACATGTGATTTATATAGATAGATATATACTTATCTAGCATGTCCGTTACTAAGTCGCTATCCTAATCTACATCTTTCTCTTCTATATAGTATAAATTTATGTAG female SRR2096014 SRR2096013
Read # Hit Total 140x9 testes total male male|140_ testes total Argx9 testes total body head 9x140_ testes_ total
Rpkpkiarbax kbR oxparii ook xariixie xS (N ESEEEEFREEERECEEEFRECEERECEEEREE @G R EIrrmy: MIN)) o)) M) M) )Y .. *hkkkkkkkkkhkkkhkkkhkkkkkkkkkkkkkkkk*k*x*|sjze Mismatch |Count/Norm |Total body body Ovary Strain 160_oxidized Ovary Strain 9 oxidized
........................................................................................... TCTAGCATGTCCGT TACT ARG . « v v vt e et e et te e tee e eee s saeeeaeeaaaeeneaanaeennaaa 2 0 1 157.00157 115 17 13 8 3 1 0 0 0 0
........................................................................................... T CTAGCATG T CCGT T A C T A A G T . v v it et et et e et e eeeeeeeeeeeeeoeneoeeeeeeenenenanaes 22 0 1 90.00 90 56 21 3 2 6 2 0 0 0 0
........................................................................................... T CTAGCATGTCCGT TAC T AAG T C . v it et et et e et ettt eeeeeeeeeeeneaeeeeeeeeenenans 23 0 1 35.00 35 21 11 3 0 0 0 0 0 0 0
........................................................................................... T CTAGCATG T CCGT TAC T A A . i i et et et et e e aeeeoeeeeeeeseseneeeensaeeeeeeaeenenans 20 0 1 12.00 12 11 1 0 0 0 0 0 0 0 0
........................................................................................... TCTAGCATGTCCGTTACTAAGTI.................................................23 1 1 9.00 9 9 0 0 0 0 0 0 0 0 0
........................................................................................... T C T AGC AT G T CC G T T A C T A . o+ it et et e e o e o e o e o e o et o s eseeeeaeeeeeeesesesesenaseaaaas 19 0 1 4.00 4 4 0 0 0 0 0 0 0 0 0
........................................................................................... TCTAGCATGTCCGTTACTAAI...................................................21 1 1 3.00 3 3 0 0 0 0 0 0 0 0 0
........................................................................................... TCTAGCATGTCCGTTACTAAGT . - . o oottt ittt i ettt ee e e eeeeeene. 23 1 1 3.00 3 3 0 0 0 0 0 0 0 0 0
............................................................................................. TAGCATGTCCGT TACT ARG T« & e v e e e et e e s te et te e steeeeeeseeeenaeanaaanananaa 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0
........................................................................................... TCTAGCATGTCCGTTACTAAGTE . - -« - ottt ettt ittt it et ettt eeeaeeeeneaenan. 24 2 1 2.00 2 2 0 0 0 0 0 0 0 0 0
........................................................................................... TCTAGCATGTCCGT TACTAAGE . & ottt ittt ettt e ettt ettt e et eeeeee 221 1 2.00 2 2 0 0 0 0 0 0 0 0 0
............................................................................................ CTAGCA TG T CC G T TAC T ARG . « t v e et et et et et eeeeneeeeeeeeeseeenenenaeeeaneneanas 20 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0
........................................................................................... TCTAGCATGTCCGT TACTAAG TR . . . .ottt ettt e ettt ee e 242 1 2.00 2 2 0 0 0 0 0 0 0 0 0
............................................................................................ CTAGC AT G T CC G T T A C T ARG T .« & i e e e e e et et et e e eeneaeeeeeeeeeeeseeenaseeaeeneaeas 21 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0
............................................................................................ CTAGCATGTCCGTTACTAAGTAR . . . o ot ittt ettt et ettt ettt eaeaeaeee 23 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0
........................................................................................... TCTAGCATGTCCGTTACTAARE . . .. ... i i it e e eeeene 22 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0
........................................................................................... TCTAGCATGTCCGTTACTAAGTCH. - o ottt i e e e it e e e 241 1 1.00 1 0 1 0 0 0 0 0 0 0 0
............................................................................................. TAGCATGTCCGT TACTARG e + v e e e e e e e e te e e ee e stee et seeenaeeneeenanana 19 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0
............................................................................................. TAGCATGTCCGTTACTAAGTIE. - - - - oottt i i i i et et ee e 22 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0
............................................................................................ CTAGCATGTCCGTTACTAAGTE. . . ... oottt it i ittt i e e e 23 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0
............................................................................................ CTAGCATGTCCGTTACTAAGTCI................................................23 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0
..................................... TAGAR T AGAAGC T TAG T ARG .+« 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 et ee et e e et ee st ee e eee e eeetteeetee e teeeeeeeeeeeseeeeeeeneeanaeennnenaa 22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0
Anti-sense strand reads
SRR060685 SRR060686 M047
SRR060677 SRR060679 SRR060675 SRR060681 SRR060667 M027 SRR060673
ATAAGATAGATCTATGTATCATTCTCTGTATCTATGCATCTTATCTTCGAATCATTTTCTGTACACTAAATATATCTATCTATATATGAATAGATCGTACAGGCAATGATTCAGCGATAGGATTAGATGTAGAAAGAGAAGATATATCATATTTAAATACATC 9xArg 0- Argx9 0- SRR2096059 SRR2096057 female SRR2096014
Read # Hit |Total Argx9 ovaries_total 140x9 testes_total 140x9 ovaries_total Argx9 testes_total 2h_embryos_total 2h_embryos_ total 160_females_carcasses_total male body 9 ovaries_total
*hkkkkkkhkkhkhkhkhkhkhhhkhhdhkhdkhkrkd  (((L((CC..(CCCCCCCC. e, D)) o)) NNV . *hkkkkkkkkkkkkhkkhkhkhkkhkkhkkkkkkkk*k*x* gjze|Mismatch/|Count|Norm |Total Ovary Min 164 Ovary Min 50 body Ovary Strain 160 oxidized
.................................... AT CT T AT T T CG A R T CA T T T s v i v e e e e e e e e e e o e o e o e e e s e s e s o e ae oo oo aasasesosesesesaeeeeeeseesesesesaseeaseseesesssesesesasaeeessenseseeessl2l 0 1 4.00 4 3 0 1 0 0 0 0 0 0 0 0 0 0
e ARG AT AGAT C T AT G T AT CAT TC TC TG 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 ee e e e e e e e ae e e ae e e ae e e ae e eae e eee e aae e eee e eaeeeaeeeaeeeaeeeaeeeaeeeaeeeeeeeaeeeaeeeaeeeaeenneennnnn 26 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0
........................................... TCT TCGAAT CAT T T TC T GTACA s + v e e e e e e e e e et e e et e e e e e e e e e e e st e et ee et e e et e e et e et e et et et et et ettt e e iie e 22 0 1 2.00 2 1 0 0 0 1 0 0 0 0 0 0 0 0
................................................................................................ GTACAGGCAATGAT TCAGCGAT .« v v e ettt et e te e tte s saeeaeessneeanaeaneenneaaaa22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
........................................... B T T CGOAAT CAT T TTCTGTACACT « + ¢ e e e e et et et et e e e et et et e e e e e et e e e e e et e e e e e e e et et e e e e ettt et e et iaeaeneneeeeae. 24 2 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
........................................... T T T CGA A T CA T T T T C T G T A C A C s & v e e e e e e e e e e e o e o e o e o e o e oe oo eesesesaeeeaeeeeeeeeeeeseeeeaeoeaeaeaeeeeeseeesoesoeeaeoeeeeeeeeeeenaasl3 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droVir3|lscaffold 12970:9418492- dvi 336 ||[TATTCTATCTAGATACATAGTAAGAGACATAGATACGTAGAATAGAAGCTTAGTAAAAGACAT-GTGATTTATATAGATAGATATATACTTATCTA--GCATGTCCGTTACTAAGTCGCTATCCTAATCTACATCTTTCTCTTCTATATAGTATAAATTTATGTAG
9418654 -
drowil2|lscf2 1100000004513:5874368- e - et .\~ 7. G T T AL¥A 2 ABGACAT -\ A TTTATATAIE TAAT/MANTT
5874413 +
droBiall|scf7180000302428:2447109- e AT AEATAGEA A EA TAGATAGNT AGARTAGAINES T A LA EA Al TR G A AT Aldr TAGA TAGA TAEA T AT AlClSARBICAldG T CC
2447203 -
Generated: 09/08/2015 RAPSEAIPM
crit.star 0
crit.loop 0
crit.mor 0
crit.half 0
crit.total 1
crit.pairing 1
crit.top3 1
crit.tptop3 1
crit.uri 0
crit.back 1
rescue.total 1
rescue.dominant 1
rescue.known 0
rescue.confident 0
rescue.candidate 1


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:9418492-9418654
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:9418492-9418654
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_336.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:5874368-5874413
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:2447109-2447203
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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6,806,600 6,806,650 | 6,896.,?00 6,806,750 2 I T T T T T T T 171 \dﬁ?/
Genomic Position 18 19 20 21 22 23 24 25 26 27 & I I I
Size Condition 6,806,600 6,806,650 6,806,700 6,806,750
Genomic Position
Hairpin partition -#~ Sense -#- Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dvir\GJ17026-in]; CDS [Dvir\GJ17026-cds]; CDS [Dvir\GJ17026-cds]; utr5 [utr5_plus_13918]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR060677 SRR060676
GACTGCTGGCAGCGGAGGTATTGGCAATGATTTATCCAATACCGTTAACAGTAAGTAAATCAAATGGAATTTGGTCTAGTCCAATGTCGTTACTTGT TTTACTTTGCAGGAGGTCCAAAGCAAATTGT TATGGGCGACGACAACAATATTGTCAAGCTG SRR2096056 SRR2096055 SRR2096059  SRR2096060  SRR2096057 SRR2096058
Read # Hit |Total Argx9 ovaries_total 9xArg ovaries_total
R KKK KKK KKK KKK KKK IR KRR KKK IR K I A F IR HFIAAFAHFHFF (e (e (e )))) e )) e 1)) 0))))) L)) )) . KEERE KKK KKK KKK KKK KKK KKK KKK KKK KKK KKK XX KX KKK Xk ¥ kX *¥**% 5ize Mismatch Count Norm Total Ovary Min_46 Ovary Min_ 43 Ovary Min_ 164 Ovary Min_193 Ovary Min_ 50 Ovary Min_98
.................................................................................... TGTCGTTACTTGTTTTACTTTGCAG . + ¢ e v v et ee et te e e e e e e eeeneeaeneeaenaeneeaes 25 0 1 102.00102 23 31 10 15 8 1 5 3
.................................................................................... TGTCGTTACTTGTTTTACTTTGCA « « « ¢ e e e e e te e e e eee e eee e eeaeneeaenacnennenaeaan 24 0 1 90.00 90 17 16 16 11 7 14 1 4
.................................................. GTAAGTAAATCAAATGGAATTT .« ¢« et e ettt e et et et e e et e e et e e et e e e et e e e e e e e e ettt et ettt ettt 220 1 64.00 64 9 9 9 4 12 5 6 5
......................................................................................... TTACTTGTTTTACTTTGCA . ¢« e ettt et et e e eee e eaeeneenaenaenaeeneenaenas 19 0 1 48.00 48 10 8 1 13 4 12 0 0
.......................................................................... TCTAGTCCAATGTCGTTAC . « « v v e v e e te ettt e e e e e e et ettt e ie et eie e e 190 1 47.00 47 18 6 7 7 4 4 1 0
...................................................................................... TCGTTACTTGTTTTACTTTGCA . « ¢ et e et te e e et e et e eneeaenaeaenacnenaenneaens 22 0 1 44.00 44 5 14 8 9 2 6 0 0
.......................................................................... TCTAGTCCARTGTCGTTACT .+« v et et e et et et et e et e e et e et e et e et te et etaeneeaenaeneeae. 20 0 1 42.00 42 14 4 9 3 11 1 0 0
.......................................................................................... TACT TGTTTTACTTTGCA : ¢ e e e et ee et e ene e eeaenaeaenaeaeeneneenenaeaas 18 0 1 40.00 40 10 10 6 5 4 5 0 0
...................................................................................... TCGTTACTTGTTTTACTTTGCAG ¢+« « v e v et e et e ee e e et e e ta e eaeaenenaeneenen. 23 0 1 29.00 29 5 10 3 0 1 8 0 1
.................................................. GTAAGTAAATCAAATGGAATT « -« e v e e e ettt e et ae e et e et e e e e e e et e e e e e ee e et e e tneeie e aeeneeneenaeaaeeneenaena 2l 0 1 26.00 26 6 4 7 3 0 4 1 0
................................................................................... ATGTCGTTACTTGTTTTACTTTGCAG : « « ¢ v v e ve e te e tee et ee e e e aeneeneenaenneeneennes 26 0 1 23.00 23 3 3 5 5 4 2 0 0
....................................................................................... CGTTACTTGTTTTACTTTGCAG . « ¢« o e e et e e et e e eneeeenaeaneeneenaeeneennenaes 22 O 1 23.00 23 6 2 6 1 5 2 0 0
......................................................................................... TTACTTGTTTTACTTTGCAG . « « e et e e et e e et et e e e ea e eneeaenaeeneenaen. 20 0 1 12.00 12 4 3 4 1 0 0 0 0
.......................................................................................... TACTTGTTTTACTTTGCAG . « ¢ « e e e e ee et eeene e eneeaenaeaenaeneeaeneanenneaas 19 0 1 10.00 10 3 4 0 0 2 0 0 0
....................................................................................... CGTTACTTGTTTTACTTTGCAGH . « o« vttt ettt it ettt ettt e e e 23 1 1 9.00 9 6 0 0 2 0 1 0 0
................................................................................... ATGTCGTTACTTGTTTTACTTTGCA  « « e e e e et ee e e eaeee e eeeneeaeneeaennenenneneeaes 25 0 1 9.00 9 3 0 2 2 2 0 0 0
........................................................................................ GTTACTTGTTTTACTTTGCAG . « ¢ v v e e et te et e e e e et eeeeeaaeneeaeeenenaene. 2l 0 1 8.00 8 4 1 0 0 3 0 0 0
........................................................................................ GTTACTTGTTTTACTTTGCAGH . -« ottt i i e it iicee e 22 1 1 6.00 6 2 0 1 0 3 0 0 0
.......................................................................... TCTAGTCCAATGTCGTTACTT ¢ & v e v e et e e te ettt e et e e et et e e et ie e eaeeneeiaenaeeneenaen. 2l 0 1 6.00 6 3 1 0 1 1 0 0 0
.................................................. GTAAGTAAATCAAATGGAATTTGGTC . ¢« ¢« v e e e ee et e e e et e e et et et et e e et e e e e e e e eeeeneaaeneeaenaeneaaeneaaenneaen. 26 0 1 5.00 5 0 0 2 2 1 0 0 0
........................................................................ GGTCTAGTCCAATGTCGTTACT ¢ « ¢ v v e et e et te e e e e et et et et e et te e te e eaiaeneaeneenena 22 0 1 5.00 5 5 0 0 0 0 0 0 0
..................................................................... TTTGGTCTAGTCCAATGTCGTTACT « « ¢ e e e e e ee e e ee e e ea e e eaee e aaeneeaeneeaeneeaeeneneeaeneeaaa25 0 1 5.00 5 4 0 0 0 1 0 0 0
............................................................................ TAGTCCAATGTCGTTACT . ¢ & v e e e e et e e et e et e et e e e et e et ettt ettt en e eaeneene.. 18 0 1 5.00 5 3 1 0 0 1 0 0 0
........................................................................................ GTTACTTGTTTTACTTTGCA . « ¢ e e e et e e e ta e e e e e eneeacneeaeneeaeneeaennenaeae 20 0 1 5.00 5 1 0 1 0 3 0 0 0
......................................................................... GTCTAGTCCAATGTCGTTACT « « + e e e e e e e ee e e e e e et e e e e et e et e e ee et ee e eeaenaene. 20 1 4.00 4 3 0 0 0 0 1 0 0
.................................................................... ATTTGGTCTAGTCCAATG . « « e e e e e et e e et e e e et e e e e e e e e eae e eaaeaneenseneenaeaaeennenaena. 18 0 1 4.00 4 3 0 0 1 0 0 0 0
............................................................................. AGTCCAATGTCGTTACTT . ¢t e e ettt e e et e ettt e e e e et et et ee e ia e eiaeeneeneen.. 18 0 1 3.00 3 0 0 0 3 0 0 0 0
................................................................................... ATGTCGTTACTTGTTTTACT « « « « e e e e et ee et eeeae e eae e eeeneaaeneeaenneaenaeneeaes 20 0 1 3.00 3 0 2 0 0 0 1 0 0
.................................................................................... TGTCGTTACTTGTTTTACTTTGC . « « v e e e e e et ee et te e e e e ee e eaeeneaeneeaennenenaen 23 0 1 3.00 3 0 0 0 0 0 1 0 0
.................................................................................... TGTCGTTACTTGTTTTACT TTGCAGH . « -« ot i ettt i it i e i e e eeeeneea. 26 1 1 3.00 3 0 0 0 3 0 0 0 0
.................................................. GTAAGTAAATCARATGGAAT . « ¢ e e e et e e e et e et et e et e e et e e et e ettt e e et e e et e et e et ettt e et 200 1 3.00 3 0 0 1 1 0 0 0 0
.................................................................................. AATGTCGTTACTTGTTTTACTTTGCA . « ¢« et e e e e ta e e et e ea e e eneeaenaeaeeacneeaenneaan. 26 0 1 2.00 2 2 0 0 0 0 0 0 0
....................................................................................... CGTTACTTGTTTTACTTTGCA  « + e v et ettt te ettt e et ee e e te et taeieaeneneeaa 20 1 2.00 2 2 0 0 0 0 0 0 0
........................................................................... CTAGTCCAATGTCGTTACT -+ ¢ v e et e ettt et e e e e e e et e eneeeeaneaneeneenaeeaeennenaenaes 19 0 1 2.00 2 1 0 0 0 0 1 0 0
....................................................................................... CGTTACTTGTTTTACTTTGCAGH . « & ottt et ettt et it e ei e 231 1 2.00 2 0 0 0 0 2 0 0 0
........................................................................................ GTTACTTGTTTTACTTTGC « &« e e et ee e e ea e e et e eaeeecneaaenneaennenenneneea 19 0 1 2.00 2 2 0 0 0 0 0 0 0
.................................................................................... TGTCGTTACTTGTTTTACT TTGCAGH . ¢ o et vttt ettt te ittt ie e e eaenaeneea. 26 1 1 2.00 2 0 1 0 0 0 0 1 0
............................................................................... TCCAATGTCGTTACTTGT « « &« e e e e et e e et e ee e e eeeae e eeeaeaaeneeaeneeaennenennenaeaas 18 0 1 2.00 2 0 0 0 0 2 0 0 0
............................................................................. AGTCCAATGTCGTTACTTGTTTTAC . « « e v et e et et e et et e et et e et e te et eneaeneeaenaeaen. 25 0 1 2.00 2 0 0 0 2 0 0 0 0
.................................................................................... TGTCGTTACTTGTTTTACTTTG M « « ¢ e e e vt e e et eae e e eeeaneenaenaenaeeaeennenaes 22 O 1 1.00 1 0 0 0 0 0 0 0 0
.................................................................................... TGTCGTTACTTGTTTTACT .« ¢ v e ettt et et ee e eeeme e eeeaneeneenaenaeeneennenaes 19 0 1 1.00 1 1 0 0 0 0 0 0 0
................................................................................... ATGTCGTTACTTGTTTTA ¢ v e et e ettt e e e e te e ettt e te e e ee e eee e eaeeneeneena.. 18 0 1 1.00 1 0 0 0 0 1 0 0 0
...................................................................... TTGGTCTAGTCCAATGTCGTT « « e e e e e e e ee e et e e et e e e e ene e eneeaeaaeaeaaensaaenneaenneneeaa2l 0 1 1.00 1 0 1 0 0 0 0 0 0
.................................................................... ATTTGGTCTAGTCCAATGTCGTTACT « + t o et e et te e e te e et e e et et e et e et te et te e eiaeaenenneneeae 26 0 1 1.00 1 0 0 0 1 0 0 0 0
......................................................................................... TTACTTGTTTTACTTTGCAGH. - . o oottt i i i it i e e e 21 1 1.00 1 0 0 0 0 1 0 0 0
....................................................................................... CGTTACTTGTTTTACTTTGCAGGAG . « « e e v v e a e e eneeeeneeaenecaeneeaenneneenenaeaas 25 0 1 1.00 1 0 0 0 1 0 0 0 0
................................................................................... ATGTCGTTACTTGTTTTACTTTGCAGG + « - ¢ v v e e e ee e e te e e eae e e iaeeeaeneenenaeneeaes 2T 0 1 1.00 1 1 0 0 0 0 0 0 0
..................................................................................... GTCGTTACTTGTTTTACTTTGCAG e « ¢ v e e e et et e ee et e e teee e taeeeeaeaenenneneene 24 0 1 1.00 1 0 0 0 0 0 0 0 0
............................................................................................................................... TTATGGGCGACGACAACAATATTG........ 24 O 1 1.00 1 0 0 0 0 0 0 1 0
................................................... TAAGTAAATCAAATGGAATTT « « + e v e et e et ettt et e et et e et e e e e e e e et e e et e et et et e te e te et eie e 20 1 1.00 1 0 0 0 0 0 0 0 0
.................................................................................. AATGTCGTTACTTGTTTT e - ¢ e e e et et m et e e tae e e e e ensaaeneenenaeneaaeneeaenneaan. 18 0 1 1.00 1 0 0 0 0 1 0 0 0
................................................................ TGGAATTTGGTCTAGTCC . « « v e e et e e e et ettt e et et e e et e et e e e et e et e et e et te ettt eneeaeneneea. 180 1 1.00 1 0 0 0 0 0 0 0 0
............................................................................. AGTCCAATGTCGTTACTTGTTTTACT « « ¢« e e e e e et e et e e e e e eneeaeneeaenacneeaeneeaenneaens 26 0 1 1.00 1 0 1 0 0 0 0 0 0
............................................................................. AGTCCAATGTCGTTACTTGTTTTACT T . ¢ v et e et ettt ettt e et e et e eeeeeeaeaeneenenaeaea. 27 0 1 1.00 1 1 0 0 0 0 0 0 0
.................................................................................... TGTCGTTACTTGTT TTACT TTGCAR. . & ottt ittt it ittt ee it e e 25 1 1 1.00 1 0 1 0 0 0 0 0 0
......................................................................... GTCTAGTCCAATGTCGTTAC . ¢« v e v e e te e te e e et e e e e et et et et et te e ea et eie e 20 0 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................ TAGTCCAATGTCGTTACTTGTTTTACT « « e e v e e e ee e e e eae e e eaeenecneenaenaeeneennenneeas 2] 0 1 1.00 1 0 0 0 0 1 0 0 0
............................................................................. AGTCCAATGTCGTTACTTOTTTT ¢ « v e v e et e et et e et e e et ta e e e ee e ta et eieenaeeneeneena. 23 0 1 1.00 1 0 0 0 0 0 0 1 0
........................................................................................ GTTACTTGTTTTACTTTGCAGE . « « vt et e te ettt te e ie e i eeaeneenena. 22 1 1 1.00 1 0 0 1 0 0 0 0 0
............................................................................... TCCAATGTCGTTACTTGTTTTACT T . « ¢ o e v e et ee e e ee e e eaeeeeaeeecneeaeneeaenneaenneneeaas 25 0 1 1.00 1 0 0 0 0 0 0 1 0
.................................................. GTAAGTAAATCAAATGGAATTTG . « - « ¢ e e e e e e e e e e e e e et e e et e e e ea e e ea e e e e eaeneaneeeeneaaeneeaenaeneaaeneeaenneaaas?23 0 1 1.00 1 0 0 0 0 1 0 0 0
...................................................................... TTGGTCTAGTCCAATGTCGTTACT « &+« e e e e e e e et e e e e e et e e e e e eaetaeeeaeaaeaeaaeneeaeneenennenaeaa 24 0 1 1.00 1 0 0 1 0 0 0 0 0
Anti-sense strand reads
SRR060684
V053 V047 SRR060667
CTGACGACCGTCGCCTCCATAACCGTTACTAAATAGGTTATGGCAATTGTCATTCATTTAGTTTACCTTAAACCAGATCAGGTTACAGCAATGAACAAAATGAAACGTCCTCCAGGTTTCGTTTAACAATACCCGCTGCTGTTGTTATAACAGTTCGAC 140x9_0-
Read # Hit Total 2h _embryos_total head embryo 160 _females carcasses_total
e sk e ok e ok e ok e ok e ok e ok e ok e ok ek ek ek ke ke ke ke ke ke sk ek ek ek ek ek (((C((CCCC. (e (e (e ... 1))).)) ... 1)) .))))) L )))) . kkkkkkkkkkkkkkhkhkkhkhkhkkhkkhkkkkkkkkkkkkkkkkkkkk*k*k** 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
drovir3|scaffold 12928:6806607- dvi 9152 [|GACTGCTG-GCAGCGGAGGT---——--——=-—- ATTGGCAATGATTTATCCAATACCGTTAACACTAACTAAATCAASSSSamsaaas ATGGAA-—--—- fffccT---—- CT----——---—- AGTCCAATG-TCGTTAC——-————————————————— TTGTTTTACTTTGCAGGAGGTCCAAAGCAAATTGTTATGGGCGACGACAACAATATTGTCAAGCTG
6806765 +
droMo7j3|scaffold 6328:2472350- GACTGCION-[SCA T — — — — —— ————— - EreccaaTcarTidrccandaccoTEaaclCTAACTEAA/SNele======aaas ClECATTTEEEE - - i - - - BT A G/ deccafeclri¥Yedac- - - - - - - - - - - TNl T T TGCAGGEGG Tl cArATTGTEATGCgNA conir A en TN TR AGC TG
2472503 +
droGri2|scaffold 14853:3752825- CGCE TR C- - — - — - — - - ErrcecaaTcagrrlgrccEailacciiTTarcACTEACTARACEA=========== ATGHAA-—-—-- i~ —— — - CT-—-—--—-—- cce------B--cllic@rTccaccaacTacarcaacTacalichiNaillie TNl NeleiRele CIVNIFNAC I C/Lly-Nielelelelel.Nele c A VNS C A Gl Tl GEVNelehlel
3752980 -
droWil2|lscf2 1100000004963:2287649- NS 2 [ShileRte T/ Nelolele Clelela Tc TG cACACAGINICHEINNIA A CldNA - - - - - cAAWANGINAI N ACH T TAAA T ATGAARE A AGTEUIEEFNATCEEEE - [ - - -EEa A TGCREEEEE ECL AT - R~ —————————————-——-——-—- WGT GG A A ANEANeIeNee T cc TFNYNiCllilii Gilelelelen ' Ne A fXF-NA T Cc G CENNClelicEVA ThiA)
2287815 -
G5 |ELoroupazinneei-—2355036 e e == = = e SRR 1Gons - CREE A T e oo ok (b care 1A TR AGCTE
droPer2(scaffold 11:2323754-2323809 - ettt ~ ~ ~ ~ =~ ===~ = —————— R ——— Rl - - ettt ' GCAG GG Gl I A TR TETRG G CifaciiacanpEaTa TN TR AGC TR
+
droAna3|lscaffold 13117:5491757- ATAINCEINTRC- - - - - — - — - B B = == ==sosas - ———- i~~~ — B--------- e o — i — — — = == == == == ———————— iia TidiC TANCINElNE C Tlelelse TEVNeA T IR AN C Gielelen AR T AINFNNFNNG GlicAcldcc T il
5491832 -
droBipl |[Scf7180000395929:29573-29628 R - — e,z e Eemm— [ - - EE——— [T C e TV AT AR e AT AINGEVNSEVG Gl A CSC G TIRE
droKikl|lsc£7180000302610:1968583- AT CAJTCET - - - - - - - — - - - - - - _INXC TGl cCINNS el GI Eli TG T GGG TR WTGCER------ i~~~ — Br-—-—------ Py - - - - - -B- -Cli- - - TTGGAGTTTTTAATTGAT T Tlehldiia T ThHEEElINE T Glelehiee TEVNeIF\CEbiC Al Glielelele A PNe A [N TN TEVA GIN el I Glelehile
1968718 -
droFicl|lscf7180000453901:353842- CIATIARITE T[S - - - - - - — - -EEEEEEEEE e, B iy —-—---EEEE — - —— - - B--—------ e — T — — — — — = — = ———————————— ErirrrfsirreccaciXecciiccleraciNergrEcTTATEc oA A A AlETA T/ TlEA AGC TG
353917 -
droElel|scf7180000490511:93270-93335 e ey — — — — — = — = — = = — D I i e ------EEEeee i - - — - - B-—----—-- e R — — = — == ———m——m—m - rri\r T TldccaGGEccTecraciYdder T TTA TG GG AC R A AETA TN G TlEA AR C TG
+
droRhol|lsc£7180000779334:585776= - ettt -~~~ ~ =~ ===~ ~ R R - - ettt 7 1T GCAGIXEG G TC CliAA RN TE G TEA TR G GG A CIIEA ApEET A TR G TEA AR TG
585832 -
droBial|scf7180000301623:95730-95786 e ety — — — — — = = = = = — e I i B k- - == === i — — — —— B--------- e — e — — — — = = == = === —— = ————— et 7T GCAGIYEGGTCCEaAGINge TG TTATHGGCRA A CcAr il Tl TlgaaGC TG
droTakl|lscf7180000415864:77867-77932 e — g — — — — = = = = = = = . U - e —-—---EEE — - —— - - B B--------- e — T — — — — — = —————————— - TrieTTIacTTTGCACNE GG TCCEnAGINddeTldc T TA TG G CiAA A A Al TG TldA AGC TG
droEugl|sc£7180000409076:90349-90405 e — ey — — — — — = = = = = — = . A i -—--—-FEEEES i — — — = B--------- e — e — — — — = = == = === —m——— = —— et T T GCAGIYEGGTCCEAAGINgNe TG TTATGGCGACACAAIETATTGTEAAGC TG
+
|dm3 lchrx:4116379-4116512 + | e e bt — ———————— - - — - T{dAlEc /NN N Ei T T\ A ATGGTTAAACAAGT/\CE TIVAT TGGAACC]ICCIC TAAT - - [ cAATACEE-- - - - - - S TTIET TIXRYST TRCAGINEG G TCCaA I TG TTA TG GG ACTANA A TAT TGTCAAGCTG |
drosimollx:3815060-3815301 4 ||d<i_7%612||m ————————————————————— TenleCCINNINely Vel T T \AATGGTTAAACAAGTGCE T/:VATTGGAACAIICCIIC TAACIHC TEEE T _ U~ — — — — — — — B TTHe T T XY T TGCAGH 2 Iy TATTGTCAAGCTG |
ldrosec2|scaffold 4:2615279-2615380 | (e N R .~~~ — — — — — — — i —————— I CTCCTAATCT ———————— ATE—E ———————————————————— TTTTTTGCAGW&E@%@%TATTGTCAAGCTG |
ldrovak3|x:4320784-4320915 - | e i g — — — — — — - ——— - === — - TSN T T AATGGT T T TR TAGTCCEC AT T T - |- - - A A A C TCAT TTAATGAATACGH - B - - - —— - ArpleroiNdyer rdcaciYeccrccBaaciNarEc T T T clicAcilala rffdeT AT TG Tl AAGC TG |
droEre2|scaffold 4690:1485679- e gy — — — — — = = = = = — I . i - —--—-FEEEEe i — — — = B--------- e I — — — = = = == = === —m——m——— i TLX T TGCAGINEGG T CClEAAGINGNE T8 T TA TG GG A CANA A NET AT TG TEAAGC TG
1485740 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779334:585776-585832
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301623:95730-95786
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415864:77867-77932
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409076:90349-90405
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:3815260-3815391
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_25613.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:2615279-2615380
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. [View on UCSC Genome Browser {Cornell Mirror}]
dvi 188 scaffold 13042:912951-913046 + | confident-exception | Testes-restricted | intron
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Show Alternate Folds H
Flybase annnotation
intron [Dvir\GJ 1583 7-in]
Repeatable elements
|Narne ”Class ”Farnily ||Strand|
|(TTCGGG)n||Simple_repeat”Simple_repeat“+ |
mature star
1. scaffold 12963:10501278-10501299 +
2. dvi 188 scaffold 13042:912954-912975 +
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
SRR060663 SRR060662 SRR060682
SRR060678 SRR060655 SRR060659 SRR060681 SRR060657 SRR060679 SRR060670 SRR060680 SRR060689 SRR060683 V116 V047 SRR060664
CGCACATTTTGTGCGACCAAGGGGGGAATCTAATGCAGGTTTCGGTGGTTGGGTTCGGTTTGGGTTTGGGT TTGGATTCGGGT TTGGATTTGGGTCGGGGTACGGGTCGAGTTGGGTTTGGCACATACGGCATGCAACACGCCCCGACCATTTGCTTTGTCACCCTCTTGACTTAATGAGGCCTTTTTGTGCTCTT 160 0- 9x160_ 0- 9x140 0-
Read # Hit Total 9x140_ testes total 9x160 testes total Argentina_ testes total Argx9 testes total 140 testes total 140x9 testes total 9 testes total A 9xArg testes total 160x9 testes total 160 testes_ total male embryo 2h_embryos_ total 2h_embryos_ total 2h embryos_ total
ok ko ke ke ke sk sk sk ok ok ok ok ke ke ke ke k(OG- OO - 0 000G CC O 000 CC OO0 000w n )))2))))))):))))))-.))))--0)))))k)))))))))))) )))) .. Rk R R Rk Rk k kkkkkkkkkkkkkdkd* size Mismatch Count Norm Total body
..................................................... el ele i ele] el it e el e i e PP 2SN 2 75.00 150 17 13 39 14 33 6 3 7 7 4 7 0 0 0 0 0
..................................................... T CGGT TTGGGTTTGGGTTT G « « « « ¢ e e e e e e e e e e e e e e e m e e e e a et e e e te e e te e e aa e taeansasaneasaeeasaeensoeenseeeasoeeaseeearoaeareaeaneaeaneneanenaeaan2l 0 2 51.50 103 20 21 3 18 3 13 8 8 2 5 2 0 0 0 0 0
...................................................... b oleTeh i el elel: il eTe] et vt e AP~ IO 2 38.00 76 24 12 4 9 1 8 5 7 4 2 0 0 0 0 0 0
...................................................... TCGGTTTGGGTTTGGGETTTGG - - « « o o« e s oo a e e oo e e s e eas e aas e aasoeaasoaaenaaneeaaeeaaaesaaeesaaaessoaessoaeseoaeuecaaascaaaacasaseasaasanaanenasas-2l 0 2 37.00 74 17 6 12 6 8 10 11 2 1 1 0 0 0 0 0 0
....................................................... o]t it e et el et e e i el TP 0 2 6.50 13 4 2 1 0 2 1 1 1 0 0 1 0 0 0 0 0
...................................................... o] eTeh i TeTe el e v PR S O 3 6.00 18 5 8 0 1 1 0 1 2 0 0 0 0 0 0 0 0
..................................................... T CGGT TTGGGTTTGGGTTT w ¢« + e e e v e e e e e et e et e e et e e et e e e e e e et e e e e et e e e e e e et e et e e e e e e et e e et e e et e e e e et 2000 3 5.67 17 4 6 0 2 0 3 2 0 0 0 0 0 0 0 0 0
....................................................... CGGTTTGGGTTTGGGTTTG - - « « « o e« o e e s o e e s o e e ne e e e e e e e e aaae s oaansoeasoeanseeeaeeeeaseeeaseeeaeeeeaeseeaetesaatesaasaroacaroaaaroaaancaaa-219 0 2 2.50 5 2 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0
..................................................... o elel: i el el il e et c i PR PP ° B 4 2.50 10 0 1 0 5 0 0 2 1 1 0 0 0 0 0 0 0
..................................................... T T CGG T T TGGGTTTGGGT « + « + =« =« o« v et e e e e e e o e s s e s e s s asasanasonnasasesoesansssssasasasasasnaneeesesnsesesssesasasasasasasoenasaeasoenassesnsasasasara18 0 4 2.50 10 2 0 1 1 0 3 0 1 1 1 0 0 0 0 0 0
..................................................... o ele L i eTeT et it e et c i [ I I 9 0.89 8 0 4 0 0 0 0 3 0 0 1 0 0 0 0 0 0
..................................................... o eTe i i el el it e Tete it T R R S 4 0.75 3 1 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0
...................................................... b o]eTeh el elel: sl eTeT et PPN - O 4 0.75 3 0 1 0 1 0 0 0 1 0 0 0 0 0 0 0 0
........................................................ G e L T T 20 0.40 8 1 0 1 1 1 2 1 1 0 0 0 0 0 0 0 0
..................................................... i oTelel: i eleT et it e ete it T o AP - 3 0.33 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0
..................................................... TTCGGT TTGGGTTTGGGT TR . « « « « v et et et et e e et e e et 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 et e e et e e et e e e e e e e et 2001 13 0.23 3 0 0 0 0 0 1 0 1 0 1 0 0 0 0 0 0
..................................................... o eTe i i eTe el it e Tete it SR R 5 0.20 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0
....................................................... o ed i e e TeTeTe i g i AR S 12 0.17 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0
........................................................ e i eleT e e e el i APPSO 20 0.15 3 1 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0
...................................................... i oleTel i el elel: il eTeT et daut e AR N 7 0.14 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
...................................................... i eleTeh i eTelel: el et vt o P~ 10 0.10 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0
..................................................... TTCGGTTTGGGTTTGGGTTTGIE . - « ¢ v e e ottt ettt ettt e e e e e e et 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 et e e e ettt ettt ettt ettt e et e e e 232 20 0.05 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0
Anti-sense strand reads
SRR2096080
embryo 0-2h SRR060687
SRR060678 V053 from 15tol6 M028 SRR060655 V047
GCGTGTAAAACACGCTGGTTCCCCCCTTAGATTACGTCCAAAGCCACCAACCCAAGCCAAACCCAAACCCAAACCTAAGCCCAAACCTAAACCCAGCCCCATGCCCAGCTCAACCCAAACCGTGTATGCCGTACGTTGTGCGGGGCTGGTAAACGAAACAGTGGGAGAACTGAATTACTCCGGAAAAACACGAGAA day old SRR2096055 9 0- SRR2096056
Read # Hit Total 9x140_testes_total head nondysgenic head 9x160_testes_total 2h_embryos_total embryo
RS E AL R AR LR LS ettt s I O O O U O O O O O O P PO O G (PR (OO O G O T O O O T A X P 1)) )DL )))) e )) D)) ) ) D)D) ) D)) ) ) L)) ) ) L KRR KKK KK kKKK KKK KKK KKK KKK KKK XK X*¥*X 5ize Mismatch Count Norm Total mothers Ovary Min 43 Ovary Min 46
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate iD Alignment
droVir3|scaffold 13042:912901- dvi 188|CGCACATTTTGTG---CG-ACCA—-AG-——————=—-—————————————————— G-GGGGAATCTAATG--—-——-—-—- CAGGTTTCG---—-—--—-—- GTGGTTG-GGITCGETT-————————-—-=- TGGGTTTGGGTTT-—--—- GGATTCGGGTT-—---- TGG-—=———=—————————————————— ATTTGGGTCGGGGTACG-———-- GGTCGAG-TTGGGTTTGGCACATAC- ————— === — = === ———— = — o GGCATGCAAC—-—ACG-— === === == — = — = CCCCGACCATTTG-—————————————————————————— CTTTGT-CACCCTCTTGACTTAATGAGGCCTTTTTGTGCTCTT
913096 +
droMoj3|scaffold 6328:2905233- S TNV TR A A G TS GREICACCGCGGGGCTT TR c G B e - -8 - —----- AGlJeliGGT TTCATTGGT T TGGleUNelehtiNeRten Cli - - TA - EEEEEEEE T~ — = — = — = — = — — — — e — — — — — = — — R e — = = = = = e e = C 2\ C AT A — — = — oo e eIl CeA CcGCl$cCRBCCTGCGTTATCCGCCCAGATCATTTGAATGTCTCCCTCTCTTETCTETClCTCGCTGTCTGTGTGTGTGTGTGTGTGTGTGICEACHCHISNItII NIV ilel.Nelelelel tilikiiyelyelehve - -
2905452 +
droGri2|lscaffold 15081:2048793- CERIACATTTTGTG- - - Clli i eten e - — — - — - — - —————— GecCcAAAREEEIERIelelele ClY- - - - - - -BEGAGAGTATGGINE - - - - - - BRI EGTGGTTG-CL TG - —————- TGGGTTGE -[ehilii- - - - - - -EEEEEs — - — - — - [elelelii - EEEE— = — R e B et G — = = = = = GGTRAGET TGGG T TIGCACAT AC - — === == == == —— ———m oo GGCATGCAACINIeCFNNele- - ——— - - e - cccllGACCATTTC[ey--—-——-—-————————-———————- W8T TGT-CACCCTCTTGACTTAATGAGGCCTTTTTGTGCTCTT
2048977 +
Growi1Z[acEz 1100000004762: 3816085~ Fomm R 3T o T B A A A BTG TTGGATTR - - Lo T o R R B oo T - O IERRRRRRRRRRR R - I B - e e 115
3816167 —
dp5 XL _grouple:12515542- CRRIACATTTTCEG- - - CheRic A - — A - — - — - — - - GcocondeclddeT e - - - - - - - GCTTTGGAGTGTEGTACACHET - - - - - - -FEEEEEEE P ] — — = === ] — - — — = = = — R e B - - — — = = B~ ] — — — = — = = = = = = = — = g~ = == — ===~ TR TCTCACCCCT TGGT A GG G S A R N e e ccpNfeccATT/e- - - - - — - — - - - — - peleleiGT-CACCCTCTTGACTTAATGAGGCCTTTTTGTGCTCTT
12515686 -
droPer2|lscaffold 14:1995875-1996019 CRRIACATTTTClG- - - Chfdelic A - - A — - - - 8- Gocoadecldde T e - - - - - - - E——— GCTTTGGAGTGGEGTACACHET - - - - - - -FEEEEEEE e B - — === B - - — - - - = — R e B — - — - — = e~ ] — — — = = = = == == = = = —fg— = — = — = ——— TR TCTCACCCCT TGGTA GGG A T N e ccpNeccATT/e- - - - - - - - - — - peleleG T-CACCCTCTTGACT TAATGAGGCCTTTTTGTGCTCTT
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13,299,500 13,299,550 13,299,600 . -
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Genomic Position « | | I
Size Condition 13,299,500 13,299,550 13,299,600
Genomic Position
Hairpin partition - Sense -# Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
Antisense to intron [Dvir\GJ20351-in]
Repeatable elements
lNarne “ Class “Family “ Strandl
I(TA)n“Simple_repeatHSimple_repeat“+ l
mature ||star
1. scaffold 12420:3631-3652 +
2. scaffold 12472:450617-450638 -
3. dvi 425 scaffold 12875:13299523-13299544 +
4. scaffold 12928:835067-835088 +
5. scaffold 12928:7405196-7405217 +
6. scaffold 12932:310622-310643 -
7. scaffold 12963:1287557-1287578 -
8. scaffold 12963:1538799-1538820 +
9. scaffold 12963:18561490-18561511 +
10. scaffold 12970:1526842-1526863 +
11. scaffold 12970:3257035-3257056 +
12. scaffold 12970:7588673-7588694 -
13. scaffold 13042:1809099-1809120 -
14. scaffold 13047:13957885-13957906 +
15. scaffold 13047:18530090-18530111 -
16. scaffold 13049:85974-85995 -
17. scaffold 13049:3617869-3617890 +
18. scaffold 13049:19371287-19371308 +
19. scaffold 13049:220681317-20681338 -
20. scaffold 13049:22968551-22968572 +
21. scaffold 12928:3817654-3817675 -
22. scaffold 12928:7448411-7448432 -
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M047 SRR060661 SRR060663
V11leé SRR060672 SRR060667 vo47 SRR060666 SRR060659 SRR060679
ACATTTTATAGCACATTCCAACTAGATATATATACACACACACACACCTCATGCACATATATATATATATATATACATATCTATTCATATATACGATATGTATGTGCGTGTGTATGTGTGTGTAACTGCACATCGAGATAAAGAGAAAAATCTATATAAATACT female 160x9 0- 160 _0-
Read # Hit Total male body 9x160_females_carcasses_total 160_females_carcasses_total embryo 2h_embryos_total 160 _males_carcasses_total Argentina_testes_total 2h_embryos_total 140x9_ testes_total
R N N N N N 3)))))) - )N IIIIN))) kkkkkkkhkhkhkhkhkkkkkkkkkkkkkkkkkkkkk**k** 5jze Mismatch Count Norm Total body
........................................................................................... TACGATATGTATGTGCGTGTGT + « ¢ o e et et et e et et et et eeaeeee e eaeaeeneneneanenas 22 0 1 39.00 39 16 13 6 3 0 0 1 0 0 0
......................................................................................... TATACGATATGTATGTGCGTGT « & ¢« e et e e e e e eeteeeeaeaeaeneeneneaeeeeneneneaennanas 22 0 1 7.00 7 4 1 0 0 1 1 0 0 0 0
........................................................................................... TACGATATGTATGTGCGTGTG e + « e o e et et et e et et et et e e e eaeaeaeeeneneneanen 2 0 1 7.00 7 4 3 0 0 0 0 0 0 0 0
......................................................................................... TATACGATATGTATGTGCGTG e « « ¢ e et e e e eaeeeaeeneseaeaeaeeneneaeneeneneneaennanaa 2l 0 1 4.00 4 1 2 0 0 1 0 0 0 0 0
............................................................................................ ACGATATGTATGTGCGTGTGT + « ¢ e vt et et et et et et e e e e eaeaeeeneneneanaa 2 0 1 3.00 3 1 2 0 0 0 0 0 0 0 0
......................................................................................... TATACGATATGTATGTGCGTGTGT « - ¢ e v v v e e e et e eeeeeaeaeaeneeneneaeneeneneneaennanas 24 0 1 3.00 3 2 0 1 0 0 0 0 0 0 0
.......................................................................................... ATACGATATGTATGTGCGTGTGT « « ¢ e vt et et e e ea e et et eeaeeee e eaeaeaeeeeneneaeananas 23 0 1 3.00 3 2 0 0 1 0 0 0 0 0 0
........................................................................................... TACGATATGTATGTGCGTGTG. - -« o i i i i i i i e i ieeeeee 22 1 1 3.00 3 3 0 0 0 0 0 0 0 0 0
.......................................................................................... ATACGATATGTATGTGCGTGT .+ « « v e e e et et et et e e et eeatee e eneaeaeeneneneanan 2 0 1 3.00 3 0 3 0 0 0 0 0 0 0 0
.......................................................................................... ATACGATATGTATGTGCGTGTG e « « « e e et e v eaeoeecnasneneensasneneaeeanaeaeaeannans22 0 1 2.00 2 1 0 0 1 0 0 0 0 0 0
......................................................................................... TATACGATATGTATGTGCGTGTG M « & ¢ e e et et et et aee e emeaeee e eneaeaeaneneneaeananas 23 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0
........................................................................................... TACGATATGTATGTGCGTGTG T « ¢ vttt ettt ittt et ettt e e e 231 1 1.00 1 0 0 0 1 0 0 0 0 0 0
.......................................................................................... ATACGATATGTATGTGCGTG e « & ¢ o e et et et eaeeeeneneaeaeeeeneneaeaenneneneaennanas 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0
............................................................................................. CGATATGTATGTGCGTGTGR. . o vttt it e i e e e e ei e e 20 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0
.......................................................................................... ATACGATATGTATGTGCG TG TR . . . o oottt ettt ettt ittt e e e i e e 24 3 1 1.00 1 1 0 0 0 0 0 0 0 0 0
........................................................................................... TACGATATGTATGTGCGTGTGTA . « v e v et e e e ee e et e ee e eee et aeaeaeeneneaeneananas 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0
......................................................................................... TATACGATATGTATGTGCGT + « + v v e et et et e e e e e et et et eee e eaeaeaeaneneaeaeanana 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0
........................................................................................... TACGATATGTATGTGCGTGT e « + e e e et et e e e eeeeeeeeeeeeaeensaeaeaeeneneneaeananas 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0
.................................................. ATGCACATATATATATATATAT « « o e et et et e e e et et et et e e e et et et e et et et et et e et et et et e e e et ettt e ettt ettt et e eaiaeeeaa 22 0 20 0.10 2 0 1 0 0 0 0 0 0 1 0
..................................................................................................... ATGTGCGTGTGTATGTGT G« « « « e e e e e et eeeaeeeeeeeeneneaneneneneaeananas 19 0 19 0.05 1 0 0 0 0 0 0 0 1 0 0
...................................................................................................... TGTGCGTGTGTATGTGTGT « « v e e e et e e e e e eeeeeeeeeaeneaeeneneneaeananaa 19 0 20 0.05 1 0 0 0 0 0 0 0 1 0 0
Anti-sense strand reads
SRR060684 M047
M027
TGTAAAATATCGTGTAAGGTTGATCTATATATATGTGTGTGTGTGTGGAGTACCTGTATATATATATATATATATGTATAGATAAGTATATATGCTATACATACACGCACACATACACACACATTGACGTGTAGCTCTATTTCTCTTTTTAGATATATTTATGA 140x9 0- female
Read # Hit |Total 2h_embryos_total male body
R N N (N T 1)))))) - )Y D)) I hkkkkkhkkkkkkhkkkkkkkkkkkkkkkkkkk**** gize Mismatch Count Norm Total body
................................................. GTACGTGTATATATATATATAT . & ¢ e et et e e e e et et et e e et et et e e et et e e e e e et et ettt et e et et ettt et et e et eneaeaeaeen. 22 0 7 0.14 1 1 0 0
................................................... ACGTGTATATATATATATATA . &« v e et e e et et e e et et ettt e e et et e e e e et e et et et et ettt e ettt a et 2 0 20 0.05 1 0 0 1
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droVir3|scaffold 12875:13299473~ dvi_425|ACATTTTATAGCACA--TTCCAACT-AGATATATAT-—-——-— T ———————-- C—===ACACACACCTCATGCACATAT — = == === = == = — ATATA-——~TATATATATA-—CAT-—-—-—-——~-—~ ATCTATT----—-—~ CATATA==——=——=—————————————— = TA--CGATATGTATGTGCGTGTG-——-TA-—————-———————~— T--GTGT---G-—-—-~ L e AACTGCACATCGAGAT-—-=-—=-——— AAAG-AGAAAAATCTATATAAAT-A-——-— CT
13299636 +
droMoj3|lscaffold 6496:20592607~- ACATTTTATAGCACA--TTCCAACT-AGATATATAT---—-- T T e N\ T TITINA - - - - - - — - —[iGcAREEE e T2 C A C AT A TARCIN - - - - B - — - — N G T ATRTET--—-—--- CATATA=——=——=———=———————————————— B - - —-—-—-———————— PR -BEATACACATACATACATA - -jEEEIATATARSINTATACERIATAAACAACAACEEEEEEEEEE A2 A TINGIEII NI Nelelc A cC TREEEEE EAAG—AGAAAAATCTATATAAAT—AE———C
20592782 +
droGri2|scaffold 15245:7051816- ACATTTTATAGCACA--TTCCAACT-AGATATATAS-—-—-- acAllA- - R T XL e e - — — - — = — = — = — — e - - CGEEIC - - — - — - — - - — e - — - —--- ACCICI R CAACAACAGCAGCAREGCAR - - —-———— - - — - — [ — - T--GTIAT-—-G------ ieCEAAATTTAAAAAACAGCAAAAAAGAAGAAAAAINCINEIINGINC A NeE-N NerErG-AGAAAAATCTATATARAT-[g-—--- CT
7051983 -
droWil2|lscf2 1100000004511:9322356- - THINS TR (6 G CAGCINECA T A A IR B T T - B B---—-——- TTATGETCCT--------- L A TRy AATATI - - ———-—- T AT AT AT AT A A T NN - -G - - - - - - - - BAT--—-—-—-—-—- ATINATE- - —-———- CATATA=—=———=—————————————————— TR--cleaTatiMrarcidclicreTe----1f8-—------—-—-—-- T--GTGT---f§-—---- — I e - - - - - --GTraTErEriiTcTaGACAGECCARNAINENNNA NN CEVY - - EEEE i‘
9322518 -
dp5 XL_groupla:6899574-6899716 e - -ETCCAECT-EGATATATAT--—-—- Ecapn--—-[fe----ININeelele - - - ——————————- R~~~ AT — - — — - — = — - — - — ATATA--—-TATATATATA--fAT-—-—-—-——-—- ATCTALN-——————- TININFNTACCAAAATGATEEEEEEEEE GATGCGT-----—----~- GTGCGTGTG-—— - -———-—-——-—- G ClE- - eG G T G R - C G - - - - - —-GJAcTEcacjicEEEEE. - 2HecEgXerranTciaTAEAEAT-J----- -2
+
droPer2|[scaffold 6:4221017-4221185 BaRGCliGIGClEnNS TRA CRIT AINNSEEFNA MG T - - - - - EEEE - - - - - BT TAGACGATGATATGCCCCEEEEEEEE R - — - — - — - T N A A YA G - B e BT ARRS -~ TATATATA TAWNNAT-——————————- AR TATI - —————- caTalA--— - a-EcEaTaTiMraTcrepe TN - ——-TA- - - - - - - R AT A A TA A A T A R - T ArWTIRANA TI G- - — - — - ——— -\ B¥NA CINNAG Glea A TGNV A B G EEEE CT
BE
droAna3|scaffold 13266:6249721- ACATTTTATAGCACA--TTCCAACT-AGETHTATAT
6249839 -
droBipl|lsc£7180000394792:64-215 - | [aTcarliri¥dr-ArrraciT-Nra-F------ -8
droKik1|lscf7180000301930:38624~- TT- - - -JENA T T TINEA T TIN T ARRA TI\CEGININCGCATACINS - - -BATATACATTAATATATTAATTATATATATATATATATITINTINTITA - - - — - - - - -[UNIAFEEEEEE AT AT AT A S T T - - - - — — — — [ T ATRTATIN--—-——-- BATATA-—————————————m B - - —-—-——————————— - - B A TATATATATATANATA - - A T A T ACGACG R B A THE e — — — — — — - — - - - -B- ANGINATIGIVACIN VN AFNC TREETeLs
38798 +
droFicl|scf7180000454066:500356- ACATTT[@ATAGCACA--TTCCAACT-AGEEATATAT
500478 +
droElel|scf7180000491215:267703~ ACATTTMATAGCACA--TTCCAACT-AGEEATATAT
267813 +
droRhol|scf7180000779957:118195- ACATTT@ATAGCACA--TTCCAACH-AGEATATAT
118295 +
droBialllsc£7180000298095:86-257 - || |acgrrTTETARCACA - -FEHCET-AllaTATATAT
droTakl|lscf7180000416016:559690- S e _ 2 - - TRCE A ST - AlASATATAT
559796 +
droEugl|lsc£7180000408961:339664- ACHT T T TiepC 2 i e - i A Y — — — —— G L - — T A G T]E- - JEERIETGTGCGATA
339819 +
|dm3 llchr2or:8782857-8782989 - | |acaTTTfdaTAGCACA--TTCCAACT-AGRIEATATAT------ S - ——,—,h A ti’i O T T T T — — — — — — — — — — — — ATARRETN- —ATATATATA--fAlg--———--—--—- ATCT[Ede----—--- CATATA=———=——=——=—=—=————————————— GCAC-—- - ——————————— . _ 7 R (CATA - —JUSSEEL, 2\ T GC GG C (] - — - - — - [FNTEC A T] EeGIA A AAAATIETATATARAT 8- - —-- BT
ldrosimz|2r:9461582-9461719 - | |acarrr@aTaccaca--TrccaacT-acEEATATAT------ ACARA -~ === —m e S A T — — — — — — — — — — — — ETARIN -~ TATATATATA--WA---—---—--—- ATCTEdE-------- CATATA==—m—m—m—————————— GeAC----[--—--—————— - _ T ACATACATA - - [JEI, G\ C G C G (] - - - - — - [FNTEC A T —— EeCRARAAAAAATETATATARAT -8~~~ rH
droSec?2|scaffold 1:6299018-6299153 ACATTT[@ATAGCACA--TTCCAACT-AGEEATATAT-—-—-— ACARIA-———— oo s LY T L T T = — = = — = — = — = — = T AT S INTATATATAEA - -l - — - —-—-——-- ATETEde--—----- CATATA-=——=——————————————— - GCAC----I--—-———— - — - — 2 A CAT A - - A G A C GG G C G et — - — - — - - NITECA TIEE TR EecE AR A AR AATRITATATAAAT-l§---—- T
ldrovak3|2r:8188610-8188750 + I |acaTTTEATAGCACA--TTCCAACT-AGRIEATATAT------ O R C TG TINTA - - - - - - - TR NIA B (2,2 2,7 B TATATATASA--HAE----------—- ATCTEdE-------- Y GCAC-—---[N--—-——————— - _ 7 - GIA T/e]- S, ; 1, 2, C G C ] - - - - — - [JNiTECA T ——— ANEG-2AAAAAATIETATATAAAT -[8- -~~~ Tl
droEre2|lscaffold 4845:17042295- ACATTTEATAGCACA--TTCCAACT-AGREATATAT------ ACARA - -~ — oo O L T T T G — - — — — — - — - — — e ATATe-——[AATATATA--frf@-—-—-—--—-—- ATCT/dee - ----—-—-—----- - AT A- - [ G A CGC GG G e T i C 2 TG T - - — - - - - —- AReG-AaAnAATETATATAAAT-[g----- T
17042425 +
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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=droVir3&position=scaffold_12875:13299473-13299636
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12420:3631-3652
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12472:450617-450638
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_425.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:13299523-13299544
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:835067-835088
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:7405196-7405217
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12932:310622-310643
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:1287557-1287578
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:1538799-1538820
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:18561490-18561511
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:1526842-1526863
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:3257035-3257056
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:7588673-7588694
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:1809099-1809120
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:13957885-13957906
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:18530090-18530111
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:85974-85995
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:3617869-3617890
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:19371287-19371308
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:20681317-20681338
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:22968551-22968572
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:3817654-3817675
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:7448411-7448432
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:13299473-13299636
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_425.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:20592607-20592782
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:7051816-7051983
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:9322356-9322518
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:6899574-6899716
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:4221017-4221185
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:6249721-6249839
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000394792:64-215
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000301930:38624-38798
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454066:500356-500478
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491215:267703-267813
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779957:118195-118295
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000298095:86-257
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000416016:559690-559796
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408961:339664-339819
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:8782857-8782989
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:9461582-9461719
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:6299018-6299153
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:8188610-8188750
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:17042295-17042425

ID: Coordinate:

dvi 297 |scaffold 12963:14772603-14772662 + |candidate | Canonical miRNA || antisense_to_CDS

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}

Legend: mature Star [t N R gy mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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14,772,550 14,772,600 14,772,650 14,772,700 I .
Genomic Position 25 N | I | |
Condition 14,772,550 14,772,600 14,772,650 14,772,700
Genomic Position
Hairpin partition -#- Sense - Antisense Mature
Hairpin partition Mature
Show Alternate Folds H
Flybase annnotation
Antisense to CDS [Dvir\GJ21312-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads ' show mid mismatch reads
SRR2096081
SRR060684 embryo_ 0-2h
SRR060675 SRR060679 SRR060657 SRR060674 SRR060658 SRR060673 SRR060678 SRR060676 from 15tol6 SRRO60689
TGCTGGGGCTCAGCTTGGCGCCGTGCAGGCACTCGCAATCCGGCCACAGCGAGGATAACAGCAGCAGCAACARAAGCCAACTGCTGTGGATGCTGTTGCTGT TCCTGCTGCTCTGATGCTGCCAACAGGATGCGGGCTGCGTGTGCCATAAATGGCGTTT 140x9_0- day old
Read # Hit |Total 2h embryos total |140x9 ovaries total| |140x9 testes_total |140_ testes total|9x140 ovaries total|140 ovaries_ total 9 ovaries_total 9x140_ testes total 9xArg ovaries_ total nondysgenic|160x9 testes total
hkkkhkkhhhkhhkhhkhkhkhhkdhhkdhhkkhhhkhkhkhkd COCCCCCCCC COCC - e e 1)) )Y )OI )D D)) L au)) L)) ) ) L kR kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** gjze Mismatch Count Norm Total mothers
.................................................. GAGGATAACAGCAGCAGCAR . ¢+« vt vttt et et et et ettt et et ettt et e e et e ettt et e e e ettt e e ettt 200 1 19.00 19 5 3 8 2 1 0 0 0 0 0 0
.................................................. GAGGATAACAGCAGCAGCAAC . ¢ v v vttt et et et et et et et et e ettt e et et e ettt e et e ettt e e ettt e e e eeeii a2 0 1 14.00 14 6 7 0 0 1 0 0 0 0 0 0
.................................................. GAGGATAACAGCAGCAGCARE . .« oottt ettt et ettt e e et e e e e e e e et 20 1 3.00 3 2 0 1 0 0 0 0 0 0 0 0
.................................................. GAGGATAACAGCAGCAGCAAC . « - o ittt it it it it it ettt e e e et 221 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0
.................................................. GAGGATAACAGCAGCAGC . « o v e e vt et et et et et et et e e et et e e et et e e et e e e et et e e e e et e e eeaeeeeneneaeaeaeenenen.. 18 0 2 3.00 6 1 4 0 0 0 1 0 0 0 0 0
.................................................. GAGGATAACAGCAGCAGCA . « ¢ et v et et e e et et e e et et et et et e e et et e e et e e e et et e e e eeaeeeneneaaaaaaaaeneneaeaenenneneaa 19 0 2 2.50 5 0 3 1 1 0 0 0 0 0 0 0
.................................................. GAGGATAACAGCAGCAGCARACA . &+« vttt et et ettt et et et e ettt e e e e et e ettt e e et e e ettt e e ettt eeeeeenenea 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
.................................................. GAGGATAACAGCAGCAGCAA. . . oo it it ittt et e e e e e e ettt 20 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
.................................................. GAGGATAACAGCAGCAGCARG . « ¢ ot ettt ettt ettt et et e e et et e e e e ettt e e e e e e e 20 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
.................................................. GAGGATAACAGCAGCAGCAACHEE. . . . . . . ittt ittt ettt ettt ittt et e e e et 243 5 1.00 5 2 2 0 0 0 0 0 0 1 0 0
.................................................. GAGGATAACAGCAGCAGCAACHE . - - . ¢ttt ettt ettt et e et e e e e e e e e e e e e e e 232 4 0.75 3 0 1 0 2 0 0 0 0 0 0 0
.................................................. GAGGATAACAGCAGCAG . -« . ottt e e e e e e e 180 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR2096079
SRR2096038
embryo 0-
M047 embryo_0- SRR060684 2h from
M061 |VO53 /SRR060679 2h from 14 SRR060654 15tol6 day SRR060669 SRR060657 V116
ACGACCCCGAGTCGAACCGCGGCACGTCCGTGAGCGTTAGGCCGGTGTCGCTCCTATTGTCGTCGTCGTTGTTTTCGGTTGACGACACCTACGACAACGACAAGGACGACGAGACTACGACGGTTGTCCTACGCCCGACGCACACGGTATTTACCGCAAA SRR2096057 female day old  140x9 0- SRR2096014 old
Read i Hit Total body embryo head 140x9 testes_total Strain 9 2h _embryos_total 160x9 ovaries_total dysgenic 160x9 females_ carcasses_total 140_testes_total male
FRKHKHKHKAKIKIKI KKK IR IR I I R I IR I N N N N N O P ¢ 1)) D) ))))INIIIDID)D)D))) i u)) L)) ) ) L KKK KKK KKKk kKKK KKK KK KKK KKK KKK X kX% 5ize Mismatch Count Norm Total Ovary Min 50 mothers Ovary_ Strain_160_oxidized mothers body
............... ACCGCGGCACGTCCGTGAGCGTTAGGCC « « v e e et et et et e e e e et et e e e ettt et et e e et e e et et e e e e e e e et et e ettt et e e e e ettt a ettt ettt eneneneaeaeae.. 28 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................. CAACGACAAGGACGACGAGACTACG . « v vt v eeeeeeeneneneaeaeeneneneaeaeaeana25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
............................... GAGCGTTAGGCCGGTGTCGCTCCTATTG e & e e e e e e e e e e e e e et et e e e e e et et et e et e e e e e et e ettt e e e et e ettt et e e ettt e eaeeeeeeneneneaeaean. 28 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
.................................................... CCTATTGTCGTCGTCGTTGT - « v e e v e e e e e e e et e e et e e e et et e e et e e et et e e et et e e e te e e e eaeeaaaaeneneneaeaenaenea 20 0 2 0.50 1 0 0 0 0 1 0 0 0 0 0 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
drovir3|lscaffold 12963:14772553- dvi 297|ITGCTGGGGCTCAGCTTGGCGCCGTGCAGGCACTCGC-—--AATCCGGCCACAGCGAGGATAA-~~CAGCAGCAGCAACAAAAGCCAAC-TGCTGTGGATGCTGTTGCTGTTCCTGCTGCTCTGATGCTGCCAAC- — === === ———=—=—————————— AGG-——————————-————— - e e L E L P e e e et elolele e et CTGCGTGT-——————=—=———————————— GCCATAAATGGCGTTT
14772712 +
droMoj3|scaffold 6500:17713252- TGCTGGEGCTCAGCTTGGCGCCTGlEAGGCcACTCGCINE -RmTCCGGCCAlgaclicaGGAldAA-—-caGcallcAGcAldcAdercecRac GTGCTGCAGGATGCCATREECTGTGCCGGREEEEEEE e - - - — - - — R e CTGRGTGT-——==—=——————————————- GCCATAAATGGCGTTT
17713384 +
droGri2|lscaffold 15126:4590282- TGRTGCEGCTCAGCTTGGCGC Tl AfiTCGCINE - AT CCGGCCAEAGCEGAGCATAA -~ —[EAGCAGCACC A e GCCRACET GO T e _ &G C TLXe T CTGAT GG CCAldC
4590435 -
droWil2|lscf2 1100000004585:6818148- GGCGCAGSINEGIET C/JIINNG
6818280 +
EE [4_group5:393039-393269 - | GGTGiCAGINeGIele el YNe A CGCCTGTGGATGTCG T R A T A T G- - F e B RN GAGTGCGAGGGTGTATGTGR- - -@ATGTGAGTGTCTTCTATTTTGGACTGGATCTGCTTCTCCTCCTCCTCCTGN- - - - TCREEIA ACAGCTGACGCTTCTACT/EABGIT GGl¥eABAIING

ldaroper2|lscaffold 12:201210-201319 + |

GTTGGCGTTGGCGTTGTEECGT TGCAGC R GACTGCCEEEGCCCAGC CRE G ATGACGCAT TTGT GG - — - — - e i — — = === === ===—=——— === - iV - - - - -l

droAna3l|lscaffold 12916:8479139- GGCGicAGRINEGINEGCldSING®ACGCCTCCGGGTGTCCTREEGCETGTA TR GATGGCTGGCTGTIITEEEGTCCGGGTTGTCCCGGATGAGAATGGGGATG R == —— — R e it - — = == == == =—=—=———————— -]
8479307 -

droBipl|scf7180000396572:2918735-
2018916 +

droKik1|scf7180000302468:251335-
251464 +

droFicl|lscf7180000453815:257170~- CCGCCTCCGGGTGTGCCRENGGGTGTCCTGCCGCGTGRRETCCCGCCGGGTRERIGTCCCREEEEEE GRE GGTAATGGAGGTGTC T CCGCC el e SleleTGEcTcCcTCCAGCTGTTGCRERCGGTeAMIACGGideadle- - -
257361 -

droElel|scf7180000490970:120295- ATGCCTCCGGGTGTCCTREEGGA TGl T C R GTTGGITEREIGTACGEEEEEE G G AT AATGGAGGTGTC T R - - — - — B e Pt - — = === === ===—=————— === -]
120424 -

droRhol|sc£7180000780014:69277~ AGGCCTCCGGGTGTCCTIGGA TG T CCC GTTGCITEREIGTACGEEEEEE R GATAATGGAGGTGT R - — - - R e it - — = === === ===—=———————— e
69404 -

droBial|scf7180000302422:2676536- AGGCCTCCGGGTGTCCTREEGGGTGTCCTGCTGCATGRENTGCGGCTGGITREEGTGCC R R GG TAATGGAGGTGT CT R — — - — e e i — —— == === === =——————— == -]
2676677 -

droTakl|lscf7180000415104:26122— ACGCCTCCGGGTGTCCTCCTGGCTGTCCT GCTGGIATREEGTCCTREEIEE R G ATAATGGAGGTGTCTCCGCC e Sileln AlfelC TCCTCCAGCTGGCGGREEEEE --—-—-————-—--J\g]
26289 -

droEugl|lscf7180000409463:2216487— AAGCTTCCGGGTGTCCTREEGGATGTCCT GCTGGITREEGTCCCREEEE R G ATAATGGAGGTGCCTCC T CC e e e Sllelc Al CEREA CCAGCTGACGCREEEEE. T
2216647 +

dm3 llchr21:6897848-6897977 - | ACGCCTCCGGGTGTCCCNEGGTTGTACG GCTGAINTEEE G TCCcRE— I A T A A TGGAGG T G T C T i — — — — e - i — — — — — — — ==~ ——— -]

[drosim2][21:6666216-6666375 - [

ACGCCTCCGGGTGTCCGREE GG T TG T ACG R GCTGAINTEEEGTCCGREEEEE R GATAATGGAGG TG T CTCC T C /e e e CTGEGEGE- - -l elelelels - - — - - - - e

droSec?2|scaffold 3:2431616-2431775

ACGCCTCCGGGTGTCCGREEGG T TG T ACG GCTGAINTREEGTCCCREEIEE R G ATAATGGAGGTGTCTCC T CC e SlelGlelcle R CCAGCTGGCGCREEEEE -]

|droYak3”;L:6012198—6012327 N |

ACGCCTCCGGGTGTCC TR GG A TG T CC T R GC T GGC T R G T C C G R AT AATGGAGGTGT CT R — — — - — — B i — — = === === === —————— === -]

droEre2|scaffold 4929:15811192-
15811351 =

ACGCCTCCGGGTGTCCTREEGGATGTCCTREEEEEEEEE GCTGGITEEEGTCCGCREEEEEE R GATAATGGAGGTGTCTCC T C /e e e e CTGEGTGE- - -[{leL.Nelslelelelelels - — - — - - e
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:14772553-14772712
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:14772553-14772712
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_297.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:17713252-17713384
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15126:4590282-4590435
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004585:6818148-6818280
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group5:393039-393269
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_12:201210-201319
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:8479139-8479307
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396572:2918735-2918916
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302468:251335-251464
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453815:257170-257361
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490970:120295-120424
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780014:69277-69404
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302422:2676536-2676677
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415104:26122-26289
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409463:2216487-2216647
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:6897848-6897977
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:6666216-6666375
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:2431616-2431775
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:6012198-6012327
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:15811192-15811351

ID: Coordinate: Confidence: Class: Genomic Locale:
. [View on UCSC Genome Browser {Cornell Mirror}]
dvi 380 |scaffold 12875:10824293-10824349 + |candidate | Canonical miRNA || intergenic
Legend: mature Star mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Hairpin partition -#- Sense -8 Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intergenic
Repeatable elements
|Narne ”Class HFamily H Strand‘
|(CA)nHSimple_repeat”Simple_repeat”+ ‘
mature |[star
1. scaffold 12514:112425-112446 -
2. scaffold 12726:2475374-2475395 -
3. scaffold 12855:3803548-3803569 -
4. scaffold 12855:7095528-7095549 -
5. scaffold 12855:8570014-8570035 -
6. scaffold 12875:107516-107537 -
7. scaffold 12875:5133167-5133188 +
8. dvi 380 scaffold 12875:10824293-10824314 +
9. scaffold 12928:4867374-4867395 -
10. scaffold 12928:6913849-6913870 -
11. scaffold 12963:7371472-7371493 -
12. scaffold_12963:9364134-9364155 -
13. scaffold 12963:9849958-9849979 -
14. scaffold 12970:3538571-3538592 -
15. scaffold 12970:4996319-4996340 +
16. scaffold 13047:9913313-9913334 +
17. scaffold 13047:15829298-15829319 -
18. scaffold 13049:5761162-5761183 +
19. scaffold 13049:11766730-11766751 +
20. scaffold 13246:1799424-1799445 -
21. scaffold 12723:5226849-5226870 -
22. scaffold 12723:5311258-5311279 -
23. scaffold 12875:2115882-2115903 -
24. scaffold 12875:19982133-19982154 -
25. scaffold 12970:6737264-6737285 -
Sense Strand Reads
hide 3p reads| show mid mismatch reads
SRR2096081
M047 SRR060682 embryo 0-2h
V053 V116 V047 GSM1528803 M027 SRR060656 from 15tol6 MO61 SRR060658 SRR060678
GTTGCTTGTCTGCGCGTTCGCAGTTATTTTCGTTTATGCCCCACACACACACACTCACACACACATACACACGAGTGAGTGAATGTGCATGTGCATGCGAGTGTGTGCGTGTGCTCGTGTATCTTAAAATCTGCTGAAAAGTTGCGCCAATCGAAGG female 9x140_0- day old
Read # Hit Total head male body embryo follicle male 9x160_ovaries_total 2h_embryos_total nondysgenic embryo 140_ovaries_total 9x140_testes_total
***********************************(((('_ (((((. (((((((((_ ((. . (((((. (((( ____________ )))) '))))) _.)) _))))))))) '))))) .. _)))) Jhkkkkkkkkkkkkkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhd* gize Mismatch Count Norm Total bOdy cells bOdY mothers
...................................................................................... GCATGTGCATGCGAGTGTGTGC « + v v e e e e e e e e te e et e et e e e e ietaeaaeananenas 22 0 1 20.00 20 9 3 1 7 0 0 0 0 0 0 0 0
..................................................................................... TGCATGTGCATGCGAGTGTGT - ¢« v e v e v e s e s e sasososonosoeasanansasasasnsneneanans2l D 1 13.00 13 11 1 1 0 0 0 0 0 0 0 0 0
...................................................................................... GCATGTGCATGCGAGTGTGT G « + v e v e et e e e eeeet e e e eneaaaeaeaeanenenena 2 0 1 10.00 10 4 5 0 1 0 0 0 0 0 0 0 0
...................................................................................... GCATGTGCATGCGAGTGTGT « « v« v v v e e e e e e e e eaeeeeeaeaeeeeneneaeaeaaaeaeaeeenea 20 0 1 10.00 10 3 4 1 1 0 1 0 0 0 0 0 0
...................................................................................... GCATGTGCATGCGAGTGT G« « + v v v et e e e e et et et et e ettt e ettt 19 0 1 6.00 6 1 1 4 0 0 0 0 0 0 0 0 0
....................................................................................... CATGTGCATGCGAGTGTGTGC « « « o v s e v e e eete e ecnanaeaeaeaeaeaeaeaenanananneaa?2l 0 1 5.00 5 3 1 1 0 0 0 0 0 0 0 0 0
.................................................................................... GTGCATGTGCATGCGAGTGTGT « « v v v e e e e e e e et et et et e e et e e e et taeeeenenenenas 22 0 1 4.00 4 2 1 0 1 0 0 0 0 0 0 0 0
...................................................................................... GCATGTGCATGCGAGTGT « « ¢ v v vt ettt et et e eaee e teeaeeeeneneaeaeneaeaeaeaene. 18 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0
....................................................................................... CATGTGCATGCGAGTGTGT e« v v et e e e e e e e ee e tet ettt eeeeeaaaeaeaeaeanananans 19 0 1 2.00 2 1 0 1 0 0 0 0 0 0 0 0 0
.................................................................................... G TG LG G TG C e 2 GG 20 (@ 1 2.00 2 0 1 1 0 0 0 0 0 0 0 0 0
....................................................................................... CATGTGCATGCGAGTGTG e « v« v e e e e e e e e eetetaeeeeneneneneaeaeaeaeaeenennnanan. 18 0 1 2.00 2 1 0 1 0 0 0 0 0 0 0 0 0
....................................................................................... CATGTGCATGCGAGTGTGTGCH. « & vt ittt ittt ettt et ettt et et e e 221 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
...................................................................................... GCATGTGCATGCGAGTGTGT. -« -+ o i i i i i i i ieeee a2 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
..................................................................................... TGCATGTGCATGCGAGTGTG TR e « v vt vttt ettt et ettt e et e e eeeeeeeee 22 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
....................................................................................... CATGTGCATGCGAGTGTGTG e « v v e e e e e e eeteeeeeneneneneaeaeaeaeaeneenenenenaas 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
..................................................................................... TGCATGTGCATGCGAGTGTG e « v v v e e et et e e e e et et e e ettt e e e eeeaeaeaaeaeena. 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
........................................................................................ ATGTGCATGCGAGTGTGTGCG e + v v v v v et et e e e e e te e eneneaeaeneneana. 21 0 2 1.00 2 0 2 0 0 0 0 0 0 0 0 0 0
...................................................................................... GCATGTGCATGCGAGTG TG T . . ¢ ot ottt ettt e e ettt et et e ea e 222 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0
........................................................................................ ATGTGCATGCGAGTGTGTGC  « « v v« v s e s e o eovanensnsasososonososasanannanananss20 |0 2 0.50 1 0 0 1 0 0 0 0 0 0 0 0 0
........................................................................................ ATGTGCATGCGAGTGTGTG e « ¢ o v e v e e v e s sasasaeneneneneananeasasasaenenenanaes 19 0 4 0.25 1 1 0 0 0 0 0 0 0 0 0 0 0
.................................................. ACACTCACACACACATACACAC . « + « et et e e e e e et et et et e e et e e e et et et et e et et et e et e e et ettt et et et et e 220 20 0.10 2 0 0 1 0 0 0 0 0 0 1 0 0
................................................. CACACTCACACACACATACA . + « + v et et e e e e et et et et et e e e e e e e e e e et et e e et et et e e et et e ettt et ettt eeieee. 200 20 0.05 1 0 0 1 0 0 0 0 0 0 0 0 0
................................................ ACACACTCACACACACATACA . « ¢+t et et et e e et et et et et e e et e e e e e et et et e e et et et et ettt et et et et e e e 210 20 0.05 1 1 0 0 0 0 0 0 0 0 0 0 0
................................................... CACTCACACACACATACACA . + &+ v et e e e e e et et et et e e et e e e e e et et et e e et e ettt e et ettt et et et e e eeeeeee.. 200 20 0.05 1 0 0 1 0 0 0 0 0 0 0 0 0
............................................. CACACACACTCACACACACATA . « . e e e e et et et et et e e et et et e e et et et et et ettt e et e e e e et ettt et e e ettt 22 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 1
Anti-sense strand reads
SRR060685
SRR060673 V047
CAACGAACAGACGCGCAAGCGTCAATAAAAGCAAATACGGGGTGTGTGTGTGTGAGTGTGTGTGTATGTGTGCTCACTCACT TACACGTACACGTACGCTCACACACGCACACGAGCACATAGAATTTTAGACGACT TTTCAACGCGGTTAGCTTCC 9xArg 0-
Read # Hit |Total 9 ovaries total embryo 2h embryos total
AR e e e L N N N O O T O O 1))))N)D) L)) 0D )) L)) ) ) ) L)) S kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k**x 5jze Mismatch Count Norm Total
........................................................................................ TACACGTACGCTCACACACGC + ¢« v v e e et e eaee e eeaeaeeneneneneneaeaeaeneneaa2l 0 2 0.50 1 1 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
drovir3|lscaffold 12875:10824243- dvi 380||GTTGCTTG---TCTGCGCGTTCGCAGTTATTTT-——————————~ CGTTTATGCCC---—-—-—- CA--CACA--CA--———————————-— CACAC--TCACACAC----AC--ATACACACGAGTG--—--—-----~— AGT----—-—---- GA-————————————————— ATGT--—-—--- GCATGTGCATGCGA----G--T--GT--—-—--—-—- G--—————————-- TGCGT----GT--GC—-————————————————- TCGTGTATCTTAAAA-TCT---————— GCTGA---AAA----GTTGCGCCAATCGAAGG
10824399 +
droMoj3|scaffold 6496:16117763- GTTGCETG---TCTGCGCCEACGCACETATTTT---———-————- CGTTTATGCCC--—-—--—- I NINCATINC TAAGAGGAGGTGTGTGT - —-GTGTGTTTATE -G GCGEGEGT T - - - EEEE R M- S G- - - -IXicigc T CRRGIGINe - -B-8T - -G T-—- - - - ————- G-———-———— - SGHGT--—-GT- -~ —--—-—-—-——-—————- GEA CAIGITIGLGIVNART CEEEEE GCTRA--fAAA - - — - [T TH C R A ¥
16117930 -
droGrizljscatfold 15245:3930186- GTTGCT TRENET CTRGCGRT COCAGTTATTIT - ———— - STy Em— T S —— CHACS ~(SoACACE == =AC" “EACACAR - I B - BT - GG TGTGAGCAGATCTCHE B, G CAGE TG T ETGTGTACHCY - e TS N G e A TG TG TG TGCGAGTGTO TG TR -~ JRoTC - [m— =———=————HTTGE—‘GECAG
3930357 +
droWil2|scf2 1100000004909:9902054- GTRER TG - - - TR TR G CENT TG AR T TA T T Tl ehd T T eI Ne  — e — — — —LXLXL\C A - - CACA--CA-—————————————— CACRRENINCACACA--=-AC--ATACACAC/rRRE---------- - —-—-—-—-- B----—-—-—-—-———-- cia/EcAREEEEE - - - Al AJ N TG T A I eA C A A T T TAT TCAE TACTGAACT TTAA N T TAG R - — G i A A CE i i 2. A A A ~ENCE- — — — - ——— AS- - - _ W 2255 AN C ATVNEA)
9902217 + AR
dp5 Unknown_singleton 1895:13118- e i e MR (o e~~~ SlaseCA -~ ClCy- @A~ CHCACLYNCACACAC-~~~AC-~ATACACACG It~ g~~~ I - TATGCTGARRERTCTETGIEINels - - Erlecc TR - e CEEE R E=oooo===c=== EchcT----cT-- o
13243 -
droPer2|lscaffold 15:1169878-1170007 +| CA--CACA--CA-—=—-—=—-———————~ CACAle- TRIACACHC-———AC- - AlAllelCACCAINSCIN el - - ————————- — — - TGCGAIGE  BeT GIlelNe T GINE T 6T G T G TE T GlIGH - - — -]
droAna3|scaffold 13337:2671884- CA--CACA--CA-=-—=-=——————————~ CACAC-—F\CACACEC----AC--AACACACGAT/Y--—----—-- - -—-—-—--- B---—-—-——-——————-- - ——————~- - - - - —-———————- -|
2671922 -
droKik1|scf7180000302696:1098272- CA--CACA--CA--—-——————————- CACAlE--I\cACACAl----AC--AlfscACAlic R ———-—-—-- - —-—-—-—-- - ---—-—-—---—————- - —————~- - - - - ———-———--—- -|
1098304 +
droFicl|scf7180000454106:1741986- CA--CACg--CA---—-—--—-————- CRCACESI\CACACACE === AC==AldACACACINIA TRy - —— - —-—-- Agr--—-—-—--- B----------—-—--- CATINEINGCGGT TGTETGIE - - - - e T EGC TGl - B — R — e G
1742112 -
droElel|scf7180000491006:57434-57507 A2 - - e CACEE- -BRANACACIYICIAC- —RRERTeCAC JoRG — -8 - - - —- - I CAGAGAACGCAT T AT —- CRRyTIATGCAT - —- - - - —--—-—-—--- |
+
droRhol|scf7180000779872:341298- CA--CACA--CA-————————-————— CACAC==I\CACACAC====AC==AldACACAIJelr XTe - - - ———-- - ---—-—--- B-----—-—----—-- cacilaniia T e T/ C A A S C A T A e - B - B — — -|
341360 +
droBial|lscf7180000302041:138782- TTTT-—-———-—-——- A G A AT AR CGAAGCA T e Gls - - I WACACENNACACHICAC-—--AC-—-AACACACHh BRI - —-—----—- - ---—-—--- = R R A, C - — - - EEEEE i \CccAde - -R-Ar - —IXe - — - ———————- G
138892 +
droTakl|scf7180000415381:115420- CA--CACA--CA--————————————- CACAC--E\CACACAC----AC--ARACACACH - ————————- — - B------—-—----————- - ———-—~- - - - - —-—-————-—- -|
115450 +
droEugl|scf7180000409553:231455- - -BACA--CA---—-—————————- CACAC==I\CACACAC= === AC==ASAClCAINC RN - - - LY LYol — - —————— B--------------- canlaAliGEEEECATE - - [eNE TGINE TE TG TG T TTGIGE - - -|
231560 +
|d1:1 ” e e e A 50— ” A CRAC A=t SACNC— — CACDAC ————AC——N@ACACAC e e e e — — — — — — — e e A _ |
droSecz|scaffold 10:9504436-2504491 - GG X N N ——— ﬁAﬁ——%céCAﬁ-———ﬁ—-A%cE —————————— E —————————— E —————————————————— E ———————— TG R ETGHGT/ R @
[arovaraxiisiseep-1a15634 - [ o — R Fic2 - T CHOAO=SROAONG=== NI OA O -~ goT TCAATTTARACGATTT T - -- B AT UIE T el R ST B G
droEre2|scaffold 4929:12583349- WTERC TTG- - - TRecC N chpiceAd T Tfe- - - - - - - -—-- CGTTTA - ———————- e CcACA-—CA-—————————————- CACAC--TisCACEE - --[gc--alhicEc Al Tl - - GTREIATC - - - BRI B---—-—-—--—-—-- TGTGINENGERTGCGCEHINTE - - - - [T TG TG T ECGIGH - - Ea e |
12583463 +
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dvi_383 |scaffold 12967:703329-703376 -  candidate | Canonical miRNA || intergenic
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Genomic Position 18 19 20 21 22 o | | | |
Size Condition 703400 703360 703320 703280
Genomic Position
Hairpin partition - Sense - Antisense Mature
Hairpin partition Mature
dvi_383_annot [-15.7]
Show Alternate Folds H
Flybase annnotation
intergenic
Repeatable elements
|PJanw H(HassHFanﬁbl HSUand|
IPENELOPE|[LINE |Penclope - |
Sense Strand Reads
hide 3p reads‘ show mid mismatch reads H
M047
V116 SRR060672 V053 SRR060667 SRR060683 SRR060668
TGTATGTAAAATATTTAAATTTATGTTTTATCCTAATGTATTTTAATTGCTAATTGTTTTTTGTATCT TGATGTAGGTGCCCTGAGGACGGTTTGCCGACGTGCAACCGAAATATATTGGGGAAAAAATTAAAATAAAATTGTTCACT female SRR2096014
Read # Hit |Total body male 9x160_ females_ carcasses_total head 160_females_ carcasses_total 160_testes_total
HHAK KKK KA KA KKK IAAIHAIHAFHAFHFFHHF (e CC OO O ennn 1)) eI ) e KHAKKKKK KKK KKK KKK KKK KKK KKK k¥ KX *¥**%*% 5jze Mismatch Count Norm Total body Ovary Strain_160_oxidized
........................................................................... GGTGCCCTGAGGACGGTTTGC . « v v e v et ettt eeee e eeeeieeiaeaenaeeaeeneeneen. 2l 0 1 72.00 72 15 7 6 7 5 8 5 4
........................................................................... GGTGCCCTGAGGACGGTTTG : - « « « « ¢ s« e aecancaneancaacanaaoaaoaacnronscassnneeanaa=n20 O 1 22.00 22 10 1 3 1 2 0 2 0
............................................................................ GTGCCCTGAGGACGGTTTGCC . + v v e e e et et ee e ee e ee e ieeieeiaeaeeaeeneeneen. 21 0 2 14.50 29 24 0 0 0 0 3 0 0
........................................................................... GGTGCCCTGAGGACGGTTTGCC « ¢« v v e e et e eeee e e eee e eie e eaenaeeneeneenee 22 0 1 4.00 4 3 0 0 0 0 0 1 0
............................................................................. TGCCCTGAGGACGGTTTGCCG M + « vt e e et eee e e ie e eie e eaenaenneeneenan 210 2 4.00 8 2 2 0 1 1 0 1 0
.............................................................................. GCCCTGAGGACGGTTTGCCGA . « « vttt ee e et e e ie e eieeeenaenaeeaeeneeneen 2l 0 2 2.50 5 1 1 0 1 1 0 1 0
........................................................................... GGTGCCCTGAGGACGGTTT .+ « o+« vt e e oe e s eaeeaneeaeaoaaoaeaaeeaseaseasensenaense 19 0 1 2.00 2 0 0 0 0 0 0 0 0
............................................................................... CCCTGAGGACGGTTTGCCGA . &+ vt vttt eeee e et ie e ie e eiaeaenneenee. 20 0 2 1.50 3 0 3 0 0 0 0 0 0
............................................................................ GTGCCCTGAGGACGGTTTGC « &+t e vttt e eeeeae e eae e eeeaeenaeeaeeaeeneeneea. 20 0 2 1.50 3 2 1 0 0 0 0 0 0
............................................................................. TGCCCTGAGGACGGTTTGC + ¢« v e v e e e e eeeeeeeeeeeeaeaaeaaeeaeeneeneeneenaes 19 0 2 1.50 3 0 0 0 0 0 1 0 0
............................................................................. TGCCCTGAGGACGGTTTG . + ¢ e ettt e e et e et e e ee e ee e ie e eie e eeenaeeneen... 18 0 2 1.00 2 1 0 0 0 1 0 0 0
............................................................................. TGCCCTGAGGACGGTTTGCCGA . « v e o e e e e eeeeaeeaecaecaaeaaeeaeeneeneeneennenees 22 0 2 1.00 2 0 0 0 0 0 0 0 0
............................................................................. TGCCCTGAGGACGGTTTGCCGE . « vttt it ettt et eee e 221 2 0.50 1 0 0 0 0 0 0 0 1
.............................................................................. GCCCTGAGGACGGTTTGCCGAM. . ... o221 2 0.50 1 0 0 0 0 0 0 0 0
............................................................................ GTGCCCTGAGGACGGTTTG e « v v v e e e e eeeoeeoe e eoaeaaeaaeaneeneeneennenaen. 19 0 2 0.50 1 1 0 0 0 0 0 0 0
............................................................................. TGCCCTGAGGACGGTTTGCC t &« v o e e e e e eeeeeeeeeeeeeaeeaeeaecaeeneeneennenaes 20 0 2 0.50 1 0 0 0 0 0 0 0 1
............................................................................ GTGCCCTGAGGACGGTTTGCCEE. -« v o vttt ettt ie i 23 2 2 0.50 1 1 0 0 0 0 0 0 0
............................................................................................................................. AAATTAAAATAAAATTGT..... 18 0 6 0.17 1 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR2096050 SRR2096061
MO047 embryo 0- embryo_ 0-
V116 M027 SRRO60689 SRR060688 2h from 14 2h from 14 SRR060672
ACATACATTTTATAAATTTAAATACAAAATAGGATTACATAAAATTAACGATTAACAAAAAACATAGAACTACATCCACGGGACTCCTGCCAAACGGCTGCACGTTGGCTTTATATAACCCCTTTTTTAATTTTATTTTAACAAGTGA female SRR2096014 SRR2096055 SRR2096057 day old day old
Read # Hit Total body |male male 160x9_testes_total 160_ovaries_total Strain 160
HHAK KA KA KA KKK KA AIHAFHAIAAFHFFHHF (e CC OO e ennn 1)) eI )) ) ) e KHKKKKKKKKK KKK KKK KKK KKK KKK KKK Xk *¥**** g5jze Mismatch Count Norm Total body Ovary Strain_160_oxidized Ovary Min_43 body Ovary Min_50 mothers  mothers
.............................................................................................. CGGCTGCACGTTGGCTTTATA . « v o v e e eeeeeeieeneenaenneeneen. 210 2 4.00 8 0 1 0 3 0 1 2 0 0 0
............................................................................................... GGCTGCACGTTGGCTTTATAT . « ¢ o e e o v eeeeeeeeeeenecnecnaenaes 2l 0 2 2.00 4 1 1 0 0 0 2 0 0 0 0
.............................................................................. CGGGACTCCTGCCARACGGCT . + v v e ettt ee e et e ie e ie e e eiaeaeeneeneen. 2 0 2 1.50 3 0 0 0 0 2 0 1 0 0 0
............................................................................................ AACGGCTGCACGTTGGCTTTA  « vt et eeeeeeeeenecnecnecneennenae 2l 0 2 1.50 3 0 0 0 2 0 0 0 0 0 0
........................................................................... CCACGGGACTCCTGCCARACGGCTGCA . + t e vt et teeeee e eieieeieeneenaenaenneeneen.s 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1
........................................................................................... ARACGGCTGCACGTTGGCTTT e « v e e e e e veeneeeeenaenneeneennenaes 2l 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0
.......................................................................................... CAAACGGCTGCACGTTGGCTT . « e vt e eee e eeeeeeeaenaenneeneea.e 2l 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0
......................................................................................... CCAAACGGCTGCACGTTGGCTT e ¢ vt o e eeeeeeeieeneeneenaenaenneenans 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0
............................................................................................ BACGGCTGCACGTTGGCTTTA . ¢ v vt e e e ee e eeeeeaeeneeneeneen. 2l 1 2 1.00 2 1 1 0 0 0 0 0 0 0 0
............................................................................................. ACGGCTGCACGTTGGCTTTAT « « v e vt eeeeeeeeecnecnecneeneenaea. 2l 0 2 1.00 2 1 0 0 0 0 0 0 0 0 0
............................................................................... GGGACTCCTGCCARACGGC . « v e e e et e eee e e e ie e ie e e e e, 19 0 2 0.50 1 1 0 0 0 0 0 0 0 0 0
............................................................................................ AACGGCTGCACGTTGGCTTT . ¢ v vt et ee e eeeeeeeeeeaenneeneeneenae 20 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0
............................................................................................ AACGGCTGCACGTTGGCTT . « e v vt et e eeeeeeeenecnecnecneenaenaae 19 0 2 0.50 1 1 0 0 0 0 0 0 0 0 0
............................................................................ CACGGGACTCCTGCCARRCGG . « ¢ vt et ee e et eee e e e e e eaenaeeaeeneeneea. 210 2 0.50 1 1 0 0 0 0 0 0 0 0 0
............................................................................................. ACGGCTGCACGTTGGCTTT . « e v et e eeeeeeeeeecneeneeneenneaaena. 19 0 2 0.50 1 1 0 0 0 0 0 0 0 0 0
............................................................................................ BACGGCTGCACGTTGGCTTTA . « v o vt et ee e ie e eeeie e eeneeneen.e 2l 1 2 0.50 1 0 1 0 0 0 0 0 0 0 0
............................................................................................ BBCGGCTGCACGTTGGCTTTA . ¢ v vt e e et ie e eeeeeeeaenneeneen. 21 2 3 0.33 1 0 1 0 0 0 0 0 0 0 0
............................................................................................. B GGCTGCACGTTGGCTTTATAT . vt vt et e eeeeeeeeeeneeneenee. 23 2 4 0.25 1 0 0 1 0 0 0 0 0 0 0
..................................................................................... BCTGCCAARCGGCTGCACGT . & v v vttt e e e ie e eie e, 20 1 20 0.05 1 1 0 0 0 0 0 0 0 0 0
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droVir3|scaffold 12967:703279- dvi 383(TGTATGTAAAATATTTAAAT-TTATGTTTTATCCTAATGTAT T TTAAT TGCTAAT TGT T T T——— TG — === === = — = = — = =~ — = — o o TAT-——-—-————————- CTTGATGTAGGTGCCCTGAGGACGGTTTGCCGACGTGCAACCGAAATATATTGGGGAAAAAA-TTAAA-ATAAAA-TTGTTCACT
703426 -
droWil2|lscf2 1100000004967:209007- TGTATGTHACANANNAA A AN - T T T G T it A A T G T NS T A A T TG T A AL T G T it~ — — R~~~ —— ————— =~ =~ =~ = ———mm oo T C T T Gl wrriSircracireilccreallcacceTRreccclslicEccarcccaaATATA TGN A RANA A TINA - ATAA A A - [XSCENT[ERgN T
209146 +
romne|scatiold G120 ziz-ds06 + | | AT TTATER T TA TR o R~ B - = e e e T |
droKikl|scf7180000301647:10848- ey e TV A N G T G GI T A - - — - - - - — - - - - — - - - - — - — - TN A e - - - - EE — — B R TATTGINWATTAATTGT TGRAATAMNET CACINE TNElSleiNe A T NCIEeli - ieaSfelc Al8a TIINNUITNNNUNUNENEre~ - - c IV C IV NNV - B - [y chiT T Tji
10982 -
ldroFicl|lsc£7180000453741:636-772 - | |TeTABeTHA2ARTATTTAAA THE T ARG R VAN T GTAT T T T A AR TG TBA T TG T T T T T - - - TG === - — BrrifercracirecccTacAcceTRTGC cclEcRAGCAACCGARATATAT TGCRREENA A TN A AR ATA A ARRTE TG T TRRENT |
droElel|scf7180000490530:10448- G A e IV - - - - B - - - __ T N C R T T A A A A A T T T TAAA A T CR e --—---- GTTGTAATTAWT THAARNE Tie T[Sl TINA T NCIElEh - WEleIelern e SIS VNI VNN TN TN A T 2N - [N TINAC C 2NN TIFNN VA AT T TGl
10580 +
ldroRho1|sc£7180000773008:574-721 - | (TG A T A T 2 e et  — — i~ — — — — — TTTTTAAAGCTGTGTTTTTTTATTGTCTAAATTTATGT TATTTTATGT T T TRl Uit e - - - - Py T A G TCCCCTCANCACCCTRTCCCCANGTGCAACCGAAATATAT TGN EMAANAA - TIAAA - ATAAAA-T TENY N ACT |
droTakl|scf7180000414921:11263- ey e NNV - GV - - — - -G T TIE T TA A S G A T T A A A A T C e --—---- GTTGTTGTACHTTCANTETINETHEIANAGNG CElEINEIaNA € HINCIISTININUNIVE C 2 Y- A TINN C /N~ T NNV - Fi il G/ G T
11395 -
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vo047

embryo Argentina_testes_total
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12967:703279-703426
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12967:703279-703426
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_383.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004967:209007-209146
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_8720:4232-4306
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000301647:10848-10982
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453741:636-772
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490530:10448-10580
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000773008:574-721
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414921:11263-11395
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Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]
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Predicted structure
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No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR2096038 SRR2096026 SRR2096081
embryo 0- embryo 0- embryo 0-2h
2h from 14 2h from 14 SRR060681 SRR060670 from 15tol6 SRR060655 SRR060673
TAGGGTGTTTATGTAAATACTGTGGTTGCCCAACGGGTAAACCAGTGTACTACGATTTGGTGGATGAATGAACTATATAAGGATGCGTTCATACCTCCAGCAAATCGTTGT TCAATGGATCACGGCACATTAGCAGTCATTTGTCAAAATTAAACGTTGAAA day old day old day old
Read # Hit Total Strain 9 Strain 9 Argx9 testes_total 9 testes_total nondysgenic 9x160_ testes_total 9 ovaries_ total
dkkkkkkkkkkkhkkkkhkkhkhkkkkhkkhrkkx COC- CC- - CCeeeeee-ceee. ... P))-N)I)) M) IIMIN)))I))ID))))) e Thkkkkkkhkkhkkhkkkkhkkkhkkhkkkhkkkxk*kk*** gsjze Mismatch Count Norm Total mothers mothers mothers
.................................................. T A C GA T T T GG T GG A T GA A T G s i v i e e e e e e et e et e e et e e o e oaeeeeeeeeeeeseeeeeaeeeaseeeeeneeeeseneeeeeeeeeaaseeeneeeeeeneeeaaas 21 0 1 153.00153 10 8 8 8 8 8 11
.................................................. A CG AT T T GG T GG A T GA R T G R . v v i e e e e e e et e o e o e ot a o oo e osoeeeeaeaeeseeeaeeseeeeeeeeeeeeeeoeaeeeseeeoeaneeeeensoeeeeeenanees 22 0 1 102.00102 2 3 12 8 2 5 3
.................................................. TACGAT T T GG T GG AT GA AT GAR A . o ot it e e e e e e e et e e et e e e e e e ae e e e ae e eeeeeaeeeeeeaeeeeeeaeeeeeeeeaeeeeeenneeenennaneaas 23 1 1 70.00 70 9 11 0 2 5 1 2
.................................................. A C G AT T T GG T GG A T G AR T Gt v i et e e e et et e et e e e et e ettt e ettt e et et ae e e ae e aeseeeeseeeeeeeeeeaeeeeaeeeeaneeeenneeennaeeaaaa 20 0 1 30.00 30 1 2 3 0 2 0 1
.................................................. A C G AT T T GG T GG A T GA A T & v v v e e e e e e e e e et e o e o e o e oo oo oo oeoeeeeaeasesoeeeenseseseeeeseseseeeaeeseseeeneeseseeenseeeeaeaaalD 0 1 19.00 19 2 3 1 1 2 3 1
.................................................. TACGAT T T GG T GGA T GA AT GA R A . & i i i it it et et e et e e ettt et e et e et e et ettt e et ettt ettt ettt ettt et teaaeneaenna. 24 2 1 14.00 14 5 0 0 0 1 0 0
.................................................. TACGAT T T GG TGGA T GAR T GAAC « « v e v v e e et et e e o e et e e eaeeeeeeaeneeeeeeeeneeeeeeaeeeeeeeeaeneeeeeeeneaeeeeeeaeaeneneanaas 23 0 1 13.00 13 0 0 2 1 2 1 0
.................................................. TACGAT T T GG T GGA T GA AT G AT . o v it e it et ettt e et e et et e et e et et e e et e et a ettt ettt et teeeaeeeeeaaeaenenenaaa 23 1 1 2.00 2 0 1 0 0 0 0 1
.................................................. TACGAT T T GG T GG AT GA AT G . « v v v it ittt ettt e e ettt teteeeeeeeeneneeeeeeeeneeeeeeeeneeeeeeeeneeeeeeeeneeeeeenineinennnnaa 22 1 1 2.00 2 0 0 0 0 0 2 0
.................................................. TACGAT T T GG T GGA T GA R T G e v v v et et et et e et e et e e te et e e e aeaeeeeeeeeaeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeeenneeneeenaaa 2 1 1 1.00 1 0 0 0 0 0 1 0
.................................................. TACGAT T T GG T GGA T GA AT GAA G . « + e v it et et et e et et e et e et et et e et e e et e e eeeeeeeeeeeaeaeeeeeeaeaeeeeeeanaeneeenaaa. 23 1 1 1.00 1 1 0 0 0 0 0 0
.................................................. A C G A T T T GG T GG A T G R . & i i i et e e e et et e et et e et e e e et e e e et et e et e et et e et e et s e et e et ettt et eeaeeeeaeeeeeneeeeeeaeeaaa. 18 0 1 1.00 1 0 0 0 0 0 0 0
................................................... AC G AT T T GG T GG A T GA R T G A C st v et e e e e e e e e e et e o e o e o s oo oo aeaeeseeeeeneeseeeaeeeeeeeeeeeeeseeeeeaeeseeeoenseseseeeaeees 22 0 1 1.00 1 0 0 0 0 0 0 0
......................................................................................... CATACCTCCAGC A AT G T TG T e v v v e ettt e ettt eee et ettt eeseeeeeeeaneieanennnaaaa 22 0 1 1.00 1 0 0 0 0 0 0 0
.................................................. TACGAT T T GG T GGA T GA AT . & ¢ vt ittt e et e e ettt ettt e et e e ee e aeeeeeeeeeeeeeeeeeeeneeeeeeeeeeeeeeeeeeeeeeeeneneneeennaa 2 2 1 1.00 1 0 0 0 0 0 1 0
.................................................. TACGAT T GG T GG AT GA A A . & v it it e e e e e e et et e et ettt e et et e ettt e e e ettt a ettt et teeeeeeeeeeeeaeeeeeeaeaeneeeaaaa 19 1 1 1.00 1 0 0 0 0 0 0 0
Anti-sense strand reads
SRR2096038
embryo 0- M047 SRR060687
2h from 14 SRR060669
ATCCCACAAATACATTTATGACACCAACGGGTTGCCCATTTGGTCACATGATGCTAAACCACCTACTTACTTGATATATTCCTACGCAAGTATGGAGGTCGTTTAGCAACAAGTTACCTAGTGCCGTGTAATCGTCAGTAAACAGTTTTAATTTGCAACTTT day old female SRR2096057 9 0-
Read # Hit |Total Strain 9 body 2h _embryos_total 160x9 females carcasses_total embryo
AR A AR AABRRSLEKEBRBRRBEEBSEBELESEELA SIS O GO GO O P o O G G O O G G P G O P G G (O O G (O (O (P M))N)IN)) o)) ) )Y ))) *hkkkkhkkkkkhkkhkkkkkkkkkkkkkkkkk*kk** gjze Mismatch Count Norm Total mothers Ovary Min 50
................................................. GATGC T AR ACCACC T AC T T A C Tttt v e e e e e e et e e et e e e e et et e e e e eeeeeeeeneeeeeeeeneeeeeeeeeeeeeeeeeeneeeeeeneneineeennnaaa22 0 1 2.00 2 2 0
........................................................................................ AGTATGGAGGTCG T TTAGC AR s & v v ettt i e te et te e eeteeeeeeeeeeeaeeeeeeaneeeneneaaeaa 2l 0 1 1.00 1 0 1

Show Alignment With Reads‘

Re-alignment of all predicted orthologs

Species Coordinate

ID

Alignment

droVir3|scaffold 13047:16428641-

dvi_ 270

16428802 +

TAGGGTGTTTATGTAAATACTGTGGTTGCCCAACGGGTAAACCAGTGTACTACGATTTGGTGGATGAATGAACTATATAAGGATGCGTTCATACCTCCAGCAAATCGTTGTTCAATGGATCACGGCACATTAGCAGTCATT-TGTCAAAATTAAACGTTGAAA

droMoj3|[scaffold 6540:12746830-

127469872

TG T TATGTAAATIRETGTGGET GCerNGEcerldccalYec TAINNSc AT T T XTACIIsAATGAA C T AldnXTegciEN NG T TCA N eC T CLiALICARATCE/TiT T C8r TG Al ciicc Al TTHGCAGECAT TiREGA A AA T T8A ARG TERA A A

crit.loop 0
crit.mor 0
Generated: 0810842015 at 08:16 PM

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=droVir3&position=scaffold_13047:16428641-16428802
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:16428641-16428802
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_270.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:12746830-12746987
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[View on UCSC Genome Browser {Cornell Mirror}]
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No Repeatable elements found
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1. dvi 265 scaffold 12723:4640932-4640953 +
2. dvi 268 scaffold 12963:330288-330309 -
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M047
SRR060678 SRR060679 SRR060681 SRR060672 SRR060689
TTTGTTTTGCCAGACATAATCGGAACGGAATCGATAAGCTCCTAACTAATTACAGGCTGCACCAAGGTTTAATAAATGTGAAGATAATTAATGCTTGATGCTGTCTATAATTAGATAAGCTTTATTCCCATCGTCACTTGTTATTCGTTTAATAGTCATAAAC female
Read # Hit Total 9x140_testes_total body 140x9_testes_total Argx9_ testes_total 9x160_ females_carcasses_total 160x9_testes_total
***********************************(((((..((_(((((((.((((.(((_((((._(((((___(((.._.))))))))..)))).)))_)))).))))))).))))))) ...... khkkkkkkkhkkkkkkkkkhkhkkkkkkkkkkkkkkkxk*x*x gjze Mismatch Count Norm Total
.......................................................................................... ATGCTTGATGC TG T C T AT A A T T e vt e e e et ettt et ettt eee e eeneaneeneananeennennaaa 22 0 2 65.00 130 28 22 30 11 7 4 4
.......................................................................................... ATGCTTGATGC TG T C T AT A A T ¢ i i e e et e et e et e ettt seeeeeeeeeaaeeaaaaenaenaaaaaaa 2 0 2 23.50 47 4 6 1 7 4 0 4
.......................................................................................... ATGCTTGATGC TG T C T AT AR T . o i i ittt ettt ettt ettt ettt s ettt 22 1 2 10.00 20 4 4 3 3 1 0 0
........................................................................................ TAATGC T TGATGC T G T C T AT A AT e v v et ettt et et e eeeeteeeeeeeeeeeaneneeeeeeenneneneaaaa 23 0 2 6.50 13 5 2 1 0 1 0 0
......................................................................................... AATGCT TGATGC TG T C T AT AR T« o v e et e et ettt et et et teeeenseenseeneaneaeenneenennaaaa 22 0 2 6.50 13 5 1 1 0 0 1 0
......................................................................................... AATGCTTGATGC TG T C T AT A AT .« vt ittt et ettt ettt ettt ittt e tiaieeeeeennaaa 23 1 2 4.50 9 3 1 2 1 0 0 0
........................................................................................ TAATGC T TGATGC T G T C T AT A . & v e et et et et e et e e e eeeeaeeeeeeeaaeaeeeeeeenneneneaaa 2 0 2 4.00 8 0 3 0 1 0 2 0
.......................................................................................... ATGCTTGATGC TG T C T AT AR T T .« vt ittt ettt et ettt et e eeeeneneeeneanenenenenaaaaa23 1 2 3.50 7 1 0 2 1 0 1 0
......................................................................................... AAT G T TGAT G TG T C T AT A . v it et e e et e e et et eeeaeeseseseeeaeaseseeeeseneneeeeaaas 20 0 2 3.00 6 0 3 1 0 0 0 0
.......................................................................................... ATGCTTGATGC TG T C T AT AR T T . « v v v ottt ettt eteeeseeeeeeeeneneeeneaneneneeennaaa23 1 2 2.50 5 0 1 3 0 0 0 0
.......................................................................................... ATGC T TGATGC T G T C AT A A . i i e et e e et et e s eseseeeneeeeseseeeneenoeseseeeasaneans 20 0 2 2.50 5 0 2 0 0 0 0 0
........................................................................................... TGCTTGATGC TG T C T AT A AT Tt v v et e et ettt et et eeeeeneeneeneaaeeaeeeeenenneeneaaa2l 0 2 2.00 4 1 2 0 1 0 0 0
........................................................................................ TAATGCT TGATGC TG T CT AT AR T . « v it ettt et e et e et et e ettt eeeeeaeeaeeaaaaenannna 24 1 2 2.00 4 3 0 1 0 0 0 0
......................................................................................... AATGCT T GATGC TG T C T AT A .+ i e e e e e et et e et e e et teeeaeeeeeaeaasaeaeeeanaaaa 2 0 2 1.50 3 1 0 0 0 1 0 0
........................................................................................ TAATGC T TGATGC TG T C T AT« v v vt e et e et e eeeeeeeeeeeeeneeeeeeeenenaeeeeeaenneneaeaaa 20 0 2 1.50 3 0 0 1 0 0 1 0
......................................................................................... AATGC T T GATGC TG T C T AT « v e v e e et e e et et e e ee e et teeeaeeeeeeeteasaeaeeeannaaa 19 0 2 1.50 3 0 3 0 0 0 0 0
.......................................................................................... ATGCT TGAT G TG T C T AT A e v v e vt e e e e ee e e e eeeeeeneeeeeeeeneneeeeeaaeneneneneaaaa 19 0 2 1.50 3 0 1 0 0 0 0 0
............................................ ACTAAT TACAGGC TG ACC ARG A . & & ittt e et et et et e et e e et e e e et e ettt e e et eeaeaeeeeeeeeaeeeeeeeeeeeeeeeeeeeaeeeeeeennenenan. 24 2 1 1.00 1 0 0 0 0 0 0 0
........................................................................................... TGCTTGATGC TG T C T AT AR T TAG e « v v v et e et e e eeeeneneneeeeeneneeeeeeeenenenennaaaa23 0 2 1.00 2 0 1 0 0 0 0 0
........................................................................................... TGC T TGA TG T G T C T A T A A T .« i i et et e e et e et e s aseeeneeseseseeeaeesesessenaeanenass 20 0 2 1.00 2 0 2 0 0 0 0 0
........................................................................................ TAATGC T TGATGC T G T C T AT A A e v v vttt et et ee e eeeeeeneneeeeeeeeneeeeeeeeneneneneaaa 22 0 2 1.00 2 0 0 1 0 0 0 0
........................................................................................ TAATGC T TGATGC T G T C T A . ¢ v e et e et e e et e et e et eeeeaeeeeeeeeaeaeeeeeeenaeneaaaas 19 0 2 0.50 1 0 0 0 0 0 1 0
.......................................................................................... ATGCT TGAT G TG T C T AT A A .« it et e ittt ettt e s tee et e teeteneaeeeeeeeeneneeeenaaa 21 1 2 0.50 1 0 0 0 0 0 0 0
.......................................................................................... ATGC T TGATGC T G T CT AT A A A . &« it it i e et e et e et eoeneeeeeeseeeneeneeeseeeaennenaes 22 2 2 0.50 1 0 0 0 0 0 0 0
......................................................................................... AATGCT TGATGC TG T CT AT A A A A . & i it ittt ettt ettt ettt ettt eeneeneeeeeaeenenneaas 23 2 2 0.50 1 0 0 0 0 0 0 0
.......................................................................................... ATGCTTGATGCTGTCT AT AR T T . &t ittt ettt e ettt e et teeeneeeeeaeaneneneaeaaaa 24 2 2 0.50 1 1 0 0 0 0 0 0
.......................................................................................... ATGCTTGATGC TG T C T AT AR T T A . . o ittt et e ettt ettt et ettt et eeeeaeaeaeeeeaa 24 2 2 0.50 1 0 0 0 0 1 0 0
............................... AT A A G C T C C T A A C T AR s v e i e e e e e e e e e e oo e s e a e o e aseseeeeeeeaeeseeeeeaeeseseeeaenseeeeeeeeeaseseeeeeaeaseseeeeeasoeseseeeoenneseseeeoaenneeaas 18 0 2 0.50 1 0 1 0 0 0 0 0
.......................................................................................... ATGCT TGAT G TG T C T AT e« v e it e e e e e e e e e et et e e ettt eeeeaeneeeeeaaa 19 1 2 0.50 1 0 1 0 0 0 0 0
......................................................................................... AATGCT T GATGC TG T C T AT A A T T e v v v et ettt e teeeeeneeeeeeaeneneeeenaneaeeenennnaas 23 0 2 0.50 1 0 0 0 0 0 0 0
.......................................................................................... ATGCT TGATGC TG T C T AT AR T A . & v it et e e et et e et e e et teeeaeeeeeaneaaaeneeeaaaa22 1 2 0.50 1 0 0 0 1 0 0 0
.......................................................................................... ATGCTTGATGC TG T CTAT AR T T . v ittt ettt ettt ettt teeee e eeeeeeneneneneanaaa 24 2 2 0.50 1 0 0 0 1 0 0 0
............................................................................................ GCT T GATGC T G T C T AT A AT Tt v it et e e ettt e et e teteteaeeeeeeeaaeaeeeeeeennaeneneaas 20 0 2 0.50 1 1 0 0 0 0 0 0
........................................................................................... TG T TGAT G TG T C T AT A e v vt e et et ettt e e et teeeeeeeeeeneneeeeeeeeneneneaaaaaa 18 0 2 0.50 1 0 1 0 0 0 0 0
........................................................................................ TAATGC T TGATGC TG T C T AT L . « v v it ettt ettt ettt ettt e e et eeaeaeeeeeeenaeneneaas 22 2 2 0.50 1 0 0 0 1 0 0 0
....................................................................................... TTAATGC T TGAT G TG T C T AT AR T« « v v v e et et e e e e teeeneneneeeeeeneneeeeeanenennnennaaaa24 0 2 0.50 1 0 0 0 0 0 0 0
Anti-sense strand reads
SRR060678 SRR060681 SRR060679 SRR060670 SRR060680 SRR060689
AAACAAAACGGTCTGTATTAGCCTTGCCTTAGCTATTCGAGGATTGATTAATGTCCGACGTGGTTCCAAATTATTTACACTTCTATTAAT TACGAACTACGACAGATATTAATCTATTCGAAATAAGGGTAGCAGTGAACAATAAGCAAATTATCAGTATTTG
Read # Hit Total 9x140_testes_total Argx9 testes_total 140x9 testes_total 9_testes_total.§ 9xArg_testes_total 160x9_ testes_ total
LA AR AR R RS SRR N N R e e e e D D D D D D D S D D D D DD O D DD D DR D DD D 0 D D D D D D I hhkkkkkkkhkkkhkkkhkkkkhkkkkkkkkkkkkkk*x*x*x | gjze Mismatch Count Norm Total
..................................................................................... T A AT TACGA A C T AC GA CA GA T & i e e e e et e e et e e e eeeeeeeeneeeeeeeeeeaeeeeeeeeeeaenneeaes 22 0 2 792.50 1585 505 348 348 5 123 80
.................................................................................... CT T AR T TACGA A C T ACGA C A GA T ¢ ¢ i i i et et et et et e aeasoseeeeeeeeseseeeaeeseseeseeaeenanaes 23 1 2 572.00 1144 371 293 290 3 86 40
................................................................................... CC T TAA T TACGAACTACGACAGAT .« « vttt ettt teteeeneeeeeeeeneneeeeeeeeeneeeeeeeeneneneneaas 24 2 2 247.00 494 164 113 103 2 42 18
...................................................................................... T A AT TACGA A C T ACGACAGA T . v it et et e ettt e e s eseeeeeneeseseeeeensesesseseeanenaeeaas 2] 0 2 203.50 407 90 99 109 0 32 19
....................................................................................... AR T TACGA A C T ACGA CAGA T AT & v i e e e e et e et e e e e e aeeeaseeeeeeeeeeeeaseeeeeoneaeeaanees 22 0 2 182.00 364 116 99 77 0 23 17
.................................................................................... AT TAAT TACGAACTACGACAGA T . & v vt e et e et et e e et seeteeeeneeeneeaeeaeeeeeneenenaaaaa 23 0 2 90.50 181 53 47 44 1 15 5
........................................................................................ AT T ACGAAC T ACGA C A GA T AT &« i i i e e e e et e et e e e e e e eeeeeeeeeeaeeeeeaeseeeeeaneeeeaanasl2l 0 2 62.50 125 32 24 22 0 13 15
..................................................................................... T A AT TACGA A C T A CGA CAGA T . v v i e i ettt et ettt et aeeseeeeeeeeeeeeseeeeeeneeeneenaeanes 22 1 2 61.50 123 39 16 26 2 7 8
........................................................................................ AT T ACGARA C T A C GA C A GA T « i i it et e ettt ettt et et e s esoseeeesesesessasesesesseeasesas 19 0 2 55.00 110 42 18 24 0 7 4
................................................................................... AC T T AR T TACGAAC T ACGA CAGA T .« v i i i ettt ettt et aeeseeeeeaeeseeeeeeeeenneseeeenoaeenenaas 24 2 2 40.00 80 26 19 20 0 7 2
...................................................................................... A A AT TACGAAC T ACGAC A GA T AT ¢ i ettt et e e e ee et et e e teaeaeeeeeeeeaeaeeeeenanneeeaas 23 1 2 39.50 79 30 20 16 0 3 3
....................................................................................... AAT TACGAACTACGACAGA T &+ v it e et e et e et e ettt seeseeeeeeeaeeaeeaeeaeaaaaeaaa 20 0 2 28.50 57 21 16 15 0 2 0
................................................................................... A AT TAAT TACGAAC T ACGACAGA T ¢ v it ettt et ettt et ettt eeeeeneeneeneeeeeneeeeeneenneaaaa 24 1 2 16.50 33 7 7 14 0 1 2
.................................................................................. ACCTTAAT TACGAACTACGACAGAT « & vttt ettt e te ettt teeeneeeeeeeeeeaeeeeeeenneneaeaeaa 25 3 2 15.00 30 10 11 6 0 2 0
.................................................................................... CC T AR T TACGA A C T ACGA C A GA T &« ¢ i it et et et et et e aeasaseeeeeeeeseseeeaeeseseeseeaeeneaes 23 2 2 14.50 29 11 6 8 0 2 0
.................................................................................... T T AT TACGAR C T ACGACAGA T « v vt et ettt et ettt tet e eeeeeeseneeeeeeeeineneeneennaaaa 23 1 2 14.50 29 8 8 10 1 2 0
...................................................................................... TAAT TACGAACTACGACAGA T AT .« v v v et ettt et et eee e eeeeenseeeeeneeneeneeeeeeeenaaaaa 23 0 2 12.50 25 7 9 3 0 1 0
......................................................................................... TTACGAACTACGACAGA T ATt v v ettt ettt e et eeeeeeeeeeneneeeeeeeeneneneenannnaaaaa 20 0 2 10.50 21 4 2 1 0 3 6
.................................................................................. A AT TAA T TACGAAC T ACGACAGAT « v v v et e et e et ettt et ettt seeeeeeeeeeeeeeeeaeeeeeenenaaaa 25 2 2 5.00 10 2 3 1 0 1 0
..................................................................................... AT A AT TACGAACTTACGACAGA T ¢ vt it ettt ettt e ettt ettt ettt ettt tenieieaenennnna 22 1 2 5.00 10 2 2 2 0 0 0
.................................................................................. AAC T TAAT TACGAACTACGACAGAT « v v v et e et et e et e s ea e e eeeeeeeeeeeeeeeeeeeeeaaaaaaaaaa 25 3 2 3.50 7 2 2 2 0 1 0
.................................................................................... BT T A AT TACGAAC T ACGACAGA T ¢« vttt et e e ettt e e ettt ae e et teeeaeeeeeeeeaeaeaeaeaaa 23 1 2 3.00 6 0 1 1 0 0 0
..................................................................................... CCAAT TACGAAC T ACGAC A GA T AT v v v vt e et et e teeeneeeeeeeeneeeeeeeeneneeeeeeannnneneaas 24 2 2 2.50 5 0 1 2 0 0 1
.................................................... Gl CCGACG T GG T T AR AT Tt v v e e e e e e e e e e e e e e e e e e e e e et e e et et e et e ee et e et teaea et eeeeaeeeeeeeeeeaeeeeeeenneneaaa 20 0 1 2.00 2 0 0 0 0 0 0
..................................................................................... CC A AT TACGAAC T ACGACAGA T  « v v vttt e et e e teaeeeeeeeeeeneeeeeeeeneneeeeeennneneneas 22 2 2 2.00 4 2 0 1 0 0 0
.......................................................................................... TACGAAC T ACGAC A GA T AT ¢ it et e et e ettt e e et tee et eeeeaeeeeeeeaneneaaa 19 0 2 2.00 4 2 1 0 1 0 0
..................................................................................... CTAAT TACGAAC T ACGAC A GA T AT « v vttt et ettt te et ee e teteneeeeeeeeneneeeeeeennenenaas 24 1 2 2.00 4 2 0 1 0 0 0
........................................................................................ ATTACGAACTACGACAGAT AT T i v v et ettt ettt eee et eeneeneeneeneeneeneenenneanneaaa 22 0 2 1.50 3 0 2 0 0 1 0
.................................................................................... T T AT TACGA A CTACGACAGA T « vt vt et ettt ettt ettt e eeeeeeeeeeeeeeeeeneeeeennnnaas 23 2 2 1.50 3 1 0 1 0 1 0
................................................................................... CCC T AR T TACGAAC T ACGACAGA T « « vt v et ettt ettt e ettt tea et eeeeaeaeeeeeeenneneeeeeaa. 24 3 2 1.50 3 2 1 0 0 0 0
................................................................................... BT T AR T TACGAACTACGACAGAT .« v v vt et et et ettt ettt teeeeeeeeeeeeneeeeeeeeeenennaas 24 2 2 1.50 3 1 0 1 0 0 0
..................................................................................... A A A AT TACGAAC T ACGAC A GAT A T ¢ v it e et e et ettt et e et ettt sttt e eeeeeeaeeeenaaana. 24 2 2 1.50 3 1 2 0 0 0 0
...................................................................................... A A AT TACGAAC T ACGACAGA T .+ v e ettt ettt e et e et ee e e tenseneeeeeeeeneeeieeeenneneeaa 2 1 2 1.50 3 2 1 0 0 0 0
......................................................................................... T T ACGAACTTACGACAGA T « v v vttt e et e et et eeaeeeeeeeeaeaeeeeeeeeaeaeeeeeannnnaaaa 18 0 2 1.50 3 0 0 1 0 0 2
...................................................... CCGACG T GG T T  C A A AT Tt e v e e e e e e e e e e e et e e e e e e ae e e e e e e aeaeeeeeeeeaseeeeeeeeeeeeeeeeaeeeeeeeeeeaseeeeeenananaaaas 18 0 1 1.00 1 0 0 0 0 0 0
.................................................. AT GTCCGACG T GG T T C A A A T T e v e e e e e e e e e e e e e e e e e e e e e e te e e e e e eeeeaeaeeeeeeeeeeeeeeeeeaeeeeeeeeeeneeeeeeenneneneneaaaa22 0 1 1.00 1 0 0 0 0 0 0
.................................................................................. GCC T TAAT TACGAACTACGACAGAT « « o v vt et e et e et e e eeeeaeeeeeeeeaeaeeeeeeeeaeaeeeeeaaaaaa 25 3 2 1.00 2 2 0 0 0 0 0
....................................................................................... AAT TACGAACTACGACAGA T A .t it ettt ettt ettt teneeeeeeeeeeaeeeeeeenaeeeeeeennaaa 2 0 2 1.00 2 0 1 1 0 0 0
........................................................................................... ACGAAC T ACGACAGA T AT -« t v et it e ettt et e et eeaeeeeeeeeaeaeeeeeeenanneaaaaa 18 0 2 1.00 2 0 0 0 0 1 1
....................................................................................... AAT TACGAACTACGACAGA T AT T . i vt ettt ettt e e e ten e eeeeeeneneeeeeeeeneeeeeeennaaaa 23 0 2 1.00 2 1 0 0 0 1 0
..................................................................................... A AT TACGA A C T A C GA C A GA T« v v it i ettt et ettt e aeeseseeeeeeseseseeeeeesesenseeaeanes 22 2 2 1.00 2 0 0 0 0 0 0
.................................................................................. T CC T TAAT TACGAACTTACGACAGA T ¢ vt vttt et ettt ettt ee e eteeenseeeeeeeeeeneeeeeennnenaaa 25 3 2 1.00 2 0 0 2 0 0 0
....................................................................................... GAT TACGAACTACGACAGA T AT & ¢ v et ettt et e et ettt seeeeeeeeeeneieaeaeeaanennnnaaaa 22 1 2 1.00 2 0 0 1 0 1 0
..................................................................................... TTAAT TACGAACTACGACAG . « v vt e vt et et e e e ee e aeeeeeeeeeeeeeeeeeeeeeaeneneaeanaa 20 0 2 0.50 1 1 0 0 0 0 0
.................................................................................... CT T AAT TACGAACTTACGACAG . « ¢ vt ettt e et e teeeneeeeeeeeaeeeeeeeeeeaeeeeeeenneneeeaeaana2l 1 2 0.50 1 1 0 0 0 0 0
..................................................................................... AC T AT TACGAACTACGACAGA T AT« v v vt e ettt et e teeeeeeeeeeeeneeeeeeeeneneeeeeeaneneneaaas 24 3 2 0.50 1 0 1 0 0 0 0
................................................................................ T T C T AT TA AT TACGARAC T A . & v it e e e et et e et et e te e eeeeeeeeeaeeeeeeeeeeaeeeeeeenneneneeeaaaa 19 0 2 0.50 1 0 1 0 0 0 0
....................................................................................... AT TACGAAC T ACGACAGA T &+ et et et e et et e e teeeaeeeeeeeeaeeeeeaeeaseeeeeenananaeaas 20 1 2 0.50 1 0 0 1 0 0 0
..................................................................................... CTAAT TACGAAC T ACGAC A GA T A e v v vttt et et e et e et teteeeeeeeeeeaeaeeeeeeennenenaas 23 1 2 0.50 1 1 0 0 0 0 0
..................................................................................... AT AA T TACGAAC T ACGAC A GA T A T ¢ v it e et ettt et ettt ettt ettt teeeeeeeeeeeeeeeeeeaa. 24 1 2 0.50 1 0 0 1 0 0 0
.................................................................................. AAT TTAAT TACGAACTACGACAGAT v vt vttt et e te e ee et teeeaeeeeeeeeeeneeeeeeaeneneneaeaas 25 3 2 0.50 1 0 0 0 0 0 0
..................................................................................... CT A AT TACGAAC T ACGACAGA s« ¢ et ettt e et et et ee e et eeteaeeeeeeeeaeaeeeeeeenanneeaaa 2 1 2 0.50 1 0 0 0 0 0 1
................................................................................. AAAAT TAAT TACGAACTACGACAGA T « v v v v e et et et e ee e teeeneeeeeeeeeeaeeeeeeeeneaeeeeennaas 26 3 2 0.50 1 0 0 1 0 0 0
............................................................................... CTTCT AT TAAT TACGAACTTACGACAGAT ¢ ittt e et ettt et e e et teaeeeeeeeeeeaeaeeeeeeenaeneneaaaa 28 0 2 0.50 1 0 1 0 0 0 0
........................................................................................ C T T ACGAACT ACGACAGA T AT ¢ vt vttt ettt te e teeeneeeeeeeeneneeeeeeneneeseenennnaaaa 2 1 2 0.50 1 0 0 0 0 0 1
......................................................................................... TTACGAACTACGACAGA T AT T . ¢ i e et et ettt et a et teaeaeeeeeeeeaeaeeeeeannnaaaa 2 0 2 0.50 1 0 0 0 0 0 1
.................................................................................. ACC T TAAT TACGAACTACGACAG A .« vttt ettt ettt eeeeeeeeeeneeeeeeeeneneeeeeenenenenennaa. 24 3 2 0.50 1 0 1 0 0 0 0
................................................................................... CT T T AR T TACGAAC T ACGACAGAT « v ittt e et et e e teaeeeeeeeeeeeeeeeeeeeaeeeeeeeeenneneneaas 24 2 2 0.50 1 1 0 0 0 0 0
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http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_268.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:330288-330309
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:330237-330399
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_268.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:10610720-10610728

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}

dvi_7430 | scaffold_12875:17196332-17196396 + | confident-exception | Mirtron |intron

Legend: mature star mismatch in read

Predicted structure
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17,196,300 17,196,350 17,196,400 17,196,450 o ' I D B B 1 52 .
, - o
Genomic Position 18 19 20 21 22 28 24 25 26 & ! | | I I
Size Condition 17,196,300 17,196,350 17,196,400 17,196,450
Genomic Position
Hairpin partition -#= Sense -#= Antisense Mature Star
Hairpin partition Mature Star
dvi_7430_annot [-15.5]
Show Alternate Folds H
Flybase annnotation
intron [Dvir\GJ2226 1-in]; CDS [Dvir\GJ2226 1-cds]; CDS [Dvir\GJ2226 1-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M047 SRR060682
M028 SRR060667 SRR060672 SRR060668 SRR060669 M027 SRR060671 SRR060665 SRR060664 SRR060679 V053 SRR060680 SRR060681 V116
TGGTGTCCAGCTGCCGCGCGGCATGTTCGACGTCTCCAAGTGCGTGATAAGTAAGTGCCATCCGTTCGTCCACTTTGATGCTGACGGGTATTCACATTGAGTTTGGCGCTTACAGATGATGCGCCGTCGGCCTTCTCGATGCCGCATTTCTATGGCAGCAGCTAC SRR2096057 female SRR2096058 SRR2096059  SRR2096060 9x140_0-
Read # Hit Total head 160_females carcasses_total 9x160_ females_ carcasses_total 160x9 males_carcasses_total 160x9 females carcasses_total male 9x160 males_ carcasses_total 9 females_carcasses_total 9 males_carcasses_total body 140x9 testes_total head A 9xArg testes total Argx9 testes_total male 2h _embryos_total
de sk e sk ok e sk ek ek ek ke ok ek ke ok ke ke k ke k ko ke ke ke ke kol (L (OO ... ) DD RIS DD DD D I ))))) . L)) . Kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** gjze Mismatch Count Norm Total body Ovary Min 50 Ovary Min 98 Ovary Min 164 Ovary Min_ 193 body
.................................................. GTAAGTGCCATCCGTTCGTCC « « v e e e et e e et e e 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 e e et e et et et ettt ee i 20 1 17.00 17 3 4 2 2 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. GTAAGTGCCATCCGTTCGTCCAC . « « + e e e et e e e e e e et e e e et e et et e e et et et e et e e et e e ettt e e et e e te et et etaaeaenaeaeaa23 0 1 13.00 13 8 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0
................................................................................................ TTGAGTTTGGCGCTTACAG . « + t e et e e e ettt e te et te e e te e ee e eaeeeeaaneeneea 19 0 1 6.00 6 0 2 2 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................. TGAGTTTGGCGCTTACAG . « « + e e e v v et e et e e e eaenseaenaeneaaeneeaenneaen. 18 0 1 4.00 4 0 0 1 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0
................................................................................................ TTGAGTTTGGCGCTTACA . ¢« v e e et ettt e et e et te e e eaeiaeneeaenaenen.. 18 0 1 3.00 3 0 1 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. GTAAGTGCCATCCGTTCG + ¢« e v v e et e e et e e e et e e et e et e e et e e et e e et e e e et e e e e e e ettt e et ettt 18 0 1 3.00 3 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................... ATTGAGTTTGGCGCTTACAG  « ¢ v et e ee e e aeeeeneeeeneeaenecaenneneeaenneaans 20 0 1 3.00 3 0 1 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0
.................................................. GTAAGTGCCATCCGTTCGTC . « v v e e e e e et e et et e et et e e e e e et e e et e e e e e e e et e e e e et et e ettt et ettt et 200 1 3.00 3 0 1 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
................................................... TAAGTGCCATCCGTTCGTCCAC . &+ e e e e e e e e et et e et e e e e e e e et e et e e e et e ettt e et e e et te et te et te e e te e etaenaaenaenaeaaa 22 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................. CATTGAGTTTGGCGCTTACAG . « + ¢ e e e et te e e e e e e ee e eeeeeiaeneeaenaene. 2l 0 1 2.00 2 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................... GATGCGCCGTCGGCCTTCTCGATGCC . v v e vt ve e eeeeeaenenss 26 0 1 2.00 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0
................................................................................................. TGAGTTTGGCGCTTACAR . « . vt ittt ettt e it et i e e et e e 181 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................... CCATCCGTTCGTCCACTTTGATGCTG ¢ e v v e e ee e et e e et e e e e e e e e et e e e et e et e ettt et te e te ettt taeneaeneneeaen 26 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. GTAAGTGCCATCCGTTCGT ¢ & ¢ v e e e e e e e e e e e et e e e e e e e et e e et et et et e e e e e e e e e e e e e eneeaeneeaenaeneaaeneeaennenenaa 19 0 1 2.00 2 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................... TTTGATGCTGACGGGTATTCACA . « v« e e ettt et et et e e et e e et et e et et e et ta e e eiaeneaaenaenea 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
.................................................. GTAAGTGCCATCCGTTCGTCCACT « &« e e e e e e e e e et e e e e e e e e e et e e et et et et e e et e e e e e e e e s etaeneeaeaaeneeaeneeaenaenanaa24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................. GAGTTTGGCGCTTACAGA . « e v ettt et e te et et ee et te e taeneeneaeneea. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0
....................................................................... ACTTTGATGCTGACGGGTATTCACAT « « ¢« e e e e e e e e e e e e et e e e et e e e e e e e e ee e taanetaenaeaeaacaeeaenaeaan 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................ GATGCTGACGGGTATTC A  « v v e e e e et et e e et e e et e e et e e e et e e et e ettt et ie et ea e, 18 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................... ATTGAGTTTGGCGCTTACA . « &+ e e e e et et te e et taee e e eee e eeeeaeeaenaeaenaenana 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................... ATTGAGTTTGGCGCTTACAGH. -« o oottt i i i i i et ei i ie e 201 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0
................... eleley- el i ofe) Neleli olieley.V-Ne: e o c i AP~ X S ¢ 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................... GTATTCACATTGAGTTTGGCGCTTACAR. - . .ottt i e i et i et e e e e 28 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................... TCCACTTTGATGCTGACG . « &+ e e e v e e e e et e e et e e e e et e e e e e e e et e e e e e taenaeaeaaeneaaeneeaennenana 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
........................................................................... TGATGCTGACGGGTATTCA . &« e e e et e e et e e et e e e ee e e e e e e e e e e eneeaeneeaeneeaenneneenenaeaaa 19 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................. ATGCTGACGGGTATTCACATTGAG . « « « ¢ v e e et et e e et e et et et ettt e et e e ee e i eaenaenea 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0
................................................................................ CTGACGGGTATTCACATTGAG . « ¢ v v e e et et e e e ettt ettt e e et e et e ettt 20 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0
................................................................................................ TTGAGT TTGGCGCT TACAGH . « ¢ ottt i e i e e i e e 2001 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............. ofo]etofeToleletof- N el ol e7-No] el NP N 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................... TTGATGCTGACGGGTATTC « &+« e e v e e e ee e et e e et e e et a e et et e et e et e e eaenaeneaaeneaaenaeaens 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. GTAAGTGCCATCCGTTC G « « o v ottt et ettt ettt e e e e et e e e e e e e et e e et e e e e e et 2001 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0
....................................................................... ACTTTGATGCTGACGGGTATTCAC . « v e e v e e e et et e et e e et e e et e et te e e et te et te et te i eaenaenenaeneeae. 24 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................ CACATTGAGTTTGGCGCTTACAG . « « + « e e v et e eeea e eeeneeaenaenenaeneeaeneeaenneaans23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................... TTTGATGCTGACGGGTATTC . + ¢ e v e e e e e e et e e et e e e ee e e e et e en e taenetaeneeaeeaeneeaeneeaennenaeaa20 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
M047 SRR060687 SRR060682 SRR060686
SRR060681 V053 M028 GSM1528803
ACCACAGGTCGACGGCGCGCCGTACAAGCTGCAGAGGTTCACGCACTATTCATTCACGGTAGGCAAGCAGGTGAAACTACGACTGCCCATAAGTGTAACTCAAACCGCGAATGTCTACTACGCGGCAGCCGGAAGAGCTACGGCGTAAAGATACCGTCGTCGATG female 9 0- 9x140 0- SRR2096060 Argx9 0- SRR2096013 SRR2096057 SRR2096058
Read # Hit |Total body Argx9 testes_total head 2h_embryos_total 2h_embryos total head 2h_embryos_total follicle
HR KKK KKK KKK KK AR KKK AR KR AR KR F IR R F TR xF T rFxx T (... N I ) e ))))) L)) L EEEERA KKK KKK KK KKK KK KK KKK KKK KKK KKK KKK KKK XK X ¥k X **** 5ize Mismatch Count Norm Total Ovary Min 193 Ovary Strain 9 oxidized cells Ovary Min 50 Ovary Min 98
........................................................................................................................ CGCGGCAGCCGGAAGAGCTA . + v vt e e eeeeeeaenaenan. 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
drovVir3|scaffold 12875:17196282- dvi_ 7430 |[TGGTGTCCAGCTGCCGCGCGGCATGTTCGACGTCTCCAAGTGCGTGATAAGTAAGTGCCAT—————————————————————————— CCGTTCG-----—-—- TCCACTTTGATGC-—-—-— TGACG-—-———-—————————— e L e e ACA-TTGAGTT———=-—=———=—————————————————— TEECECTTACAGATGATGCGCCGTCGGCCTTCTCGATGCCGCATTTCTATGGCAGCAGCTAC
17196446 +
droMoj3|lscaffold 6496:10809963—
10810144 -
droGriZflscaffold 15245:16715902-
16716090 +
droWil2|scf2 1100000004512:1512136-
1512193 -
dp5 |3:1971361-1971528 - I |Becr caiTc NN NG GEA TG TTHGACGTCTCCAAGTGHGTGATAACTAACT/mAT(g- — === ======———————————-—-- it — — = == == == i - - — - = = -EcclécRaTTCcccTCAGAAREE- — - - - C— R ---F------ ATTTTTGAATTATTTCTCACGCTTTL TEGCATHEG)LIGH CINerNelslc/sfela ilelelele chiliNeliele G Clelelel SF\ ChliNel ¥ X Nelele)-NeIo) NeTehy X
droPer2|scaffold 2:2144471-2144638 &G AT G XS NG GEA TG TTHGACGTCTCCARGTGHGTGATAAGTAAG T[S AT/8- —— = ———————————————————__ T — — = = = = == = ] — — — — = — -EcclgcRaTTCcCCTCAGAAREE- - - - - C— R e e e ---B-—---—- ATTTTTGAATTATTTCTCACGCTTTHTEGCATHEGINIGH CINNINNels Cofe/n ielelele cilidelvele G Clelele » TNV -Nieleler.NeIT-NEIeL Y-S
droAna3|scaffold 13266:12153759- clgccTalSlehNElhelstel T G~ [slelele) NehiiNeler-XolelNoline T/:V:Neliel T kM eFNd: Vel i G/ NEllElc - TCCAGCGTATGAGGTTTTTCTTTGCTCAGTTA - - -REEEEEE e L XeleTel TR C G~ — -~ — = — = ————————— - — - - — R e T e e e — - G T T TieCHC ARG~ dcfdeccldcclirceaecTTeTCGATGCCGCAMTTCTAMGGRGCAGCTAC
12153930 -
droBipl|lscf7180000396547:326185- [ei¥eb¥\ccafic TeC g CGGCATGT TCGACGTCTCCAAGTGIGTGATAAGT{EACTClomee VN b - - — — - ——————————____ T — = = = = = == = e — — — — = — - TGAEGETTTTCC TR - - -----—--fg- - ERg------ o-------- B----- A CGGRI— - TTC- R e e T g ACAdclE T GCldccldrceGeCTTCTCGATGCCGC AT TCTAMGGIAGCAGC TAC
326343 +
droKik1|lscf7180000302366:1003797— SR\ A e TGN CGGCATGT THGACGTCTCCAAGTGG TGATAAGT ARG TG - - -~ = === -~ EccEgeg-----—--—- T i — — —— — mrcl-------—-——--—- GCA A e n - - [l T A e e N--f------ CTGA R - ClC — — C T C et e TR TNeCTEACAG A BcATCEccRTclicclgrTeTcaTcecoeadTTeTaAlGGCcABcaGeTAC
1003956 -
droFicl|scf7180000453858:635057- ScclcTcilaceTec N GAgATGTTCGACGTI§TCCAAGT GG TGATAA CTINGC T IR - ————————————————————___ GTGGCATCCHG-----------EEEE - — - GCACEEE - - — - —C- R e CTATCCTCGATAGCCGGCTREEEEE e CCRR C A G T Gl - — T - - — B TS - -cTcTcccalEicEccdecldea ife cllseitisielerNelslelelelCitiehvC e GINele G /elel¥Ne
635224 +
droElel|scf7180000491107:322888- ScGEAT i\ clTGCCENCGOEA TG TTHGACGTRT CCEAGTGRGTGATAACTARCT N - ———————————————————————— GTGACTTCGIT/E - — - - - - - - - - EEEEE -~~~ === ————————— i - - — = === TTAACCATGECEEEA CGGCAAAGTACAT A CAAGTAGTAACCEREEICACTANEA--/N---Eo N S SCANAC ~ A TGl cldTcaacfgrTeTeGAaTGCcGCcAMTTC TAMGGEAGClgGCTAC
323069 +
droRhol|scf7180000762736:52435- SccarcilaciiTcci¥ENcGelga TG TTCGACGTRTCClMAGTGGTGATAACTARGT NI - —————————————————————— . GTGGCCTCTGE - —------ - - EEEE - — - CA R — —— - — R GTAAACATGGCTCATAGGCAAGGGCCT TAT TCTAGR T A2 GTAGTAATCREEECC AT - — T- - - EE L ETe IS CeACAC . T EccccldTcliccleTTeTecaTaccilcaldTTeTAMGGlgaGeaGeTAC
52628 -
droBial|lscf7180000301754:5833145- SGGEGTCRAGCTGNIIACGGEATGTTCGAMGT CTCCHAGT GG TGATARGT AldC ek g T~ ~ (e~~~ = === - === —————- - —— === ——~- e — — — — — — ---GAARGTGCCCAAATAGERE- - - - - CAT A S —————— TGGTAACCEEEEC A G A - - C - — - B e e e NNl T NAG A TGAGCGCCRT Cl8GCHT TCTCGATGCCGC AT TCTABGGCAGCAGCTAC
5833309 -
droTakl|scf7180000415805:355482- ScGlEcTCiaceTGC XN GGCATGTTCGACGTCTClEAGTGIGTGATAAGTAGT GRgT —————————————————————————"- A AAJA TCEEEEEEE CAACA-------—- R B - — - e - — - A T A e e A AT AATCREC A A T A - — C - - - B W ETIN IR~ T A G cliccldTccccTTiiTcoaTaecilcaldTTeTAldGGcAGCAGC TAC
355638 +
droEugl|lsc£7180000409464:1461897- e njiT 2/ NIIRee A C G 2 [Sele TN ENSIer T/hi ~ ifele CINEe T NN NN VACE CE T - GliAREEEA ACCAAACT TT TT TREEEtts e — = — (e — — — e — — — — — - - B A CCCARATAA - — - - — C - e e CCACCTTGAATTGGTAGCTCGTTGATGTTGTAACCEEEECACHACH--c---FEEE e TS ICIISACAGA TG AldccljccilTclicclgr ThiT clia TGecae AT T THEGGEAGCAGC TAC
1462091 +
|dm3 lchr2r:20861589-20861754 - | [BesrercRace e aRccA TG TTHGACGTRT CCEAGTGHGTGATAAGT ARSI~~~ ————————=——---—--------—"- AcctEc®--------- AN - - - - - - - - . Beach---——— - i Tl T 2 2 -.-.—_S—,—,""——— G N T C G A A, C A C A - — T T TSI AGA TCARGCccBrclcclerTiirceaTcccealT Tt Al caGcaGeTAC |
ldrosim2|lor:21324688-21324855 - lasi_27640]|EecrercBaccTRecHEACcERATGTTCGACGTINT CCEAGT GG TGATAAGTACIERRS T~~~ ——————————-——--———————- Acer@cly--------- iiAA/\A - - - - - - - EEEE—. Eeac--—---—---——- - ceTRTEcigEN------—--@- - c A I . A C 2 C A - - T T C TXSCECAAG A TG ARG CBccRBTclccErTiTceaTeecRe AT Tt AcaGcAGCTAC |
droSec2|scaffold 23:718535-718702 - GGTGTCEAGCTECCcGGEATGTTCGACGTETCCEAGTGEGTGATAAGTAGT —————————————————————————— Ecorlcly--------- TN — — — — — e R GGTTE k- --------g----—~-— - G 2 1 R A s T C G AR A C A ClA - — T T Cj e TNCECNANAG A TcaldccccleTclicclgrTiircoaTeeciic AT Tt ARG GecaGe TAC
ldrovak3|2R:20825381-20825543 - I |BecErcaceTiicciigicccaTeTTlcAccTRTccacTelcToATAACTANCRE R gmeT - = === =======—————-———---c- PccEec-—-—-—--- WIAACA----- - - -EEEEE. G- - g -coryrrege - - --—-—-—-f--—--—\- - - - R C T T C TECRICINAG . TG ClcclaTclicclgT Tt coaToccilcadT Tt AldccllaGeaceTAC |
droEre2|scaffold 4845:22234614- ScclecTcilaceTccifdNcccilaTeTTcACGTRTCClMAGTGHGTGATAACT ARG RS T —————————————————————————— EccecN-—----—--- WTARNG- - - - - - - -EEEE TACG-—-—————————————- gyl - - A IO C A A CACHIl- = - — B TEcliaTcEcalialEiNNGAC/Heclde cifs T/ele Gl TiielerNielsle n I iRk C eleln [NEIeE-NEILFNG
22234775 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:17196282-17196446
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:17196282-17196446
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_7430.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:10809963-10810144
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:16715902-16716090
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004512:1512136-1512193
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:1971361-1971528
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:2144471-2144638
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:12153759-12153930
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396547:326185-326343
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302366:1003797-1003956
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453858:635057-635224
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491107:322888-323069
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000762736:52435-52628
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301754:5833145-5833309
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415805:355482-355638
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409464:1461897-1462091
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:20861589-20861754
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:21324688-21324855
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_27640.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_23:718535-718702
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:20825381-20825543
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:22234614-22234775

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dvi_154 |scaffold 12928:405186-405240 + |candidate | Canonical miRNA | CDS

ISt i it Pl dmismatch in alignment _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
® — (45
O
o
m —
) 8
© = " o
[¥3] L] o
o 8 S
i o =
D o = = — )
T S g <
= T < - P L -
5 £ ° 5
— _ o
w
ol —
o
o = -1 o
S o
1 9
o = & E
NN SN e @ 2P
| | | — Q\@? o o R & \Qé' O N e — »
2 AN R I -
405,150 405,200 405,250 o I I I I PR & <« .
. . @ Ny &Y
Genomic Position 19 20 o 55 O 8 | | I
Size Condition 4051580 405,200 405,250
Genomic Position
Hairpin partition - Sense -# Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
CDS [Dvir\GJ 16720-cds]
No Repeatable elements found
mature ||star
1. scaffold 12875:1028362-1028380 +
2. scaffold 12875:2738231-2738249 -
3. scaffold 12875:6277223-6277241 -
4. scaffold 12875:16658472-16658490 -
5. dvi 154 scaffold 12928:405214-405232 +
6. scaffold 12928:2782095-2782113 +
7. scaffold 12928:4138371-4138389 -
8. scaffold 12928:4187508-4187526 -
9. scaffold 12963:1907244-1907262 +
10. scaffold 12963:22005160-2005178 +
11. scaffold 12970:2504313-2504331 -
12. scaffold 12970:6246635-6246653 -
13. scaffold 12970:6996357-6996375 +
14. scaffold 12970:9967906-9967924 -
15. scaffold 13042:888388-888406 +
16. scaffold 13047:9905961-9905979 +
17. scaffold 13047:14029284-14029302 +
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR2096072 SRR2096079
SRR2096081 |SRR2096080 SRR2096026 SRR2096061
SRR1106729 embryo_ 0- embryo_ 0-
M047 embryo 0-2h embryo_0-2h 2h from SRR060662 2h from SRR060682 SRR060687 embryo_ 0- embryo 0- SRR060663 SRR1106719|SRR1106726 SRR1106730 SRR060661
mixed V053 M028 M027 SRR060664 SRR060672 SRR060656 SRR060667 SRR1106727|SRR1106728 SRR060673 SRR060671 SRR060668 MO061 SRR060669 vo47 SRR060654 SRR060665 SRR060666 SRR060683 SRR060680 from 15tol6 from 15tolé6 SRR060689 15tol6 day SRR060674 SRR060675 SRR060688 SRR060681 15tol6 day SRR060679 V116 2h from 14 SRR060677 2h from 14 SRR060676 GSM1528803 SRR060655
AGTTAGAAAGGATGCGGGCAGTAGTAGCAAACCCGCCGCCGCCAGTGCCATTTCCGGTTCCGGTACCGTTGCCGCAACCGGCACCGGCACCGGCACCGGCTACGGCAACAGCCTGGTGCCAGCAGCGGGCAGTAGCTCAGCCAAGAAAAAAAGAT whole SRR2096057 female SRR2096055 SRR2096058 day old day old SRR2096056 old SRR2096060 SRR2096059 9x160_0- old 9x140_0- 9 0- day old day old 160_0- embryo 8- embryo 14- embryo_ 16- 160x9_0-
Read # Hit |Total adult body head head male 9 males_carcasses_total 9x160_ females_carcasses_total body 9x160_ovaries_total 160 females_carcasses_total larvae larvae 9 ovaries_total 9x160_males_carcasses_total 160x9 males_carcasses_total embryo 160x9 females_carcasses_total embryo 160x9 ovaries_total 9 females_carcasses_total 160_males_carcasses_total 160_testes_total A 9xArg_ testes_total nondysgenic nondysgenic 160x9_ testes_total dysgenic 9x140_ovaries_total 140x9 ovaries_total 160_ovaries_total Argx9 testes_total 2h_embryos_total dysgenic 2h_embryos_total 140x9_testes_total 2h_embryos_total male Strain 9 Argx9 ovaries_total Strain 160 9xArg ovaries_total 2h_embryos_total 10h 16h 30h follicle 9x160_testes_total 2h_embryos_total
dhkkkkkkkkkhkkhhhkhhkhkhkkhhkhkhkkhdk CCe e (OO e e e (OO e e e e a2 oY onINY) cecl)))) i) ) ke kkkkkkkkkhkkhkhkkhhkkkhkkhkhkkkhkkkkdkk**kkx*k**x gjze Mismatch Count Norm Total body Ovary Min 50 Ovary Min 43 Ovary Min 98 mothers mothers Ovary Min 46 mothers Ovary Min_ 193 Ovary Min 164 mothers body mothers mothers cells
.................................................. TTTCCGGTTCCGGTACCGTTGC ¢+« e e e e e et e e e et e e e et e e e et e e et e e e e e e et e e e et et et e ettt et e teeeeaneeeene. 22 0 1 70.00 70 0 19 2 0 6 3 0 2 6 5 0 0 5 3 1 1 0 0 3 2 2 2 2 2 0 0 0 0 1 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. TTTCCGGTTCCGGTACCGTTG M « ¢ v e e e e e et e e et e e e et e e e et e e et e e et e e e et e e e e et e ae e eeaee et eaaeeanaeeaneeaaa 2l 0 1 16.00 16 0 3 0 0 3 3 0 1 0 1 0 0 0 2 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. TTTCCGGTTCCGGTACCGTT . & v e v et e e et e e e e e e et e e e et e e et e e et e e et e e e et e ae et eanteaaaeeanaeeaneeeaaa 20 0 1 2.00 2 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. T TCCGGT TCCGGTACCGT « « v e e et e e et e e e e e e et e e e et e e et e e e et e et e e aat e aaeeeaaeeeaeeeaaeenaaeenneeeaneennaa 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................. CGGCACCGGCACCGGCACT e + o v v v ettt e e et et e et e et e ettt et e et 190 18 0.06 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
M047 SRR060685 SRR060687
V053 SRR060681 SRR060666 M027 v047
TCAATCTTTCCTACGCCCGTCATCATCGTTTGGGCGGCGGCGGTCACGGTAAAGGCCAAGGCCATGGCAACGGCGTTGGCCGTGGCCGTGGCCEGTGGCCGATGCCGTTGTCGGACCACGGTCGTCGCCCGTCATCGAGTCGGTTCTTTTTTTCTA female SRR2096055 9xArg 0- 9 0-
Read # Hit |Total head Argx9 testes_total body 160 _males_ carcasses_total male embryo 2h_embryos_total 2h_embryos_total
hhkkkhkhkkhkhkhkhkhkhhhkdhhkhkhhkhhhdhhkhkhkhkhhhkhkhkhkk CCo o o COCC e e GO GO G e eI o)) oI oII)) e i i )))) ) ) okkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k**x** gjze Mismatch Count Norm Total body Ovary_Min_43
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droVir3|scaffold 12928:405136- dvi 154||AGTTAGAARAGGATGCGGGCAGTAG-—~TAGCAAACC-—— == === === e e CGCC---—-- GCCGCC------ AGTGCCAT=======-—--=- ettt TCCGGTTCCGGTACCGTTGCCGCAACCGGCACCGGCACCGGCA-———~- Bl GGCTACGGCAACAGCCTGGET GO C A= — — = = = = —m— — — o m m o - G---CA--GCGGGCAGTAGC-—----- TCAGCCAAGAAAAAAAGAT
405290 +
droMoj3|lscaffold 6328:447749- ECAGCCAAGAAAAAAAGAT
447882 -
droGri2|scaffold 15203:6836939- INLEFNEF VNN N T ¢ » SIINLINelC A CINIFNNCelc ACTGGCACGGTGATTGGCACGGTAACTGGTTCTGGTCCTGCG] T AGTTETAGT TCCGTIIeGIEEEE T e e e ——— TCCGGTTCCGGTIRENT Meca------ B GG C A AGCCTGG TGO A - — — — — — = — =~ ——— - — - ccalgcacEiNGCa T[NV NCICREEEE EcacccanlaaannnEGAT
6837135 +
droWil2|scf2 1100000004515:861513~ AT TAGAAAGGATI NG A CTAG- - - Pt~ — — —— ——————— === === == ———————————— caaaaiTcacaccAATC/AREEEEE == ——— - — R A G T GG C G G A T R CTGTCTCCGTTidelelehiiTGeecTalAn- - - - - - - - - - — - ————————— —-—-————— - Tl CAGC T A e T{le I C A C A C R e e B e — - — —— - - - - AGTINAAINAT/NNAC/EIN
861631 +
dp5 |XxL_grouple:635597-635709 | |2cBrANEAAGGATHC GGG C e - — | — — — — — — — ———————————————————————————————_ CAA G/ CR—— AcSir(eT — (GCC A ST e —,—————————_—- ——-.-d il AT CcceEeccATEG TcfgAccAAGAAAAARGAT
droPer2|scaffold 30:581710-581822 ACETAINEAAGGATHC GGG e - - — Rt~ — — —— —————————————————=————————————————— &g¥eccc-—---- ENEchich--—--- e cee------------8-------- -\ - -\ - -\ - - -\ -\ .} : \”\ .l b€l aART/leccHdeecTaTEG Tcl@AccanrcAAAAASGAT
droAna3|scaffold 13417:2329003- AGETAGAAAGGATHCGGGCAGTAG- - - a-affcccleeeccaTEc TCRCCARGAANAAASGAT
2329184 +
droBipl|lsc£7180000396133:16523~ AT AGARAAGGATHCGGGCAGTAG- - - TCCCAAGAANAALEGAT
16686 —
droKik1|lscf7180000302264:372903- TCpcRAAGAANAAASGAT
373025 +
droFicl|lscf7180000453882:697297— AT n 2 A GGATH GG G TEG - - - E——— TcycErrNA A AdGAT
697451 +
droElel|lsc£f7180000490214:535150— AT AGAAAGGAQCGGECAGTEG- - - ifeC TECINNAINAT/VNAC TN
535292 -
droRhol|lsc£7180000779189:197606— ECETACEAAGCAGIIGGCCACTEG- - - R e c TS GINAAENAT/VNAC/ENL
197733 -
droBial|lscf7180000302126:3771722- e T AGAAAGGANCGGGCAGTEG- - - TCEGCERANAANAAAAGAT
3771840 +
droTakl|lscf7180000415394:673099- TCCEAAAANAAAAGAT
673145 +
droEugl|scf7180000409901:149748~ ECETAGAAAGGAGNCCCECACTEG- - - D e C TS AN\ FNAT/VNAC/ENL
149935 +
|dm3 llchrx:10809639-10809793 + | |2CRTACAAAGGATHCGGGCAGTAGC— | — — — — — = =~~~ ——— - FI¥Yecce-—---- GTT oo h—— @c®jccar------------@------"-"""--- oo ifslelele cilendec TlelenG TCCAGTTCCAECTASCERES CATHININISCATCAGIEC ToCI /NN G TN |
ldrosim2|[x:10267948-10268108 + | | AT AGAAAGGA THCGGGCAGT A — | — — — — — — — = = = = = = FI¥Yeccc------ GTT[S/CR—— Gl T L e ————————— i . ——— .S ifelelele Clileln Elelc Tele TCAAGTTCCAECTAS GRS CATINNNTSC A TCAGISC TS GEVANATINAG C/eNi |
droSec?2|lscaffold 15:1512941- AGETAGAAAGGATHCGGGCAGTAG - — |~~~ — = == —=—=—=—=——=——=———————————— &g¥eccc------ GGT[C/oREE. e-eccpr------------------ - ————_.—(—.(——_—— —— TCCGGET GG LY TCAAGTTCCAECTABGCERIEeCA TNIINElslc A TCAGHeC TR GINAALNATINAG C/Ehi
1513101 +
ldrovak3|x:11309877-11310043 - | |2cBracarAGeATHCGGOEAGTAC - —— ———————— -~~~ ——————————————————————————— cAng] TccAGTGGCACTACEEETS CA TN CA TCA IR C TR GINAAINATIN c CleNi |
droEre2|scaffold 4690:4317822- AT AGAAAGGATICGGGCAGTAG - — ittt — — — —— ———————————=——=———————————— caAg TccaGTTCCAECCABGEREsCA TNEUNeeCA TCAGHEC THCINNAINATIN G CIN:
4317982 -

Generated: 09/08/2015 at 08:45 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=droVir3&position=scaffold_12928:405136-405290
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:1028362-1028380
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:2738231-2738249
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:6277223-6277241
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:16658472-16658490
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_154.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:405214-405232
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:2782095-2782113
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:4138371-4138389
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:4187508-4187526
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:1907244-1907262
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:2005160-2005178
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:2504313-2504331
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:6246635-6246653
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:6996357-6996375
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:9967906-9967924
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:888388-888406
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:9905961-9905979
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:14029284-14029302
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:405136-405290
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_154.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6328:447749-447882
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:6836939-6837135
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004515:861513-861631
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:635597-635709
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_30:581710-581822
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13417:2329003-2329184
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396133:16523-16686
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302264:372903-373025
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453882:697297-697451
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490214:535150-535292
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779189:197606-197733
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302126:3771722-3771840
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415394:673099-673145
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409901:149748-149935
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:10809639-10809793
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:10267948-10268108
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_15:1512941-1513101
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:11309877-11310043
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:4317822-4317982

ID: Coordinate:

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dvi_286 |scatfold 12928:3398295-3398395 - || candidate | Canonical miRNA || intergenic

Legend: mature star (iR (e1(d i§1 RN 11191 mismatch in read

Predicted structure
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3388450 3358400 3388350 3388300 3388250 o | I | I I g}
Genomic Position 19 20 21 22 23 o¥ | | | |
Size Condition 3398450 3398400 3398350 3398300
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 H
SRR060681 SRR060679 SRR060678
CACCACAAGTTGCTCATTGATGAAGTCAGCGATGTAAGAAGCTTACGTGATGTCCTTGGTGACATGTCAGCGATGATGTCATCGTAGCTATGGATATGCCGGCTAAAAAGAACGACACTCGAAGACAACGTAGCTGACATATCATTAAGCATTATCACTGCTTACTTAAGTACACCTAAACCAATCCATGCTTATTTGCTT SRR2096058 SRR2096060
Read # Hit Total Argx9 testes_total 140x9 testes_total 9x140_ testes_total
Kkkhkkkhkkkhkkhkkhkhkhkkhkhhkhhkhhkkkrhkrhkrkrrrrxx ((((((.. (COCCCCC CCCCCCCC- 0O - e, YINI)D)) e e 1)))))) )Y NIIIIN)) N)ND)))) L u)))))) kR kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k* gjze Mismatch Count Norm Total Ovary Min 98 Ovary Min 193
............................................................. ACATGTCAGCGATGATGTCATCG e + o v e e et e e et e et e et e e e e e et e e et e et e e e e e et e et e e e e e e e et e et e et e e e e ettt et et e e .0 230 1 27.00 27 11 7 3 0 0
............................................................. INCININEANCINEICEANEININEINC NG 6 0 6 006 00000 0B E00 00000300003 000000000000000000060000000000000300000000000000000060000000000000003000000000000000006000O0o a0 0 1 6.00 6 3 2 0 0 0
............................................................. ACATGTCAGCGATGATGTC AT « ¢ ¢ e et e e et e e et e et e e et e e e e e et e e et e e et e e e e e et e e et e et e e e e e et e et e e et et ettt 200 1 5.00 5 1 1 1 0 0
............................................................. ACATGTCAGCGATGATGTCATC « + v vt et e et e et e et e et e et e et e et e et e et e e e e e e e e e et e e et e et e et e et e e et e e e e e et et et et eae ettt eaeeneeaeene 22 0 1 4.00 4 2 1 1 0 0
............................................................. ACATGTCAGCGATGATGTCATCH . . . v ettt ettt e ettt et e e e e e e et e et e et e e e et e et e e e e e et e e et e ettt et ettt et ettt e e e e 231 1 1.00 1 1 0 0 0 0
............................................................. ACATGTCAGCGATGATGTC + v e e et e e et e e et e et e e e e e e e e e et e e et e et e e e e e e et e ettt et e e et e e et e e e e e e e ettt e 190 1 1.00 1 0 0 0 0 0
......................................................... GGTGACATGTCAGCGATGATGT « « ¢ e v e et e et e e e e e e e e e e e e e et e e e et e et e et e e et et e e et e et et e et et e et e e e e e e et e et et et et et et ettt e 220 1 1.00 1 0 1 0 0 0
......................................................... GGTGACATGTCAGCGATGATGTC .+t v et e e et ettt e e et e e et e et e e et e e e e e et e e et e et e et e e et e et e e e e e et e ettt et ettt e ettt 230 1 1.00 1 1 0 0 0 0
......................................................................................................................... AAGACAACGTAGCTGACATATCA . v e e et e et e e et eee e aaeemeeaneeeaaeeaneeaneenneeanea 23 0 1 1.00 1 0 1 0 0 0
Anti-sense strand reads
M047
M028 SRR060666 V053 SRR060658
GTGGTGTTCAACGAGTAACTACTTCAGTCGCTACATTCTTCGAATGCACTACAGGAACCACTGTACAGTCGCTACTACAGTAGCATCGATACCTATACGGCCGATTTTTCTTGCTGTGAGCTTCTGTTGCATCGACTGTATAGTAATTCGTAATAGTGACGAATGAATTCATGTGGATTTGGTTAGGTACGAATAAACGAA SRR2096013 female
Read # Hit Total head 160 _males_carcasses_total head body
Kkkhkkkhkkkhkkhkkkhkhkhkkhkkhkkhkkdkdkrkkrkkrrrx ((((((. . (COCCCCC CCCCCCCC COC- 0 (.. ... YINI))) e e 1)) S)N)) X)) IINIDD ) )))D)))) L t)))))) L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k**x gjze Mismatch Count Norm Total Ovary Strain 9 oxidized
............................................................. TG T AC A G T CG T A C T A C A G Tt v vttt ittt ettt e e ettt ettt e ettt e ettt ettt ae et ne et enneeeneeeanseeeaneeenseeenneeenneeenneeeneeenneeenneeenneeenneeenness 20 0 1 2.00 2 2 0 0 0 0 0
............................................................. BT ACAGTCGCTACTACAGT « « « v e et e et e e e e e e e e e e e et e et e et e et e et e et e et 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 201 1 1.00 1 1 0 0 0 0 0
........................................................................................................................... B TGTTGCATCGACTGTATAGTAR . « e e et e et e et e et e et et e e e e eaeeaeeaeeneeneeneea 23 1 1 1.00 1 0 0 0 1 0 0
............................................................. - [ErACACTCECIACIINCAGHE 6 6 00 0000000000000000000000000000000000000000000000000000000000000000O00000000000000000000000000000000000000000000000000o0o |20 1 2 0.50 1 1 0 0 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |[Coordinate ID Alignment
drovir3|scaffold 12928:3398253- dvi 286 GCTCA-——— === === ——mmmm o TTGATGAAGTCAGCGATGTAAGAAGCTT--ACGTGATGTCCTTGGTGACATGTCAGCGATGATGTCATCGTAGCTATGGATATGCCGGCTAAAAAGAACGACACTCGAAGACAACGTAGCTCGACATATCATTAAGCATTATCACTGCTTACTTAAGTACACCTAAACCAATCCATGCTT
3398434 -
droMoj3|lscaffold 6308:3309292- A CTINTATGCCAAAAGTTTTATTATTGTTAAAATAAAAATATAAATAAANAAINIAINAA GINAJINA A IV A GI\a AllilC TIYT TGA A TGl8C AGC N N e C e N A G C T TG A et _ €2y CAAGACAACGTAGCEGA
3309435 -

droWil2|scf2 1100000004762:5586013~-
= PASSIFAIL

5586060 £ 5

WAGADNIA NS TTCAAA NS TINA A GANA THCI T TIVINE T G

crit.foop 0

crit.mor 0
Generated: 00842015 at 0828 PM

crit.total 1
crit.pairing
crit.top3
crit.tptop3
crit.uri
crit.back
rescue.total
rescue.dominant
rescue.known
rescue.confident
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dvi_381 |scaffold 13052:604624-604683 + |confident-exception | Canonical miRNA || CDS
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Flybase annnotation
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SRR2096080 |SRR2096081 SRR2096026 SRR2096050 SRR2096061
M047 embryo 0-2h embryo_0-2h SRR060663 SRR060684 SRR060686 SRR1106730 embryo 0- embryo 0- embryo 0-
M028 V053 V1ile SRR060672 M027 SRR060679 SRR060681 MO61 SRR060674 SRR060676 Vo047 SRR060654 SRR060655 SRR060656 SRR060675 SRR060677 SRR060678 from 15tol6 from 15tol6 SRR060670 SRR060689 2h from 14 2h from 14 2h from 14 SRR060665
AAAAAAACAGTACAAATTCCACGCAAAAATCGATGATCAAATCGACAAAGCGAATGTAGCGATGACACAAGGATTAAGTGGCAAACTTATGTCAGTGCTAGAGTCGACTTTGTCGAAGTTGGCGCGTTACGATGAAGGTAGCCTCATTGGCTCGATTCTT SRR2096056  SRR2096055 SRR2096060 female SRR2096059 SRR2096057 SRR2096014 SRR2096058 day old day old SRR2096013 160_0- 140x9_0- Argx9_0- embryo_16- day old day old day old
Read # Hit |Total head head male 9x160_ females carcasses_ total male 140x9 testes_total body Argx9 testes_ total embryo 9x140 ovaries_ total 9xArg ovaries_ total embryo |160x9 ovaries total 9x160 testes total 9x160 ovaries total 140x9 ovaries_ total Argx9 ovaries total 9x140_ testes total nondysgenic nondysgenic |9 testes total 160x9 testes total 2h embryos total 2h embryos total 2h embryos total 30h Strain 9 |Strain 160 |Strain 1609 females carcasses_total
dhkhkkkkhkkhhkhhhhkhdhdkhhkhdkhkdddkrddrd  ((((L((CCCCCCCCCCC. . - (OO 0O eeeeeeeaa.. )))YAD))))) A ND)))) o ))) )N )))))) L l)))) L Lk kkkkkkkkkkkkkkkkkkkkhkkkkkkkhkkkkkkk gjze Mismatch Count Norm [Total Ovary Min 46 Ovary Min 43 body Ovary Min 193 body Ovary Min 164 Ovary Min 50 Ovary Strain 160 _oxidized Ovary Min 98 mothers mothers Ovary_ Strain 9 oxidized mothers mothers mothers
....................................................................................... TATGTCAGTGCTAGAGTCGACT « ¢ v e et ettt e eeetee et et eee e eaeeneenneneenaen 22 0 1 129.00129 32 12 10 9 5 6 6 3 4 1 3 5 4 1 1 0 0 4 2 3 2 1 0 0 3 3 1 1 1 0 0 1 1 1 1 1 1 0
....................................................................................... TATGTCAGTGCTAGAGTCGAC . + ¢ vttt et te e et et et et te e ee e eeia a2 0 1 18.00 18 4 0 4 0 0 0 0 1 1 1 2 0 0 0 1 0 0 0 1 0 0 1 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0
....................................................................................... TATGTCAGTGCTAGAGTCGA . -+ ¢ o v e et ee e e e ae s eneeneeneenaaneenaenaennenaenaes 20 0 1 12.00 12 5 4 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................... TATGTCAGTGCTAGAGTCGACE . « o vt i et e e e e e e e 221 1 5.00 5 3 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................... TTATGTCAGTGCTAGAGTCGACT « & v v e et et te e et et et et et eee e iaeeaeeneeneenee. 23 0 1 3.00 3 0 0 0 0 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................... TATGTCAGTGCTAGAGTCG + « v v e e et tee et et e e et et e eee e ieeeaeenneneen.e. 19 0 1 3.00 3 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0
...................................................................................................................................... AAGGTAGCCTCATTGGCTCGATTCT. 25 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................. TTGTCGAAGTTGGCGCGTTACGATG . « v v vt v vveneeneeneennene 25 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................. GTGCTAGAGTCGACTTTGT « « e ¢ e e e et e e e e e e neeneeneeneeneeneeneenaenae 19 0 1 2.00 2 0 0 0 0 0o 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................... TGGCGCGTTACGATGAAGGTAGCCTCA. « v o vvevenn... 27 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................. TAGAGTCGACTTTGTCGAAGTTGGCGC . « v vt e e e e eeeeneeneenaenncnnenaen. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................. TAGAGTCGACTTTGTCGAAGTTGGCG e v v vt e e et eeeeeeiaeaeeneenaeneen. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................... TCAGTGCTAGAGTCGACTTTGTCGARG . « v e vt v e ve e eeeeeeeeaeeneeneenneneeneeaee 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................. CGAAGTTGGCGCGTTACGATGAAGGT .« v v v ve e v eeneensen. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................ ATGTCAGTGCTAGAGTCGA . « ¢« et v et ee e et et et et aeeaeeaeeneeneeneeneenaenaea 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. CGAATGTAGCGATGACACARAG . « « e ¢ v e et e et et te et et et et et et et et et et et et et et et te ettt 200 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................... TAAGTGGCAAACTTATGTCAGTGCTA L « « v e ettt te e te e et et et et et ee et ia e aeeneeneeneenaen. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................... TATGTCAGTGCTAGAGTCGACTRE. . . ..ottt i i e i ee e 242 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................... GTCGAAGTTGGCGCGTTACGATG . v ¢ e v v e v eeeeneenecnaenaes 23 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................. ACAAGGATTAAGTGGCARACTTATGT . « v e et e et e et e ee et e e e et ettt ee e et et et e e te e ia e, 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................. GTGCTAGAGTCGACTTTGTC .« ¢ v e e ee e et ee e e e e eeeeeneeneeneeneeneennen.e 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................... TATGTCAGTGCTAGAGTCGACE . « o ot ittt it 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................... TCGACAAAGCGAATGTAGCGATGAC . « « + e e v e e e e et e e e e e e e e e e e e et et et et et et et et ee e et eaeeaeeaeeaeeneeneenaennenneaaea 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................... ACTTTGTCGAAGTTGGCGCG . « v vt e e eeieeieeeaenaeneeneen... 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................... TATGTCAGTGCTAGAGTCGACH. . .. .o i i i ee e 22 1 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................. GAAGTTGGCGCGTTACGATG : « v v v ee e eeeeneenneneenae. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................ CGTTACGATGAAGGTAGC. . e o vvvvvneennen.. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................... TATGTCAGTGCTAGAGTCGACTTTGTCG « ¢ v v e vt et eee e eeieeeeeeaeaeeneenneneenae. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................... TTGGCGCGTTACGATGAAGGTAGCCTCAT. . ..o ovuu.on.. 29 O 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................... TACGATGAAGGTAGCCTCATTGGCTCGAT. ... 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................... GCGTTACGATGAAGGTAGC . o v v vveeeneen ... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
........................................................................................................ CGACTTTGTCGAAGTTGGCGC . ¢ v vt v e e et e eeeeiaeeaeeneeneenaen. 210 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................ TCGAAGTTGGCGCGTTACGATGAAGGT . « v ot v eeveeeeeennen.e 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................... ATCARATCGACARRGCGAATGT .« v e ettt te e te et e et e et e et et et e et e e et e et et et e et et et ettt ettt e et iaea i 22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................... TATGTCAGTGCTAGAGTCGRl. - « v o vt et e e e et et et et et e eeeee e 200 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
M027 SRR060664 V053 V116 SRR060666 SRR060669 SRR060667
TTTTTTTGTCATGTTTAAGGTGCGTTTTTAGCTACTAGT TTAGCTGTTTCGCTTACATCGCTACTGTGTTCCTAATTCACCGTTTGAATACAGTCACGATCTCAGCTGAAACAGCTTCAACCGCGCAATGCTACTTCCATCGGAGTAACCGAGCTAAGAA SRR2096060
Read # Hit |Total male 9 males carcasses_total head male 160 _males carcasses_total 160x9 females carcasses_total 160 _females carcasses_total
AR R e N AN (O N Y N N 1)) )IID) D)) c D)) )N D)) ) ) L)) ) ) L Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k** 5ize Mismatch Count Norm Total body body Ovary_Min_193
..... TTGTCATGTTTARGGTGCGTT . « « e e e et ettt et e e e e et e et e e e ettt e e e e e 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 e e e e e e e e e e e e e e e e e et 0 210 1 1.00 1 0 1 0 0 0 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droVir3|lscaffold 13052:604574- dvi 381[AA-—--—--—--- AAAAACAGTACAAATTCCACGCAAAAATCGATGATCAAATCGACAAAGECARTCTACCCATCACACAAGGAT TAAGTGGCAAACT TATGTCAGTGCTAGAGTCCACT TTGTCGAAGTTGGCGCGTTACGATGAAGGTAGCCTCATTGGCTCGATTCTT
604733 +
droMoj3|lscaffold 6498:1566436- ’E ——————————— By~ G TACAAATTCCANGCAABAATCGATGARNCAAATCGACAAAGECARTCTACCEATCACACAACGIT TAAGTGGAAACTTATGTCAGTGCT/SGAGTCGACT T TGTCGAAGT TIAGEGCGTTACGATGAlGGEAGHCTCATTGGRTCIATTCTT
1566589 -
droGri2|lscaffold 14822:273119- ’i ——————————— G TACAAAT TIC ANGCEAAAATIGATGATCAAATIGACAAAGECCAATCTECCCATCACACAACCYT/AGTGGCAAACTTATGTCAGTGCTEGAGTCCACTTTGTCRAAITTGGCcGTTACGATGAAGGTAGCCTRATTGGCTCATTCTT
273269 -
droWil2|lscf2 1100000004943:523322- A E Yol i Teleln flelC AGTACAAAT THCACGCAAAAATCGAGATCAAATCGACAAGECARTCTACCHATCACACAAC e T/eA GEGGIAAACTTATGTCAGTGCTAGAGTCGACT TTGTCRAA NI TGGCcaldTAlGATGAlgcGdAGCC TR TTGGTCGATTC T
523492 -
droPer2|scaffold 51:489178-489328 +| [ G T AMAAATT CCANGCAAAAATCGARGABCAAATCGACAAAGECAATCTACCCATCACACAACC/TAAGTGGAAACTTATGTCAGTGCTAGAGTCGACTTTGTCRAAT TR G CljccidraccaBcaacclacclTEATTGGHT AT TC T
droAna3|scaffold 13089:475461- F ——————————— B~ G T AAAATTCCACGCEAAAATHGATGATCAAATHGACAAAGCCARTCTACCEATCACACARG IS T ANGEGGIAAACTTATGTCAGTGCTAGAGTCGACT TG TCa AT TRGClicGidracGaTGAAGGTAGCCTIIATTGGIT AT TCTT
475613 +
droBipl|scf7180000391408:3189-3341 F ——————————— B~ GTACAAATTCCANGCAAAAATGATGATCAAATHGACAAAGCCARTCTACCCATCACACAAGGINS T AAGEGGHAAACTTATGTCAGTGCTAGAGTCGACTTTGTCAANSTRGClicGlIraccaldeanceTAGCCTATRGG T cl\aTTCTT
i
droKikl|lscf7180000300954:8301-8452 F ——————————— B G TACAAAT TICANGCAAAAATIGATGATCAAATIGACAAAGCCAATCTACCEATCACACAAG IS TN TG GliA AAC TTATGTCAGTGCTAGAGTCCACT TG TCGARNT TG CcoTTAllcATGAAGCEAGHC TlEA TG clTcoATTC T
droFicl|scf7180000453435:66540- !E ——————————— BEREiA CAGTAAAATTHCANGCEAAAATHGATGABCAAATHGANAA AGCCARTCTACCIATCACACARCGINS T AAGEGGIAAACTTATGTCAGTGCTAGAGTCGACTTTGTCAAITTGGC R cGlIraccaTGAAGG A GCCTIIAT@GGCTCGAT TCTT
66695 +
droElel|scf7180000490694:17783- F ——————————— . GTAWAAAT THCANGCAAAAATHGAGABCAAATCGACAAAGECARTCTACCIATCACACARCGINS TAAGRGGIIAAACTTATGTCAGTGCTAGAGTCGACT TTGTCRA AT TR GCRcGidracGaTGAAGGTAGCHTIA TldGGCTCGAT TC TR
17934 -
droRhol|scf7180000777807:52245- AR--------—-—-—- i~ GTAAAAT THCANCAAAAATHGAMGABCAAATCGACAAAGECARTCTACCIATCACACAACGINS T A A GRIAGHAAACTTATGTCAGTGCTAGATCGACT T TG Tl AINETI G CRcGldracGaTGARGGTAGCHTIA TldGGCTCGAT TC TR
52398 +
droBial|scf7180000301512:8768-8921 AR---------—-—- B~ GTAAAAT THCANGCAAAAATHGAIGABCAAATCGACAAAGECARTCTACCIATCACACARGGINS T A A ST GGIAAACTTATGTCAGTGCTAGAGTCGACT T TGTCRA AT TRGClcGidraccaldeancaTaGCCTIIAT@GGCTCGATTCTT
droTakl|scf7180000414663:19002- AR---------—-- B~ G T AAAAT THCANGCAAAAATHGAMGABCAAATCGACAAAGCCARTCTACCIATCACACAAGGINS ThA GBGGIAAACTTATGTCAGTGCTAGAGTCGACT T TGTCRAAINSTR Gl cGidracGATGAAGGTAGCHTIATRAGGCTCGAT TCTT
19155 —
droEugl|sc£7180000408984:8589-8741 F ——————————— B~ GTAAAA T THCANGCAAAAATHGAMGATCAAATHGACAAAGCCARTCTACCIATCACACARG IS T A A GRE\GIAAAC T TATGTCAGTGCTAGAGTCGACT T TGTCRAAGEITIGCACGTTACGATGAAGGTAGCHTINA T[@GGCTCGATTCTT
|dm3 lchr4:1268752-1268904 + | ----------- B i~ G TACAAET THCANGCEAAAATHGATGABCAAATCGACAAACECAATCTACCIATCACACAAG IS T AL CldcGliAAAC TTATGTCHGTGCTAGAGTCGACT TTGTClAACTRG ClAcclITaccaTcARGG TAGCHTEA TG TCATTCTT |
larosim2|l4:1021166-1021317 & | [~ . GTACAAET THCANGCEAAAATIGATGARBICAAATCGACAAAGCCAATCTAGCHATCACACAAGGIISTAAGlEGGIIAAACTTATGTCHIGTGCTAGAGTCGACTTTGTClAACETIN G cllccllTacGaTGaRGGTAGCHTEATTGGCTCATTCTT |
ldrosec2|lscaffold 40:286813-286964 +| - ---------- B . TACAART THCANGCEAAAATHGATGABICAAATCGACAAAGCECAATCTAGCHATCACACAAGGIIYTAACEGGHAAACTTATGTCHGTGCTAGAGTCGACT TTGT CAACETAGCACCATACGATGARGGTAGCHTRATTGGCTCATTCTT |
ldroYak3|[4:1370817-1370969 + | [ By~ G TACAAATTICANGCAAAAATCGATGABCAAATCGACAAAGECCARATCTACCIATCACACAAGGIS T A ACEGGAAACTTATCTCRGTGCTAGAGTCGACT T TGTCLAAGEIT GGCGCGTACGATGAAGGTAGCHTIEATTGGCTCGATTCTY |
ldroEre2|scaffold 4793:33285-33437 - [ By~ G TACAAAT TICANGCIAAAATIGAT GATCAAAT CGACAAAGCCAATCTACCIATCACACAAGCIS T AACEGGIAAAC TTATCTCRGTGCTAGAGTCGACT T TG TCRAAGETIR G CIXccldraccaTcAAGGTAGCHTEATGGCTClATTC T |
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13052:604574-604733
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13052:604574-604733
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_381.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6498:1566436-1566589
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14822:273119-273269
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:523322-523492
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_51:489178-489328
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13089:475461-475613
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000391408:3189-3341
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000300954:8301-8452
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453435:66540-66695
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490694:17783-17934
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777807:52245-52398
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301512:8768-8921
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414663:19002-19155
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408984:8589-8741
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr4:1268752-1268904
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=4:1021166-1021317
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_40:286813-286964
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=4:1370817-1370969
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4793:33285-33437

V053 SRR060655

SRR060673 SRR060680

9x160 ovaries_total Argx9 ovaries_total head 9x160 testes total 9 ovaries_total A 9xArg testes_ total

Argentina ovaries_total

ID: Coordinate: Confidence: Class: Genomic Locale:
. [View on UCSC Genome Browser {Cornell Mirror}]
dvi 429 scaffold 13049:22743190-22743250 + || confident-exception | Canonical miRNA || intergenic
Legend: mature star (15 P 1ed WL ITg 111911 mismatch in read
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M047
V116 SRR060678 SRR060656 SRR060677
ACACTTTTTATTGTCATAATACAAAAATTTTGTCATAACACCGAGTTAATATTACTATCGGTAGTATCGATAATGGTAATCTAAAATATCGAAACTATCGATAGTTTTTTAGCTCGTGATAATGATTCAAGTTTCGTGATCGATTATATCAACTTTCACTT female SRR2096056 SRR2096060 SRR2096059
Read # Hit Total body male 9x140_testes_total
dhkkkhhkkhhkkkhhhkhhhdkhhdhkkhhrrddrr (L (CCCCCC e e e - a2y c2ou22aoomuo0)y =0 e e e khkkkkkkkhkkhkkkkkkhkkhkkkkkkkkkkkkk**k** gjze Mismatch|Count Norm Total body Ovary Min 46 Ovary Min 193 Ovary Min 164
................................................. T AT TACT AT CGG T AG T AT COAT .« v v e e e e e e et e e e et e e e et e e e e e e e e et e e et e ettt e e ettt e ettt ettt et et esieeeaaeaa 22 0 1 63.00 63 5 5 4 8 2 3 2 3
................................................. AT TAC T AT CGG T AG T AT CGA e & e e e v e e e e e e e e e e ae e e e aee e aae e eee e st ee et teee e teee e sttt et et esaaeeaaaaeenneaa 2 0 1 16.00 16 1 2 5 0 1 0 0 0
................................................. TAT TACTATCGG T AG T AT COAT A . v v v v e e e e e e e e e et e e e e e e e e e e et ee e et te e et te e et tee e ettt e et st et esiaaeenneaa 23 0 1 14.00 14 2 2 0 0 2 0 0 3
.................................................. AT T AC T AT CGG T AG T AT CGAT A e+ v v e e e e et e e e e e e e e ee e e ee e et aee et eee et tee et taee e teee et eeeeeeeeessaeeesaeeeaaaaeanneaa22 0 1 13.00 13 7 2 0 0 1 0 0 0
.................................................. NN o e TN e N1 0] €7 s R 1 12.00 12 0 3 1 1 1 1 2 0
................................................. N N O N O € 12 € 1 N 2 O 0 1 9.00 9 2 0 0 0 0 0 0 0
.................................................. AT T AC T AT CGG T AG T AT CG A e ot v et e e e e et e e e et e e e e e e et e et te e et eee et tee e e teee e teeeeeeeeeenseeeeeaeeeeneeeeneaaennaaa 20 0 1 4.00 4 1 0 0 0 0 0 1 0
................................................ AT AT TACTATCGG T AG T AT C AT . - o v v ettt e ettt e e et e e e e et e e e et e e et e e e et e ettt et e e sttt st st et 24 1 1 2.00 2 0 0 0 0 0 2 0 0
................................................. N O N o e e N e N o] €N R~ SR | 1 2.00 2 1 0 0 0 0 0 0 0
........................................................................................ TCGARAACTATCGATAG T T T T T T e & e v e e e e e e tee e e tae e s eeeesesaeeseaaeseaanannannnaaa22 0 1 1.00 1 0 0 0 0 0 0 0 0
.................................................. O o e N e N o] € X O B 1 1.00 1 0 0 0 0 0 0 1 0
........................................................................................ TCGARAACTATCGATAG T T T T T e« e e e e e e et tee e tee e e teeeesaeeessaaeenaaeenneaaana 2 0 1 1.00 1 0 0 0 0 0 0 0 0
.................................................. AT TACTATCGG T AG T AT CGAT AR « + v e e e e et e e ettt e e e e e e et e e ettt e e ettt ettt ettt e et ettt ettt e ettt ettt e e iie e 230 1 1.00 1 0 0 0 0 0 0 0 0
................................................. TAT TACTATCGG TAG T AT CGAL . v v e et e e e e e e et e e e e e e et e e et ee ettt e e e et e et ettt ettt et et e e 22 1 1 1.00 1 0 0 0 0 0 0 0 0
........................................................................................ TCGARAACT AT CGATAG T T T T e« v e e e e e e e e eee e eaaeeseaeeesneeesnaaeeeaanennanaaaa 20 0 2 0.50 1 0 0 0 0 0 1 0 0
Anti-sense strand reads
M047
SRR060679 SRR060681 SRR060659 SRR060655 SRR060660
TGTGAAAAATAACAGTATTATGTTTTTAAAACAGTATTGTGGCTCAATTATAATGATAGCCATCATAGCTATTACCATTAGATTTTATAGCTTTGATAGCTATCAAAAAATCGAGCACTATTACTAAGTTCAAAGCACTAGCTAATATAGTTGAAAGTGAA female
Read # Hit Total 140x9_testes_total Argx9_ testes_total Argentina_ testes_total 9x160_testes_total body
R e e L R T I R e e D D D D D I D D D D D D D D D D D I D D D D D D D D D I hkkkkhkkkhkkkhkkhkkkkkkkkkkkkkkkkkkx*k*x*x gjze Mismatch Count Norm |Total
........................................................................................ AGCT TTGATAGCTATCARAR . « v e e et e et te e ettt e et eee ettt et e e 20 0 2 1.50 3 1 1 0 0 0 1
..................................................... TGATAGCC AT CA T AGC T AT « + + v e e e et e e e et e e e e e e e et ae e e aee e eee e eeeeeeeeeeeseeeeeeeeeeaeeeeaaeeesaeeanaaeennaaaa 19 0 1 1.00 1 0 0 1 0 0 0
....................................................................................... TAGCTTTGATAGC TATCARARAAATCG « & i e e e e e e et tee e et e e et etaeeenaaanaaa. 26 0 1 1.00 1 0 0 0 1 0 0
..................................................... TGATAGCC AT CA T AGC T AT TA e+t e e e et e e e e e e e et ae e et aea s aaeeseaeeeeeeeeeeeeeeeaeeeeeeeeeeeeeeeneeeeseeeenaanenneaaaa2l 0 1 1.00 1 0 1 0 0 0 0
...................................................................................... ATAGC T TTGATAGCTATCARRA . « v e e e e e ee e et ee e et aee s eeae e seaeeseaeeaaaeaaenanaaaa 22 0 2 0.50 1 0 0 0 0 1 0
........................................................................................ AGCT T TGATAGC TAT C AR e 4 v e e e e e ettt ee et tee e steeeeeeeeeenaeeeeaeeeenanennaaaa 18 0 4 0.25 1 0 0 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
drovVir3|scaffold 13049:22743140- |dvi 429 |ACACTTTTTATTGTCATAATA----—-—————- CAAAAATTTTGTCATAACACCGAGTTAATATTACTATCGGTAGTATCGATAATGGTAATCTAAAATATCCAAACTATCCATAGTTTTTTAGCTCGTGATAATG-ATTCAAGTTTCGTG--—--ATCGATTATATCAACTTTCACTT
22743300 +
droMoj3|lscaffold 6680:17363174- |dmo 3131 (af\aci¥drTTAT TRTHNENAGTANNE-----—--- — - —1- 1N - - - TWT GiNAAINe G e):Ne A TG C i - Sl Nieleln C1NEA Th T[N T GE T GG UGN o A ).V V\ehv. Cloleh:ui-\e GiikiiCitNeldife T G TIAA ClANeRIG A GI\CEGA A T Cjde A TA TEUNA IR T AlNA B C T Ak of-Xeh by

17363333 +

droGriZ2|scaffold 15110:20785675=

20785836 =y
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0
Generated: (fgidmo 15 at 08:30 8>M

crit.half 0

crit.total
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:22743140-22743300
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:22743140-22743300
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_429.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:17363174-17363333
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3131.ht