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Index of Supplementary Text, Figures and Tables 
 
Supplementary Text: modENCODE protocol for RNA extraction. 
 
Figure S1: miRNA replicate correlation. Scatter plots of cell line biological replicates are plotted. 
Most samples show high reproducibility with high correlation coefficients (r > 0.89).  
 
Figure S2: Multi-dimensional scaling (MDS) of cell lines vs. tissues. MDS based on sRNA 
expression clusters cell lines and various tissues (embryo, testes, ovary, and head) into distinct 
groups. The three ovarian cell lines (fGS/OSS, OSS, OSC) are separated out from other cell 
lines and have a smaller between-centroid distance to ovaries (d=23; indicated in pink arrow) 
than to testes (d=30; purple), embryos (d=34; orange), and heads (d=78; blue). 
 
Figure S3: Northern analysis of miR-184 expression in cell lines and selected tissues. We 
analyzed 5 µg of total RNA in each lane for the designated cell lines and tissues. The blots were 
hybridized to miR-184, then stripped and reprobed for 2S rRNA as a loading control. The miR-
184 levels were normalized to 2S levels, and then normalized to the level in ovaries as 1. The 
20nt and 30nt ladder lanes are marked. Consistent with the sequencing results, most cell lines 
accumulated much higher levels of miR-184 than the three embryonic stages or ovaries did. 
Note that these high levels of miR-184 appear to exaggerate the presence of isomiR species 
(i.e. the appearance of longer and shorter miR-184 species). We also note that S1 and G2 cells, 
which accumulated fewer miR-184 reads than the other cell lines (see main Figure 2C), also 
exhibited much weaker expression of miR-184 as assessed by these Northern tests. 
 
Figure S4: mir-309->6 cluster. This cluster was identified as a highly differentially expressed 
cluster in early embryos (dark blue bar) versus cell lines (light blue bar). Since the three mir-6 
loci generate identical species from their 3p arms, we also plotted the numbers of reads from 
their 5p arms, which generate unique sequences.  Benjamini-Hochberg adjusted p-values for 
expression differences between early embryos and the aggregate cell lines are shown in 
parentheses. Early embryos libraries used: GSM286604 (0-1h), GSM286613 (0-1h), 
GSM180330 (0-1h), GSM180331 (2-6h), GSM286605 (2-6h), GSM286606 (2-6h). 
 
Figure S5: Cell line-specific miRNAs. 23 miRNAs were much more highly expressed in 
particular cell lines compared with other cell lines (see Methods for the outlier detection). 
 
Figure S6: mir-972 ->979 cluster from clustering of miRNA expression across 25 cell lines and 
various tissues. This cluster is highly expressed in S1 and G2 cell lines, as well as in testes.  
 
Figure S7: Additional miRNA clusters detected in cell lines. In addition to the two clusters in 
Figures 2E and 2F, shown are another four large genomic clusters exhibiting highly correlated 
expression across the cell lines (see clustering method in Methods). 
 
Figure S8: Association of miRNA and targets expression in 25 cell lines. For each cell line, the 
distribution across 20 percentiles of miRNA expression (x-axis) versus mean target gene 
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expression (y-axis) is plotted. Linear regression lines were fitted to the binned data (correlation 
coefficient of unbinned data shown in brackets). Most cell lines show the expected trend of 
miRNA-target anti-correlation. 
 
Figure S9: Secondary structure prediction, read distribution, and read-pileup for 18 novel 
miRNAs predicted by miRDeep2. Description of table fields: 
Read size: Length of read.  
Hit Count: Number of genomic locations a read mapped to.  
AGO1 and AGO2: Number of AGO1-IP, or AGO2-IP respectively, reads from Ovary, Head, and 
S2-R+ libraries. All AGO-IP libraries are publicly accessible.  
Cellline: Total read count summed over all cell-line libraries analyzed in this study. 
Public: Total read count summed over all publicly accessible libraries analyzed in this study. 
Total: Sum of read count in all “cell-line” and “public” libraries  
Total Norm: Total divided by Hit Count 
 
Figure S10: siRNA differential expression between cell lines and tissues. Comparison of TE 
siRNA expression (A-D) or cis-NAT siRNA expression (E-F) in cell lines vs tissues (heads, 
testes, ovaries, embryos). Differentially expressed siRNAs (FDR <1%) are shown in blue (high 
in cell lines) and red (high in tissues). Cell lines generally show elevated TE siRNA expression 
compared to various tissues. cis-NAT-siRNAs are expressed more highly in testes relative to 
cell lines. 
 
Figure S11: 3'-cis-NAT-siRNA loci that were expressed in at least 15 cell lines. Shown are 
expression of those loci in 25 cell lines. AGO2-IP and AGO1-IP are shown in red and yellow, 
respectively. An additional plot shows mean of the minimum expression of gene pairs (RNA-
seq) producing 3'-cis-NAT-siRNs in at least 15 cell lines versus other gene pairs producing 3'-
cis-NAT-siRNs. 
 
Figure S12: More cis-NAT siRNA examples are listed in several classes. 
(1) “klar-like” cis-NAT siRNAs produced from gene body 
(2) cis-NAT siRNAs produced from 5’ divergent pairs 
(3) cell line specific cis-NAT siRNAs  
(4) cis-NAT siRNAs produced from un-annotated 3’ overlapping regions  
(5) cis-NAT siRNAs in most cell lines 
 

Figure S13: Additional examples of miRNAs highly expressed in the mixed ovarian 
germline/somatic fGS/OSS cell line vs ovarian somatic cell lines OSS and OSC.  
 

Figure S14: piRNA master cluster expression. Y-axis is the fraction of unique 24-30nt reads 
mapped to a master piRNA cluster loci divided by total number of unique 24-30nt reads in the 
library. (A) piRNA master clusters expressed higher in the mixed germline/somatic (fGS/OSS) 
than in somatic cell lines (OSS and OSC). (B) piRNA master clusters expressed higher in OSS 
and OSC, compared to fGS/OSS. 
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Figure S15: (A) Genomic distribution of identified piRNA loci. (B) Number of identified piRNA 
loci in three ovarian cell lines. (C) piRNA loci size distribution (inset shows zoomed view of 
<3000 bp size distribution). (D) fGS/OSS-enriched piRNA loci.  
 

Figure S16: Representative piRNA loci in several classes. 
(1) Examples of piRNAs in unannotated 3'UTRs 
(2) Examples of fGS/OSS enriched piRNAs 
(3) Examples of exonic piRNAs 
(4) Examples of intronic piRNAs 
(5) Examples of piRNAs spanning both CDS and intron 
(6) Examples of antisense piRNAs 
(7) Examples of bidirectional piRNAs 
 
 

Table S1: Publicly available Drosophila melanogaster small RNA datasets used in this study. 
Table S2: miRNA list corresponding to Figure 2A and 2B. 
Table S3: GO enrichment analysis for targets of highly vs. lowly expressed miRNAs in cell lines. 
Table S4: Novel miRNA loci annotated in this study. 
Table S5: cis-NAT siRNA loci annotated in this study. 
Table S6: piRNA loci annotated in this study. 
Table S7: Cell culture conditions 



Protocol Text 
RNA extraction: TRIzol procedure for insects 

Note: This protocol is used to prepare RNA that will be used for the isolation of microRNAs. 

Materials 

75% ethanol, made with DNase/RNase-free water. 

TRIzol® reagent: Invitrogen, cat. no. 15596-026 (100 ml) or 15596-018 (200 ml). 

DNase/RNase-free water: Invitrogen cat. no. 10977. 

75% ethanol, prepared with DNase/RNase-free water. 

TenBroeck homogenizer: Bellco biotechnology cat no. 1982-10002. 

Procedure 

1. Homogenize insect samples in TRIzol reagent using a TenBroeck tissue homogenizer. The 
sample volume should not exceed 10% of the volume of TRIzol reagent used for homogenization. 

2. Incubate at room temperature for 5 minutes. 

3. Aliquot samples into 1.5 ml microcentifuge tubes. 

4. Add 0.267 ml chloroform per ml of TRIzol used. 

5. Shake tubes vigorously for 15 seconds. 

6. Incubate at room temperature for 2 minutes. 

7. Centrifuge for 15 minutes at 4degC at 12,000 x g. 

8. Transfer the top (aqueous) phases to clean tubes. 

9. Precipitate the RNA from the aqueous phase by adding 0.67 ml of isopropanol per ml of TRIzol 
used in step 5. 

10. Invert tubes once to mix gently. 

11. Incubate samples at -20º overnight. 

12. Centrifuge for 10 minutes at 4° at 12,000 x g. 

13. Remove supernatant. 

14. Wash RNA pellet once with 75% ethanol, 0.7 ml per microfuge tube. 

15. Vortex briefly. 

16. Centrifuge at 7,500 x g for 5 minutes at 4°. 

17. Let pellet air dry for 10 minutes. Note: DO NOT let the pellet dry completely. 

18. Dissolve in RNase-free water. 

19. Incubate at 37° overnight to dissolve the RNA. Determine concentration by absorbance, using 
a Nanodrop® ND-1000 Spectrophotometer. Store at -80°. 
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Supplementary Figure 1. miRNA replicate correlation. Scatter plots of cell line biological
replicates are plotted. Most samples show high reproducibility with high correlation coe�cients (r >
0.89).
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Supplementary Figure 2. Multi-dimensional scaling (MDS) of cell lines vs. tissues. MDS based
on sRNA expression clusters cell lines and various tissues (embryo, testes, ovary, and head) into
distinct groups. The three ovarian cell lines (fGS/OSS, OSS, OSC) are separated out from other cell
lines and have a smaller between-centroid distance to ovaries (d=23; indicated in pink arrow) than to
testes (d=30; purple), embryos (d=34; orange), and heads (d=78; blue).
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Supplementary Figure 3. Northern analysis of miR-184 expression in cell lines and selected
tissues. We analyzed 5 g of total RNA in each lane for the designated cell lines and tissues. The
blots were hybridized to miR-184, then stripped and reprobed for 2S rRNA as a loading control. The
miR-184 levels were normalized to 2S levels, and then normalized to the level in ovaries as 1. The
20nt and 30nt ladder lanes are marked. Consistent with the sequencing results, most cell lines
accumulated much higher levels of miR-184 than the three embryonic stages or ovaries did. Note
that these high levels of miR-184 appear to exaggerate the presence of isomiR species (i.e. the
appearance of longer and shorter miR-184 species). We also note that S1 and G2 cells, which
accumulated fewer miR-184 reads than the other cell lines (see main Figure 2C), also exhibited much
weaker expression of miR-184 as assessed by these Northern tests.
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Supplementary Figure 4. mir-309!6 cluster. This cluster was identified as a highly di↵erentially
expressed cluster in early embryos (dark blue bar) versus cell lines (light blue bar). Since the three
mir-6 loci generate identical species from their 3p arms, we also plotted the numbers of reads from
their 5p arms, which generate unique sequences. Benjamini-Hochberg adjusted p-values for
expression di↵erences between early embryos and the aggregate cell lines are shown in parentheses.
Early embryos libraries used: GSM286604 (0-1h), GSM286613 (0-1h), GSM180330 (0-1h),
GSM180331 (2-6h), GSM286605 (2-6h), GSM286606 (2-6h).
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Supplementary Figure 5. Cell line specific miRNAs. 23 miRNAs were identified to be relatively
highly expressed in particular cell lines compared with other cell lines (see Methods for the outlier
detection).
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Supplementary Figure 6. mir-972!979 cluster from clustering of miRNA expression across 25
cell lines and various tissues. This cluster is highly expressed in S1 and G2 cell lines, as well as in
testes.
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Supplementary Figure 7. Additional miRNA clusters detected in cell lines. In addition to the
two clusters in Figures 2E and 2F, shown are another four large genomic clusters exhibiting highly
correlated expression across the cell lines (see clustering method in Methods).
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Supplementary Figure 8. Association of miRNA and targets expression in 25 cell lines. For each
cell line, the distribution across 20 percentiles of miRNA expression (x-axis) versus mean target gene
expression (y-axis) is plotted. Linear regression lines were fitted to the binned data (correlation
coe�cient of unbinned data shown in brackets). Most cell lines show the expected trend of
miRNA-target anti-correlation.



Supplementary Figure S9: Secondary structure prediction, read distribution and 
read pileup for 18 novel miRNAs predicted by miRDeep2 
 
 
Legend 
 
Read size: Length of read. 

Hit Count: Number of genomic locations a read mapped to. 

AGO1: Number of AGO1-IP reads or AGO2-IP reads, respectively, from Ovary, Head, 

and S2-R+ small RNA libraries. All AGO1-IP libraries are publicly accessible. 

Cellline: Total read count summed over all cell-line libraries analyzed in this study. 

Public: Total read count summed over all publicly accessible libraries analyzed in this 

study. 

Total:  Sum  of  read  count  in  all  “cell-line”  and  “public”  libraries 

Total Norm: Total divided by Hit Count 

Table Truncated: Reads with low read counts were removed for better visualization. 
See HTML documents for complete table. 
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ID:

dme-mir-9369

Coordinate:

chrX:19445351-19445412 +
Confidence:

Novel miRNA [View on UCSC Genome Browser]

Legend: mature star

Predicted structure

Sense Strand Reads

ACTACATAGTTACGAAAGACACTAAAAGTGTGTATCTCTCTCATTCGTTTAGCGAGAGGGTATTATGTATTCATATTTGTAATATCATGATACATATTCTCCTTTCGCTCTACGAGTAATGGATATATCGTCAACAGTGAAATATAATAATAAAATAATGAT

***********************************.(((...((((((..((((((((((...((((((((.(((((...)))))...))))))))...))))))))))..))))))...))).**************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

..................................................AGCGAGAGGGTATTATGTATTCA......................................................................................... 23 0 1 48184.00 48184 6.00 0.00 42789.00 5395.00

.........................................................................................ATACATATTCTCCTTTCGCT..................................................... 20 0 1 19195.00 19195 6.00 0.00 18590.00 605.00

.........................................................................................ATACATATTCTCCTTTCGCTCT................................................... 22 0 1 16073.00 16073 16.00 0.00 15022.00 1051.00

.........................................................................................ATACATATTCTCCTTTCGCTC.................................................... 21 0 1 10126.00 10126 8.00 0.00 9690.00 436.00

..................................................AGCGAGAGGGTATTATGTATTC.......................................................................................... 22 0 1 8253.00 8253 2.00 0.00 7124.00 1129.00

..................................................AGCGAGAGGGTATTATGTATT........................................................................................... 21 0 1 6272.00 6272 8.00 1.00 5815.00 457.00

..................................................AGCGAGAGGGTATTATGTAT............................................................................................ 20 0 1 435.00 435 0.00 0.00 404.00 31.00

...............................................TTTAGCGAGAGGGTATTATGT.............................................................................................. 21 0 1 264.00 264 0.00 0.00 258.00 6.00

..................................................AGCGAGAGGGTATTATGTATTCAT........................................................................................ 24 0 1 211.00 211 0.00 0.00 183.00 28.00

................................................TTAGCGAGAGGGTATTATGTAT............................................................................................ 22 0 1 166.00 166 0.00 0.00 141.00 25.00

........................................................................................GATACATATTCTCCTTTCGCT..................................................... 21 0 1 129.00 129 0.00 0.00 115.00 14.00

.........................................................................................ATACATATTCTCCTTTCGC...................................................... 19 0 1 112.00 112 0.00 0.00 108.00 4.00

........................................................................................GATACATATTCTCCTTTCGCTCT................................................... 23 0 1 105.00 105 0.00 0.00 99.00 6.00

..................................................AGCGAGAGGGTATTATGT.............................................................................................. 18 0 1 85.00 85 0.00 0.00 79.00 6.00

........................................................................................GATACATATTCTCCTTTCGCTC.................................................... 22 0 1 73.00 73 0.00 0.00 69.00 4.00

....................................................CGAGAGGGTATTATGTATTCA......................................................................................... 21 0 1 54.00 54 0.00 0.00 47.00 7.00

...............................................TTTAGCGAGAGGGTATTATGTA............................................................................................. 22 0 1 46.00 46 0.00 0.00 45.00 1.00

...................................................GCGAGAGGGTATTATGTATTCA......................................................................................... 22 0 1 45.00 45 0.00 0.00 35.00 10.00

...............................................TTTAGCGAGAGGGTATTATG............................................................................................... 20 0 1 37.00 37 0.00 0.00 34.00 3.00

.........................................................................................ATACATATTCTCCTTTCG....................................................... 18 0 1 32.00 32 0.00 0.00 29.00 3.00

....................................................CGAGAGGGTATTATGTATTCAT........................................................................................ 22 0 1 30.00 30 0.00 0.00 26.00 4.00

................................................TTAGCGAGAGGGTATTATGT.............................................................................................. 20 0 1 28.00 28 0.00 0.00 27.00 1.00

..................................................AGCGAGAGGGTATTATGTA............................................................................................. 19 0 1 25.00 25 0.00 0.00 22.00 3.00

..........................................................................................TACATATTCTCCTTTCGCTCT................................................... 21 0 1 20.00 20 0.00 0.00 17.00 3.00

.........................................................................................ATACATATTCTCCTTTCGCTCTA.................................................. 23 0 1 15.00 15 0.00 0.00 14.00 1.00

................................................TTAGCGAGAGGGTATTATGTA............................................................................................. 21 0 1 15.00 15 0.00 0.00 13.00 2.00

................................................TTAGCGAGAGGGTATTATGTATT........................................................................................... 23 0 1 14.00 14 0.00 0.00 13.00 1.00

.......................................................................................TGATACATATTCTCCTTTCGCT..................................................... 22 0 1 12.00 12 0.00 0.00 11.00 1.00

.....................................................GAGAGGGTATTATGTATTCA......................................................................................... 20 0 1 11.00 11 0.00 0.00 9.00 2.00

...............................GTATCTCTCTCATTCGTTT................................................................................................................ 19 0 1 10.00 10 0.00 0.00 3.00 7.00

..........................................................................................TACATATTCTCCTTTCGCTC.................................................... 20 0 1 9.00 9 0.00 0.00 7.00 2.00

...............................................TTTAGCGAGAGGGTATTAT................................................................................................ 19 0 1 8.00 8 0.00 0.00 8.00 0.00

............................................................................................CATATTCTCCTTTCGCTCT................................................... 19 0 1 7.00 7 0.00 0.00 7.00 0.00

Anti-sense strand reads

ACTACATAGTTACGAAAGACACTAAAAGTGTGTATCTCTCTCATTCGTTTAGCGAGAGGGTATTATGTATTCATATTTGTAATATCATGATACATATTCTCCTTTCGCTCTACGAGTAATGGATATATCGTCAACAGTGAAATATAATAATAAAATAATGAT

***********************************.(((...((((((..((((((((((...((((((((.(((((...)))))...))))))))...))))))))))..))))))...))).**************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

..........................................................................................................GCTCTACGAGTAATGGATATATCGTCA............................. 27 0 1 1.00 1 0.00 0.00 0.00 1.00

.......................................................................................................................................AGTGAAATATAATAATAAAATAA.... 23 0 1 1.00 1 0.00 0.00 0.00 1.00

.............................GTGTATCTCTCTCATTCGT.................................................................................................................. 19 0 1 1.00 1 0.00 0.00 0.00 1.00
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ID:

dme-mir-9370
Coordinate:

chrX:11604285-11604334 -
Confidence:

Novel miRNA [View on UCSC Genome Browser]

Legend: mature star

Predicted structure

Sense Strand Reads

CGGCCCGCATCTTAATTGCACCCGACGCAGGTCGTCCGATCTCCGCGTGGTTTGGGTTGCCGGTACCGGGTGGTTTCCCCGATATCCACGACCCATACCACTCGCAGATCGGTCGGAACTTTGAAAGTAACAACACATCTGAAAATTATA

***********************************(((((((.((.(((((.(((((((..((((.((((.......)))).))))..))))))).))))).)).)))))))..************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

..................................................TTTGGGTTGCCGGTACCGGGTG.............................................................................. 22 0 1 4553.00 4553 230.00 52.00 3352.00 1201.00

..................................................TTTGGGTTGCCGGTACCGGGT............................................................................... 21 0 1 3227.00 3227 237.00 31.00 2448.00 779.00

..................................................TTTGGGTTGCCGGTACCGGG................................................................................ 20 0 1 674.00 674 31.00 5.00 558.00 116.00

..................................................TTTGGGTTGCCGGTACCGG................................................................................. 19 0 1 159.00 159 2.00 2.00 139.00 20.00

.................................................GTTTGGGTTGCCGGTACCGGG................................................................................ 21 0 1 44.00 44 0.00 1.00 35.00 9.00

.............................................................................CCCGATATCCACGACCCATACC................................................... 22 0 1 39.00 39 2.00 0.00 5.00 34.00

..................................................TTTGGGTTGCCGGTACCGGGTGGTTTC......................................................................... 27 0 1 29.00 29 0.00 0.00 19.00 10.00

..................................................TTTGGGTTGCCGGTACCGGGTGG............................................................................. 23 0 1 29.00 29 2.00 0.00 19.00 10.00

...................................................TTGGGTTGCCGGTACCGGGTG.............................................................................. 21 0 1 21.00 21 4.00 0.00 7.00 14.00

..................................................TTTGGGTTGCCGGTACCGGGTGGTT........................................................................... 25 0 1 17.00 17 0.00 0.00 14.00 3.00

.......................................TCTCCGCGTGGTTTGGGTTGCCGG....................................................................................... 24 0 1 15.00 15 0.00 0.00 3.00 12.00

..................................................TTTGGGTTGCCGGTACCGGGTGGT............................................................................ 24 0 1 15.00 15 1.00 0.00 10.00 5.00

...................................................................................................ACTCGCAGATCGGTCGGAACTT............................. 22 0 1 13.00 13 0.00 0.00 1.00 12.00

......................................................................................................CGCAGATCGGTCGGAACTTTGAAAG....................... 25 0 1 12.00 12 0.00 0.00 0.00 12.00

...................................................TTGGGTTGCCGGTACCGGGT............................................................................... 20 0 1 12.00 12 1.00 0.00 8.00 4.00

.....................................................................................................TCGCAGATCGGTCGGAACTTTGAAAG....................... 26 0 1 12.00 12 0.00 0.00 0.00 12.00

.....................................................................................................TCGCAGATCGGTCGGAACTTTGAAAGT...................... 27 0 1 11.00 11 0.00 0.00 8.00 3.00

..................................TCCGATCTCCGCGTGGTTTGG............................................................................................... 21 0 1 10.00 10 0.00 0.00 6.00 4.00

...................................................TTGGGTTGCCGGTACCGGGTGG............................................................................. 22 0 1 10.00 10 1.00 0.00 1.00 9.00

..................................................TTTGGGTTGCCGGTACCGGGTGGTTT.......................................................................... 26 0 1 10.00 10 1.00 0.00 4.00 6.00

..................................................TTTGGGTTGCCGGTACCG.................................................................................. 18 0 1 10.00 10 1.00 0.00 8.00 2.00

..............................................................................................ATACCACTCGCAGATCGGTCG................................... 21 0 1 9.00 9 0.00 0.00 7.00 2.00

..............................................................................................ATACCACTCGCAGATCGGTCGG.................................. 22 0 1 9.00 9 0.00 0.00 3.00 6.00

..........................................................................................................GATCGGTCGGAACTTTGAAAG....................... 21 0 1 8.00 8 0.00 0.00 0.00 8.00

...............................................................................................TACCACTCGCAGATCGGTCGGAACTT............................. 26 0 1 8.00 8 0.00 0.00 2.00 6.00

..............................................................................................ATACCACTCGCAGATCGGTCGGA................................. 23 0 1 7.00 7 4.00 0.00 0.00 7.00

...............................................................................................TACCACTCGCAGATCGGTCGGA................................. 22 0 1 6.00 6 0.00 0.00 0.00 6.00

................................................................................................ACCACTCGCAGATCGGTCGGAACTTTGA.......................... 28 0 1 6.00 6 0.00 0.00 0.00 6.00

....................................................TGGGTTGCCGGTACCGGGTGGT............................................................................ 22 0 1 6.00 6 0.00 0.00 3.00 3.00

.........................................................TGCCGGTACCGGGTGGTTTCCCCGA.................................................................... 25 0 1 5.00 5 0.00 0.00 3.00 2.00

...................................................TTGGGTTGCCGGTACCGGGTGGTT........................................................................... 24 0 1 5.00 5 0.00 0.00 3.00 2.00

....................................................TGGGTTGCCGGTACCGGGTG.............................................................................. 20 0 1 5.00 5 0.00 0.00 5.00 0.00

...............................................................................................TACCACTCGCAGATCGGTCGGAACTTT............................ 27 0 1 5.00 5 0.00 0.00 2.00 3.00

....................................................................................TCCACGACCCATACCACTCGCAGATCGGT..................................... 29 0 1 4.00 4 0.00 0.00 4.00 0.00

..............................GTCGTCCGATCTCCGCGTGGTTTGG............................................................................................... 25 0 1 4.00 4 0.00 0.00 0.00 4.00

....................................................TGGGTTGCCGGTACCGGGTGGTT........................................................................... 23 0 1 4.00 4 0.00 0.00 3.00 1.00

.......................................................................................................GCAGATCGGTCGGAACTTTGAAAGTA..................... 26 0 1 4.00 4 0.00 0.00 2.00 2.00

.................................................................................ATATCCACGACCCATACCACTCG.............................................. 23 0 1 4.00 4 0.00 0.00 1.00 3.00

.....................................................................................................TCGCAGATCGGTCGGAACTTTGAAA........................ 25 0 1 4.00 4 0.00 0.00 4.00 0.00

.................................................GTTTGGGTTGCCGGTACCGG................................................................................. 20 0 1 4.00 4 0.00 0.00 3.00 1.00

.....................................................................................................................ACTTTGAAAGTAACAACACATCTGAAAAT.... 29 0 1 4.00 4 0.00 0.00 4.00 0.00

...............................TCGTCCGATCTCCGCGTGGTTTGGGT............................................................................................. 26 0 1 4.00 4 0.00 0.00 2.00 2.00

...................................................TTGGGTTGCCGGTACCGGGTGGTTT.......................................................................... 25 0 1 4.00 4 0.00 0.00 1.00 3.00

............................................................................................................TCGGTCGGAACTTTGAAAGTAACAACA............... 27 0 1 4.00 4 0.00 0.00 4.00 0.00

...Table Truncated...

Anti-sense strand reads

CGGCCCGCATCTTAATTGCACCCGACGCAGGTCGTCCGATCTCCGCGTGGTTTGGGTTGCCGGTACCGGGTGGTTTCCCCGATATCCACGACCCATACCACTCGCAGATCGGTCGGAACTTTGAAAGTAACAACACATCTGAAAATTATA 
***********************************(((((((.((.(((((.(((((((..((((.((((.......)))).))))..))))))).))))).)).)))))))..************************************

Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

...........................................CGCGTGGTTTGGGTTGCCGGTA..................................................................................... 22 0 1 21.00 21 0.00 0.00 20.00 1.00

...........................................CGCGTGGTTTGGGTTGCCGGTAC.................................................................................... 23 0 1 2.00 2 0.00 0.00 2.00 0.00

.......................................................................GGTTTCCCCGATATCCACGACCCATA..................................................... 26 0 1 1.00 1 0.00 0.00 1.00 0.00

...............................................................................................TACCACTCGCAGATCGGTCGG.................................. 21 0 1 1.00 1 0.00 0.00 1.00 0.00

..........................................................................................ACCCATACCACTCGCAGATCGGTCGGA................................. 27 0 1 1.00 1 0.00 0.00 1.00 0.00

....................CCCGACGCAGGTCGTCCGATCTCC.......................................................................................................... 24 0 1 1.00 1 0.00 0.00 0.00 1.00

......................CGACGCAGGTCGTCCGATCTC........................................................................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

.GGCCCGCATCTTAATTGCACC................................................................................................................................ 21 0 1 1.00 1 0.00 0.00 1.00 0.00

...................ACCCGACGCAGGTCGTCCGATCTC........................................................................................................... 24 0 1 1.00 1 0.00 0.00 0.00 1.00

..............................................................................CCGATATCCACGACCCATACCA.................................................. 22 0 1 1.00 1 0.00 0.00 0.00 1.00
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ID:

dme-mir-9371
Coordinate:

chr3R:5814842-5814902 +
Confidence:

Novel miRNA [View on UCSC Genome Browser]

Legend: mature star

Predicted structure

Sense Strand Reads

TCAAACAAACAAACAAACAAATCAAAATGAAACAATCGGAGGTGCTGCAGAAATCACTTTGCTTGGAATTCACATTGATGTACGTAAGAATTCATCACGAAGTGGTTTCTGTGTTGCCTCCGATTGAAAGCAGAATATTCAAATGAAAACCTAAAAATATG

***********************************(((((((((.((((((((((((((((....((((((................))))))....)))))))))))))))).)))))))))..************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

........................................................................................AATTCATCACGAAGTGGTTTCT................................................... 22 0 1 3696.00 3696 271.00 0.00 259.00 3437.00

..................................................AAATCACTTTGCTTGGAATTCA......................................................................................... 22 0 1 802.00 802 80.00 0.00 34.00 768.00

.........................................................................................ATTCATCACGAAGTGGTTTCT................................................... 21 0 1 459.00 459 38.00 0.00 39.00 420.00

..................................................AAATCACTTTGCTTGGAATTC.......................................................................................... 21 0 1 264.00 264 17.00 0.00 24.00 240.00

..............................................................................................TCACGAAGTGGTTTCTGTGTTG............................................. 22 0 1 154.00 154 4.00 0.00 62.00 92.00

........................................................................................AATTCATCACGAAGTGGTTTC.................................................... 21 0 1 108.00 108 6.00 0.00 17.00 91.00

.............................................................................................ATCACGAAGTGGTTTCTGTGTT.............................................. 22 0 1 77.00 77 9.00 0.00 25.00 52.00

..................................................AAATCACTTTGCTTGGAATT........................................................................................... 20 0 1 28.00 28 6.00 0.00 2.00 26.00

........................................................................................AATTCATCACGAAGTGGTTT..................................................... 20 0 1 23.00 23 2.00 0.00 2.00 21.00

........................................................................................AATTCATCACGAAGTGGT....................................................... 18 0 1 17.00 17 1.00 0.00 1.00 16.00

.........................................................................................ATTCATCACGAAGTGGTTTCTG.................................................. 22 0 1 14.00 14 1.00 0.00 0.00 14.00

..............................................................................................TCACGAAGTGGTTTCTGTGTT.............................................. 21 0 1 13.00 13 0.00 0.00 10.00 3.00

.............................................................................................ATCACGAAGTGGTTTCTGTGTTG............................................. 23 0 1 9.00 9 0.00 0.00 4.00 5.00

...................................................AATCACTTTGCTTGGAATTCA......................................................................................... 21 0 1 8.00 8 1.00 0.00 0.00 8.00

.....................................................................TCACATTGATGTACGTAAGAAT...................................................................... 22 0 1 7.00 7 0.00 0.00 0.00 7.00

.............................AAACAATCGGAGGTGCTGCAGA.............................................................................................................. 22 0 1 5.00 5 0.00 0.00 0.00 5.00

..................................................AAATCACTTTGCTTGGAAT............................................................................................ 19 0 1 5.00 5 0.00 0.00 2.00 3.00

........................................................................................AATTCATCACGAAGTGGTT...................................................... 19 0 1 5.00 5 0.00 0.00 1.00 4.00

........................................................................................................GTTTCTGTGTTGCCTCCGATT.................................... 21 0 1 4.00 4 0.00 0.00 0.00 4.00

..........................................................................................TTCATCACGAAGTGGTTTCT................................................... 20 0 1 4.00 4 0.00 0.00 1.00 3.00

.................................................................................ACGTAAGAATTCATCACGAAGTGGT....................................................... 25 0 1 4.00 4 0.00 0.00 0.00 4.00

..................................................................................................GAAGTGGTTTCTGTGTTGCCT.......................................... 21 0 1 3.00 3 0.00 0.00 0.00 3.00

............................GAAACAATCGGAGGTGCTGCAG............................................................................................................... 22 0 1 3.00 3 0.00 0.00 0.00 3.00

..............................................................................................TCACGAAGTGGTTTCTGTGTTGC............................................ 23 0 1 2.00 2 0.00 0.00 0.00 2.00

................................................................................................................................AGCAGAATATTCAAATGA............... 18 0 1 2.00 2 0.00 0.00 0.00 2.00

...........................................................................................................................TTGAAAGCAGAATATTCAAATGAAAA............ 26 0 1 2.00 2 0.00 0.00 2.00 0.00

............................................................................................CATCACGAAGTGGTTTCTGTGTT.............................................. 23 0 1 2.00 2 0.00 0.00 0.00 2.00

...................................................AATCACTTTGCTTGGAATTCAC........................................................................................ 22 0 1 2.00 2 0.00 0.00 0.00 2.00

.........................................................TTTGCTTGGAATTCACATT..................................................................................... 19 0 1 2.00 2 0.00 0.00 0.00 2.00

...........................................................................................TCATCACGAAGTGGTTTCTGT................................................. 21 0 1 2.00 2 0.00 0.00 0.00 2.00

.......................................................ACTTTGCTTGGAATTCACATT..................................................................................... 21 0 1 2.00 2 0.00 0.00 0.00 2.00

........................................................................................................GTTTCTGTGTTGCCTCCGAT..................................... 20 0 1 2.00 2 0.00 0.00 0.00 2.00

...........................TGAAACAATCGGAGGTGCTGCAGA.............................................................................................................. 24 0 1 2.00 2 0.00 0.00 0.00 2.00

................................................................................................ACGAAGTGGTTTCTGTGTTGC............................................ 21 0 1 2.00 2 0.00 0.00 1.00 1.00

........................................................................................................GTTTCTGTGTTGCCTCCGATTG................................... 22 0 1 2.00 2 0.00 0.00 0.00 2.00

................................................................................................ACGAAGTGGTTTCTGTGTTG............................................. 20 0 1 2.00 2 0.00 0.00 1.00 1.00

...........................TGAAACAATCGGAGGTGCTGCAGAA............................................................................................................. 25 0 1 2.00 2 0.00 0.00 2.00 0.00

..............................................................................................TCACGAAGTGGTTTCTGTGTTGCCT.......................................... 25 0 1 2.00 2 0.00 0.00 1.00 1.00

.........CAAACAAACAAATCAAAATGAAA................................................................................................................................. 23 0 1 2.00 2 0.00 0.00 2.00 0.00

...................................................................ATTCACATTGATGTACGTAAG......................................................................... 21 0 1 2.00 2 0.00 0.00 0.00 2.00

..........................................................................................................TTCTGTGTTGCCTCCGATTGAAAGC.............................. 25 0 1 2.00 2 0.00 0.00 0.00 2.00

....................................................................TTCACATTGATGTACGTAAGAATTCATC................................................................. 28 0 1 2.00 2 0.00 0.00 2.00 0.00

.........................AATGAAACAATCGGAGGTGCTGCAGA.............................................................................................................. 26 0 1 2.00 2 0.00 0.00 1.00 1.00

.........................................................................................ATTCATCACGAAGTGGTTTC.................................................... 20 0 1 2.00 2 0.00 0.00 2.00 0.00

.............................................................................................ATCACGAAGTGGTTTCTGTGT............................................... 21 0 1 2.00 2 0.00 0.00 1.00 1.00

................................................................................TACGTAAGAATTCATCACGAAGTGGT....................................................... 26 0 1 1.00 1 0.00 0.00 1.00 0.00

....................................CGGAGGTGCTGCAGAAATC.......................................................................................................... 19 0 1 1.00 1 0.00 0.00 0.00 1.00

........................AAATGAAACAATCGGAGGTGCT................................................................................................................... 22 0 1 1.00 1 0.00 0.00 0.00 1.00

................................................................................TACGTAAGAATTCATCACGAAGTGGTTT..................................................... 28 0 1 1.00 1 0.00 0.00 0.00 1.00

.............................................................................................ATCACGAAGTGGTTTCTGTGTTGC............................................ 24 0 1 1.00 1 0.00 0.00 0.00 1.00

.................................................GAAATCACTTTGCTTGGAA............................................................................................. 19 0 1 1.00 1 0.00 1.00 0.00 1.00

.............CAAACAAATCAAAATGAAACAATCGGAGG....................................................................................................................... 29 0 1 1.00 1 0.00 0.00 0.00 1.00

.............................................TGCAGAAATCACTTTGCTTGGAAT............................................................................................ 24 0 1 1.00 1 0.00 0.00 0.00 1.00

..................................ATCGGAGGTGCTGCAGAAATCAC........................................................................................................ 23 0 1 1.00 1 0.00 0.00 0.00 1.00

..................................................................................................................TGCCTCCGATTGAAAGCAGAATATT...................... 25 0 1 1.00 1 0.00 0.00 0.00 1.00

...................................................................ATTCACATTGATGTACGTAAGA........................................................................ 22 0 1 1.00 1 0.00 0.00 0.00 1.00

Anti-sense strand reads

TCAAACAAACAAACAAACAAATCAAAATGAAACAATCGGAGGTGCTGCAGAAATCACTTTGCTTGGAATTCACATTGATGTACGTAAGAATTCATCACGAAGTGGTTTCTGTGTTGCCTCCGATTGAAAGCAGAATATTCAAATGAAAACCTAAAAATATG

***********************************(((((((((.((((((((((((((((....((((((................))))))....)))))))))))))))).)))))))))..************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

..................................................................................CGTAAGAATTCATCACGAAGTGG........................................................ 23 0 1 1.00 1 0.00 0.00 1.00 0.00
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ID:

dme-mir-9372
Coordinate:

chrX:527724-527784 -
Confidence:

Novel miRNA [View on UCSC Genome Browser]

Legend: mature star

Predicted structure

Sense Strand Reads

GAAGTGTCTAAAAAGCGAGGCAGTAATGACGAGTCCATGGTGCCGAATGTTAAAAGCACATTTCGCCAGCACGTGTACTTTCCACCTCGTCTGTGATTTTGGTTTTTAACGTTAGCGCAGTTGTACGTCCACTCAAATTGCTCTATAAAGGTAAAAATACA

***********************************....((((..((((((((((((.((..((((.((.(((.((.......))..)))))))))...)))))))))))))).)))).......************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

..................................................TAAAAGCACATTTCGCCAGCACGT....................................................................................... 24 0 1 377.00 377 12.00 0.00 131.00 246.00

..................................................TAAAAGCACATTTCGCCAGCACGTG...................................................................................... 25 0 1 293.00 293 4.00 0.00 120.00 173.00

.......................................................................................CGTCTGTGATTTTGGTTTTTAAC................................................... 23 0 1 261.00 261 5.00 0.00 64.00 197.00

..................................................TAAAAGCACATTTCGCCAGCACG........................................................................................ 23 0 1 147.00 147 6.00 0.00 60.00 87.00

........................................................................................GTCTGTGATTTTGGTTTTTAAC................................................... 22 0 1 76.00 76 1.00 0.00 22.00 54.00

..................................................TAAAAGCACATTTCGCCAGCAC......................................................................................... 22 0 1 40.00 40 1.00 0.00 11.00 29.00

..................................................TAAAAGCACATTTCGCCAGCACGTGT..................................................................................... 26 0 1 30.00 30 0.00 0.00 20.00 10.00

.......................................................................................CGTCTGTGATTTTGGTTTTTAA.................................................... 22 0 1 27.00 27 2.00 0.00 3.00 24.00

............................................................TTTCGCCAGCACGTGTACTTTCCACC........................................................................... 26 0 1 17.00 17 0.00 0.00 4.00 13.00

..................................................TAAAAGCACATTTCGCCAGCA.......................................................................................... 21 0 1 16.00 16 1.00 0.00 7.00 9.00

...................................................AAAAGCACATTTCGCCAGCACGTG...................................................................................... 24 0 1 9.00 9 1.00 0.00 4.00 5.00

...................................................AAAAGCACATTTCGCCAGCACGT....................................................................................... 23 0 1 8.00 8 1.00 0.00 1.00 7.00

...........................................................................TACTTTCCACCTCGTCTGTGATTTTGG........................................................... 27 0 1 6.00 6 0.00 0.00 0.00 6.00

...........................................................................................................................TACGTCCACTCAAATTGCTCTATAAAGG.......... 28 0 1 5.00 5 0.00 0.00 0.00 5.00

..................................................TAAAAGCACATTTCGCCAGC........................................................................................... 20 0 1 4.00 4 0.00 0.00 2.00 2.00

..........................................................CATTTCGCCAGCACGTGTACTTTCCACC........................................................................... 28 0 1 4.00 4 0.00 0.00 1.00 3.00

........................................................................................GTCTGTGATTTTGGTTTTTAA.................................................... 21 0 1 4.00 4 1.00 0.00 1.00 3.00

.........................................................................................................TTAACGTTAGCGCAGTTGTACGTCCACT............................ 28 0 1 4.00 4 0.00 0.00 1.00 3.00

....................................................AAAGCACATTTCGCCAGCACGT....................................................................................... 22 0 1 3.00 3 3.00 0.00 0.00 3.00

..............................................................TCGCCAGCACGTGTACTTTCCACCTCG........................................................................ 27 0 1 3.00 3 0.00 0.00 1.00 2.00

...............................................................................................................TTAGCGCAGTTGTACGTCCAC............................. 21 0 1 3.00 3 0.00 0.00 1.00 2.00

.................................................................CCAGCACGTGTACTTTCCACC........................................................................... 21 0 1 3.00 3 0.00 0.00 0.00 3.00

...........................................................................................................AACGTTAGCGCAGTTGTACGTCCACTC........................... 27 0 1 3.00 3 0.00 0.00 0.00 3.00

...................................................AAAAGCACATTTCGCCAGCACGTGTACT.................................................................................. 28 0 1 3.00 3 0.00 0.00 0.00 3.00

.......................TAATGACGAGTCCATGGTGCC..................................................................................................................... 21 0 1 2.00 2 0.00 0.00 0.00 2.00

.............................................................................................................CGTTAGCGCAGTTGTACGTCC............................... 21 0 1 2.00 2 0.00 0.00 2.00 0.00

.................................................................................................TTTGGTTTTTAACGTTAGCGCAGTTG...................................... 26 0 1 2.00 2 0.00 0.00 0.00 2.00

.....................................................................................................................CAGTTGTACGTCCACTCAAAT....................... 21 0 1 2.00 2 0.00 0.00 1.00 1.00

........................................................CACATTTCGCCAGCACGTG...................................................................................... 19 0 1 2.00 2 0.00 0.00 1.00 1.00

..............................................................................TTTCCACCTCGTCTGTGATTTTGGT.......................................................... 25 0 1 2.00 2 0.00 0.00 0.00 2.00

.............................................................................................................................CGTCCACTCAAATTGCTCTATAA............. 23 0 1 2.00 2 0.00 0.00 0.00 2.00

.......................................................................................................TTTTAACGTTAGCGCAGTTGTACGTCC............................... 27 0 1 2.00 2 0.00 0.00 0.00 2.00

......TCTAAAAAGCGAGGCAGTAATGACGAG................................................................................................................................ 27 0 1 2.00 2 0.00 0.00 2.00 0.00

.........................................................................................TCTGTGATTTTGGTTTTTAACGTTAGC............................................. 27 0 1 2.00 2 0.00 0.00 0.00 2.00

......................................................................................................TTTTTAACGTTAGCGCAGTTGTACG.................................. 25 0 1 2.00 2 0.00 0.00 1.00 1.00

..........................................................................GTACTTTCCACCTCGTCTGTG.................................................................. 21 0 1 2.00 2 0.00 0.00 2.00 0.00

............................................................TTTCGCCAGCACGTGTACTTTCCACCTC......................................................................... 28 0 1 2.00 2 0.00 0.00 2.00 0.00

...................................................AAAAGCACATTTCGCCAGCACG........................................................................................ 22 0 1 2.00 2 0.00 0.00 0.00 2.00

...Table Truncated...

Anti-sense strand reads

GAAGTGTCTAAAAAGCGAGGCAGTAATGACGAGTCCATGGTGCCGAATGTTAAAAGCACATTTCGCCAGCACGTGTACTTTCCACCTCGTCTGTGATTTTGGTTTTTAACGTTAGCGCAGTTGTACGTCCACTCAAATTGCTCTATAAAGGTAAAAATACA

***********************************....((((..((((((((((((.((..((((.((.(((.((.......))..)))))))))...)))))))))))))).)))).......************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

...................GCAGTAATGACGAGTCCATGG......................................................................................................................... 21 0 1 10.00 10 0.00 0.00 0.00 10.00

.....................................TGGTGCCGAATGTTAAAA.......................................................................................................... 18 0 1 5.00 5 0.00 0.00 0.00 5.00

..................................................................................................................GCGCAGTTGTACGTCCACTCA.......................... 21 0 1 4.00 4 0.00 0.00 2.00 2.00

....................................................................GCACGTGTACTTTCCACCTCG........................................................................ 21 0 1 4.00 4 0.00 0.00 4.00 0.00

..................GGCAGTAATGACGAGTCCATG.......................................................................................................................... 21 0 1 4.00 4 0.00 0.00 0.00 4.00

...........................GACGAGTCCATGGTGCCGAAT................................................................................................................. 21 0 1 4.00 4 0.00 1.00 0.00 4.00

......................................................................................................................AGTTGTACGTCCACTCAAATT...................... 21 0 1 3.00 3 0.00 1.00 0.00 3.00

..............................GAGTCCATGGTGCCGAATGTT.............................................................................................................. 21 0 1 3.00 3 0.00 0.00 0.00 3.00

.......................................................GCACATTTCGCCAGCACGTGT..................................................................................... 21 0 1 3.00 3 0.00 1.00 0.00 3.00

...............................AGTCCATGGTGCCGAATGTTA............................................................................................................. 21 0 1 3.00 3 0.00 0.00 1.00 2.00

.................................................................................CCACCTCGTCTGTGATTTTGG........................................................... 21 0 1 3.00 3 0.00 1.00 1.00 2.00

...Table Truncated...
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ID:

dme-mir-9373
Coordinate:

chr3R:15446802-15446860 -
Confidence:

Novel miRNA [View on UCSC Genome Browser]

Legend: mature star

Predicted structure

Sense Strand Reads

GAACAGCTGTTTGCCGTTTTTAATAAACAATCGTCGGCGTTTGGCAGCTCAGTTTGTGAGGAGCGTTCGGCGGATACACATCGCACCCATCGCTCTTGGCCAGCTCGTCCCAACGGGCCTAAACGGTTCCGACAAGCGCACTAGCCAAGTCATCAGAAA

***********************************(((..((((..((..((((.((.(((((((....((((.......))))......))))))).)).)))).)).))))...)))....************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

.......................................................................................CATCGCTCTTGGCCAGCTCGT................................................... 21 0 1 376.00 376 3.00 0.00 284.00 92.00

.......................................................................................CATCGCTCTTGGCCAGCTCGTC.................................................. 22 0 1 169.00 169 1.00 0.00 74.00 95.00

.......................................................................................CATCGCTCTTGGCCAGCTCG.................................................... 20 0 1 44.00 44 0.00 0.00 31.00 13.00

.......................................................................................CATCGCTCTTGGCCAGCTCGTCC................................................. 23 0 1 28.00 28 1.00 0.00 18.00 10.00

..................................................AGTTTGTGAGGAGCGTTCGGC........................................................................................ 21 0 1 18.00 18 0.00 0.00 9.00 9.00

..................................................AGTTTGTGAGGAGCGTTCGG......................................................................................... 20 0 1 18.00 18 0.00 0.00 10.00 8.00

..................................................AGTTTGTGAGGAGCGTTCGGCG....................................................................................... 22 0 1 16.00 16 0.00 0.00 8.00 8.00

..................................................AGTTTGTGAGGAGCGTTCGGCGGA..................................................................................... 24 0 1 14.00 14 0.00 0.00 9.00 5.00

........................................................................................ATCGCTCTTGGCCAGCTCGT................................................... 20 0 1 10.00 10 0.00 0.00 8.00 2.00

......................................................................................CCATCGCTCTTGGCCAGCTCGT................................................... 22 0 1 10.00 10 0.00 0.00 7.00 3.00

.......................................................................................CATCGCTCTTGGCCAGCTCGTCCC................................................ 24 0 1 6.00 6 0.00 0.00 0.00 6.00

...............................................................CGTTCGGCGGATACACAT.............................................................................. 18 0 1 4.00 4 0.00 0.00 3.00 1.00

...........................................................................ACACATCGCACCCATCGC.................................................................. 18 0 1 4.00 4 0.00 0.00 0.00 4.00

..........................................................AGGAGCGTTCGGCGGATA................................................................................... 18 0 1 3.00 3 0.00 0.00 2.00 1.00

.................................................CAGTTTGTGAGGAGCGTTCGGCGGA..................................................................................... 25 0 1 3.00 3 0.00 0.00 2.00 1.00

..................................................AGTTTGTGAGGAGCGTTCGGCGG...................................................................................... 23 0 1 3.00 3 0.00 0.00 3.00 0.00

....................................................TTTGTGAGGAGCGTTCGG......................................................................................... 18 0 1 3.00 3 0.00 0.00 0.00 3.00

......................................................................CGGATACACATCGCACCCATCG................................................................... 22 0 1 3.00 3 0.00 0.00 0.00 3.00

..................................................AGTTTGTGAGGAGCGTTCG.......................................................................................... 19 0 1 2.00 2 0.00 0.00 0.00 2.00

..........................................................AGGAGCGTTCGGCGGATAC.................................................................................. 19 0 1 2.00 2 0.00 0.00 1.00 1.00

..................................................AGTTTGTGAGGAGCGTTCGGCGGATA................................................................................... 26 0 1 2.00 2 0.00 0.00 1.00 1.00

.................................................................................................................CGGGCCTAAACGGTTCCGACAAGCGC.................... 26 0 1 2.00 2 0.00 0.00 2.00 0.00

..............................................................GCGTTCGGCGGATACACAT.............................................................................. 19 0 1 2.00 2 0.00 0.00 0.00 2.00

...........................................................................ACACATCGCACCCATCGCT................................................................. 19 0 1 2.00 2 0.00 0.00 1.00 1.00

...Table Truncated....

Anti-sense strand reads

GAACAGCTGTTTGCCGTTTTTAATAAACAATCGTCGGCGTTTGGCAGCTCAGTTTGTGAGGAGCGTTCGGCGGATACACATCGCACCCATCGCTCTTGGCCAGCTCGTCCCAACGGGCCTAAACGGTTCCGACAAGCGCACTAGCCAAGTCATCAGAAA

***********************************(((..((((..((..((((.((.(((((((....((((.......))))......))))))).)).)))).)).))))...)))....************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

..................................................................................GCACCCATCGCTCTTGGCCAG........................................................ 21 0 1 2.00 2 0.00 0.00 0.00 2.00

..........................................................................................................................ACGGTTCCGACAAGCGCACTA................ 21 0 1 2.00 2 0.00 0.00 2.00 0.00

.................................................................................CGCACCCATCGCTCTTGGCCA......................................................... 21 0 1 2.00 2 0.00 1.00 1.00 1.00

............................................................................CACATCGCACCCATCGCTCTT.............................................................. 21 0 1 2.00 2 0.00 0.00 0.00 2.00

.........................................................................................................................................GCACTAGCCAAGTCATCAGAA. 21 0 1 1.00 1 0.00 0.00 1.00 0.00

.............................................................AGCGTTCGGCGGATACACATC............................................................................. 21 0 1 1.00 1 0.00 0.00 1.00 0.00

..............................................................................CATCGCACCCATCGCTCTTGG............................................................ 21 0 1 1.00 1 0.00 0.00 1.00 0.00

............................................................................................................CCCAACGGGCCTAAACGGTTCCGACA......................... 26 0 1 1.00 1 0.00 0.00 0.00 1.00

......................................................................................................GCTCGTCCCAACGGGCCTAAA.................................... 21 0 1 1.00 1 0.00 0.00 1.00 0.00

...........................................................................................GCTCTTGGCCAGCTCGTCCCAA.............................................. 22 0 1 1.00 1 0.00 0.00 1.00 0.00

....................................................................................................................................CAAGCGCACTAGCCAAGTCAT...... 21 0 1 1.00 1 0.00 0.00 1.00 0.00

.......................................................................................................................................GCGCACTAGCCAAGTCATCAG... 21 0 1 1.00 1 0.00 0.00 1.00 0.00

....................................................................GGCGGATACACATCGCACCCA...................................................................... 21 0 1 1.00 1 0.00 0.00 1.00 0.00

........................................................................................................................................CGCACTAGCCAAGTCATCAGA.. 21 0 1 1.00 1 0.00 0.00 1.00 0.00

......................................................................................CCATCGCTCTTGGCCAGCTC..................................................... 20 0 1 1.00 1 0.00 0.00 0.00 1.00

......................................................................CGGATACACATCGCACCCATC.................................................................... 21 0 1 1.00 1 0.00 0.00 1.00 0.00

......................................................................................CCATCGCTCTTGGCCAGCTCGTCCCA............................................... 26 0 1 1.00 1 0.00 0.00 0.00 1.00
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ID:

dme-mir-9374
Coordinate:

chr2L:21238301-21238361 +
Confidence:

Novel miRNA [View on UCSC Genome Browser]

Legend: mature star

Predicted structure

Sense Strand Reads

GATGAGTAATTTACCGTTATTAATTCACAGGTGAAAAATCCGATATTTGTCGTGCAATAATTTCCTCGATTGGCATCAAGTGGCTTCCAGTCGGGTACATATTGCACAAGAAATGTTATACGCATAATGTGCACGCAAATTAAACGAATTCTCTATGAAAA

***********************************......(((((((...((((((((....((.(((((((..((....))...)))))))))....))))))))...)))))))........************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

..................................................CGTGCAATAATTTCCTCGATTGG........................................................................................ 23 0 1 218.00 218 2.00 0.00 125.00 93.00

........................................................................................AGTCGGGTACATATTGCACAAG................................................... 22 0 1 63.00 63 4.00 0.00 24.00 39.00

........................................................................................AGTCGGGTACATATTGCACAA.................................................... 21 0 1 18.00 18 0.00 0.00 6.00 12.00

........................................................................................AGTCGGGTACATATTGCACA..................................................... 20 0 1 14.00 14 0.00 0.00 0.00 14.00

....................................................TGCAATAATTTCCTCGATTGGCA...................................................................................... 23 0 1 14.00 14 1.00 0.00 10.00 4.00

..................................................CGTGCAATAATTTCCTCGATTG......................................................................................... 22 0 1 14.00 14 0.00 0.00 10.00 4.00

........................................................................................AGTCGGGTACATATTGCAC...................................................... 19 0 1 4.00 4 0.00 0.00 3.00 1.00

...................................................GTGCAATAATTTCCTCGATTGG........................................................................................ 22 0 1 4.00 4 0.00 0.00 0.00 4.00

....................................................TGCAATAATTTCCTCGATTGGC....................................................................................... 22 0 1 3.00 3 0.00 0.00 1.00 2.00

..................................................CGTGCAATAATTTCCTCGATT.......................................................................................... 21 0 1 3.00 3 0.00 0.00 2.00 1.00

......................................................................................CCAGTCGGGTACATATTGCACA..................................................... 22 0 1 3.00 3 0.00 0.00 2.00 1.00

..............................................................................AGTGGCTTCCAGTCGGGTACA.............................................................. 21 0 1 3.00 3 0.00 0.00 0.00 3.00

...........................................................................................................................ATAATGTGCACGCAAATT.................... 18 0 1 2.00 2 0.00 0.00 2.00 0.00

................................................................CTCGATTGGCATCAAGTGGCTTCCAGTC..................................................................... 28 0 1 2.00 2 0.00 0.00 0.00 2.00

..........................................................AATTTCCTCGATTGGCATCAAGTGGCTTC.......................................................................... 29 0 1 2.00 2 0.00 0.00 0.00 2.00

..........................................................................................TCGGGTACATATTGCACAAGAAATGT............................................. 26 0 1 1.00 1 0.00 0.00 0.00 1.00

......................................................................................CCAGTCGGGTACATATTGCACAA.................................................... 23 0 1 1.00 1 0.00 0.00 1.00 0.00

.............................................................................AAGTGGCTTCCAGTCGGGT................................................................. 19 0 1 1.00 1 0.00 0.00 1.00 0.00

.......................................................................................CAGTCGGGTACATATTGCACA..................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

......................................TCCGATATTTGTCGTGCAATAATT................................................................................................... 24 0 1 1.00 1 0.00 0.00 0.00 1.00

....................................................TGCAATAATTTCCTCGATTGG........................................................................................ 21 0 1 1.00 1 0.00 0.00 1.00 0.00

.....................................................................TTGGCATCAAGTGGCTTCCAGTCGGG.................................................................. 26 0 1 1.00 1 0.00 0.00 0.00 1.00

....................................................TGCAATAATTTCCTCGATTGGCATCA................................................................................... 26 0 1 1.00 1 0.00 0.00 0.00 1.00

...................................................................................CTTCCAGTCGGGTACATATTGC........................................................ 22 0 1 1.00 1 0.00 0.00 0.00 1.00

......................................................................TGGCATCAAGTGGCTTCCAGTCGGG.................................................................. 25 0 1 1.00 1 0.00 0.00 0.00 1.00

.......................................................AATAATTTCCTCGATTGGCAT..................................................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

...................................AAATCCGATATTTGTCGTG........................................................................................................... 19 0 1 1.00 1 0.00 0.00 0.00 1.00

..................................................................................................ATATTGCACAAGAAATGTTATACGC...................................... 25 0 1 1.00 1 0.00 0.00 0.00 1.00

..................................................CGTGCAATAATTTCCTCGATTGGC....................................................................................... 24 0 1 1.00 1 0.00 0.00 0.00 1.00

.......................................................................................CAGTCGGGTACATATTGCACAAGAAA................................................ 26 0 1 1.00 1 0.00 0.00 0.00 1.00

......................................TCCGATATTTGTCGTGCAATAATTTCCT............................................................................................... 28 0 1 1.00 1 0.00 0.00 0.00 1.00

..................................................CGTGCAATAATTTCCTCGATTGGCA...................................................................................... 25 0 1 1.00 1 0.00 0.00 0.00 1.00

..................................................CGTGCAATAATTTCCTCGAT........................................................................................... 20 0 1 1.00 1 0.00 0.00 0.00 1.00

........................................................................................AGTCGGGTACATATTGCACAAGA.................................................. 23 0 1 1.00 1 0.00 0.00 1.00 0.00

...........................................................................TCAAGTGGCTTCCAGTCGGG.................................................................. 20 0 1 1.00 1 0.00 0.00 1.00 0.00

.................................................................................GGCTTCCAGTCGGGTACATATTGCACAAG................................................... 29 0 1 1.00 1 0.00 0.00 0.00 1.00

........................................................................................AGTCGGGTACATATTGCA....................................................... 18 0 1 1.00 1 0.00 0.00 0.00 1.00

.................................................TCGTGCAATAATTTCCTCGATTGG........................................................................................ 24 0 1 1.00 1 0.00 1.00 0.00 1.00

.............CCGTTATTAATTCACAGGTGA............................................................................................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

........................................................................GCATCAAGTGGCTTCCAGTCG.................................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

....................................AATCCGATATTTGTCGTGCAAT....................................................................................................... 22 0 1 1.00 1 0.00 0.00 0.00 1.00

............................................................TTTCCTCGATTGGCATCAAGTG............................................................................... 22 0 1 1.00 1 0.00 0.00 0.00 1.00

................................................................................TGGCTTCCAGTCGGGTACATATTGC........................................................ 25 0 1 1.00 1 0.00 0.00 0.00 1.00

Anti-sense strand reads

GATGAGTAATTTACCGTTATTAATTCACAGGTGAAAAATCCGATATTTGTCGTGCAATAATTTCCTCGATTGGCATCAAGTGGCTTCCAGTCGGGTACATATTGCACAAGAAATGTTATACGCATAATGTGCACGCAAATTAAACGAATTCTCTATGAAAA

***********************************......(((((((...((((((((....((.(((((((..((....))...)))))))))....))))))))...)))))))........************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

.....................AATTCACAGGTGAAAAATCCGA...................................................................................................................... 22 0 1 8.00 8 0.00 0.00 0.00 8.00

......................ATTCACAGGTGAAAAATC......................................................................................................................... 18 0 1 6.00 6 0.00 0.00 0.00 6.00

......................ATTCACAGGTGAAAAATCCGATAT................................................................................................................... 24 0 1 5.00 5 0.00 0.00 0.00 5.00

......................ATTCACAGGTGAAAAATCCGATATT.................................................................................................................. 25 0 1 3.00 3 0.00 0.00 0.00 3.00

...................................................GTGCAATAATTTCCTCGATT.......................................................................................... 20 0 1 2.00 2 0.00 0.00 0.00 2.00

........................................................................GCATCAAGTGGCTTCCAGTCGGGTAC............................................................... 26 0 1 1.00 1 0.00 0.00 0.00 1.00

......................................................................TGGCATCAAGTGGCTTCCAGTCGGGT................................................................. 26 0 1 1.00 1 0.00 0.00 0.00 1.00

......................ATTCACAGGTGAAAAATCCGATATTTG................................................................................................................ 27 0 1 1.00 1 0.00 0.00 0.00 1.00

......................................................................................................................TACGCATAATGTGCACGCAAA...................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

..........................ACAGGTGAAAAATCCGATATTTGTC.............................................................................................................. 25 0 1 1.00 1 0.00 0.00 0.00 1.00

.................................................................................GGCTTCCAGTCGGGTACATA............................................................ 20 0 1 1.00 1 0.00 0.00 0.00 1.00

..............................................................................AGTGGCTTCCAGTCGGGTACATATTG......................................................... 26 0 1 1.00 1 0.00 0.00 0.00 1.00

.....................AATTCACAGGTGAAAAATCCGATA.................................................................................................................... 24 0 1 1.00 1 0.00 0.00 0.00 1.00

.....................AATTCACAGGTGAAAAATCCGATATT.................................................................................................................. 26 0 1 1.00 1 0.00 0.00 0.00 1.00

.............................................................................AAGTGGCTTCCAGTCGGGTACATA............................................................ 24 0 1 1.00 1 0.00 0.00 0.00 1.00

....AGTAATTTACCGTTATTAAT......................................................................................................................................... 20 0 1 1.00 1 0.00 0.00 0.00 1.00

..................ATTAATTCACAGGTGAAAAATCCGA...................................................................................................................... 25 0 1 1.00 1 0.00 0.00 0.00 1.00
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ID:

dme-mir-9375
Coordinate:

chr3R:2277273-2277331 -
Confidence:

Novel miRNA [View on UCSC Genome Browser]

Legend: mature star

Predicted structure

Sense Strand Reads

GATTAGTTTGTGTGTTATATATTAAGTAGTCCTTTATTATTGTTCCTGTTCCGAGTATATGGAATTTCTGTTTTGCCTAGTATGAACCGAAACTCGATATAATTCAGAAACTGGTTCATAAGCCTCTTGACGTCCCCCGCACATGAGCTTTCTCTTCGT

***********************************.(((.((..((.((((.((((((((.((.((((.(((((((...))).)))).)))).)).)))).)))).)).)).))..)))))..************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

..................................................CCGAGTATATGGAATTTCTGTT....................................................................................... 22 0 1 175.00 175 1.00 0.00 17.00 158.00

......................................................................................CCGAAACTCGATATAATTCAGA................................................... 22 0 1 106.00 106 3.00 0.00 30.00 76.00

......................................................................................CCGAAACTCGATATAATTCAGAAA................................................. 24 0 1 71.00 71 2.00 0.00 4.00 67.00

......................................................................................CCGAAACTCGATATAATTCAGAA.................................................. 23 0 1 45.00 45 1.00 0.00 7.00 38.00

......................................................................................CCGAAACTCGATATAATTCAG.................................................... 21 0 1 26.00 26 0.00 0.00 15.00 11.00

..................................................CCGAGTATATGGAATTTCTGT........................................................................................ 21 0 1 26.00 26 1.00 0.00 3.00 23.00

...................................................CGAGTATATGGAATTTCTGTT....................................................................................... 21 0 1 24.00 24 0.00 0.00 5.00 19.00

...................................................CGAGTATATGGAATTTCTGTTT...................................................................................... 22 0 1 14.00 14 0.00 0.00 3.00 11.00

.....................................................................................ACCGAAACTCGATATAATTCAGA................................................... 23 0 1 7.00 7 0.00 0.00 0.00 7.00

......................................................GTATATGGAATTTCTGTTTTGC................................................................................... 22 0 1 6.00 6 0.00 0.00 0.00 6.00

..................................................CCGAGTATATGGAATTTCTG......................................................................................... 20 0 1 6.00 6 1.00 0.00 2.00 4.00

..................................................CCGAGTATATGGAATTTCTGTTTTGCC.................................................................................. 27 0 1 4.00 4 0.00 0.00 0.00 4.00

...................................................CGAGTATATGGAATTTCTGT........................................................................................ 20 0 1 4.00 4 0.00 0.00 2.00 2.00

......................................................................................CCGAAACTCGATATAATTCA..................................................... 20 0 1 4.00 4 0.00 0.00 1.00 3.00

........................................................................................................CAGAAACTGGTTCATAAGCCTCTTGACG........................... 28 0 1 4.00 4 0.00 0.00 4.00 0.00

...................................................................................................TAATTCAGAAACTGGTTCATAAGCCTCT................................ 28 0 1 3.00 3 0.00 0.00 2.00 1.00

............................................................................................................................TCTTGACGTCCCCCGCACATGAGCTT......... 26 0 1 3.00 3 0.00 0.00 3.00 0.00

..............................................TGTTCCGAGTATATGGAATTTCTGTTTTG.................................................................................... 29 0 1 2.00 2 0.00 0.00 2.00 0.00

.................................................TCCGAGTATATGGAATTTCTGTTTTGCC.................................................................................. 28 0 1 2.00 2 0.00 0.00 2.00 0.00

.......................................................................................................TCAGAAACTGGTTCATAAGCCTCTTG.............................. 26 0 1 2.00 2 0.00 0.00 2.00 0.00

....................................................GAGTATATGGAATTTCTGTT....................................................................................... 20 0 1 2.00 2 0.00 0.00 0.00 2.00

.............................................................................................................ACTGGTTCATAAGCCTCTTGACGTC......................... 25 0 1 2.00 2 0.00 0.00 2.00 0.00

.................TATATTAAGTAGTCCTTTATT......................................................................................................................... 21 0 1 2.00 2 0.00 0.00 0.00 2.00

..................................................CCGAGTATATGGAATTTCTGTTT...................................................................................... 23 0 1 2.00 2 0.00 0.00 0.00 2.00

............................................................................................................................TCTTGACGTCCCCCGCACATGAGCTTT........ 27 0 1 2.00 2 0.00 0.00 1.00 1.00

......................................................................TTTTGCCTAGTATGAACCGAAACTC................................................................ 25 0 1 2.00 2 0.00 0.00 0.00 2.00

..................................................................................................................TTCATAAGCCTCTTGACGTCC........................ 21 0 1 2.00 2 0.00 2.00 0.00 2.00

..................................................CCGAGTATATGGAATTTCT.......................................................................................... 19 0 1 2.00 2 0.00 0.00 2.00 0.00

................................................................................................................................GACGTCCCCCGCACATGAGCT.......... 21 0 1 2.00 2 0.00 0.00 1.00 1.00

......................................ATTGTTCCTGTTCCGAGTA...................................................................................................... 19 0 1 2.00 2 0.00 0.00 0.00 2.00

................................................................................TATGAACCGAAACTCGATATAATTCAGA................................................... 28 0 1 2.00 2 0.00 0.00 2.00 0.00

..................................................CCGAGTATATGGAATTTCTGTTTTGC................................................................................... 26 0 1 2.00 2 0.00 0.00 0.00 2.00

...............................................................................................................................TGACGTCCCCCGCACATGAGCTTTCT...... 26 0 1 2.00 2 0.00 0.00 2.00 0.00

...Table truncated...

Anti-sense strand reads

GATTAGTTTGTGTGTTATATATTAAGTAGTCCTTTATTATTGTTCCTGTTCCGAGTATATGGAATTTCTGTTTTGCCTAGTATGAACCGAAACTCGATATAATTCAGAAACTGGTTCATAAGCCTCTTGACGTCCCCCGCACATGAGCTTTCTCTTCGT

***********************************.(((.((..((.((((.((((((((.((.((((.(((((((...))).)))).)))).)).)))).)))).)).)).))..)))))..************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

......................................................................................................TTCAGAAACTGGTTCATAAGCCTCTTG.............................. 27 0 1 2.00 2 0.00 0.00 2.00 0.00

.........................................................................................................................GCCTCTTGACGTCCCCCGCACATGA............. 25 0 1 2.00 2 0.00 0.00 2.00 0.00

............................GTCCTTTATTATTGTTCCTGTTCCGAGTA...................................................................................................... 29 0 1 2.00 2 0.00 0.00 2.00 0.00

.........................................................................................................AGAAACTGGTTCATAAGCCTCTTGA............................. 25 0 1 2.00 2 0.00 0.00 2.00 0.00

.................................................................................................................................ACGTCCCCCGCACATGAGCTTTC....... 23 0 1 1.00 1 0.00 0.00 1.00 0.00

............................................CCTGTTCCGAGTATATGGAAT.............................................................................................. 21 0 1 1.00 1 0.00 0.00 0.00 1.00

.........................................................................................AAACTCGATATAATTCAGAAA................................................. 21 0 1 1.00 1 0.00 0.00 0.00 1.00

.............................................CTGTTCCGAGTATATGGAATTTCTGTT....................................................................................... 27 0 1 1.00 1 0.00 0.00 0.00 1.00

.....................................................................................ACCGAAACTCGATATAATTCAGAA.................................................. 24 0 1 1.00 1 0.00 0.00 0.00 1.00

..................................................................TCTGTTTTGCCTAGTATGAACCGAA.................................................................... 25 0 1 1.00 1 0.00 0.00 0.00 1.00

........................................................................................................................AGCCTCTTGACGTCCCCCGCACATGA............. 26 0 1 1.00 1 0.00 0.00 1.00 0.00

.................................................................TTCTGTTTTGCCTAGTATGAACCGAAACTC................................................................ 30 0 1 1.00 1 0.00 0.00 0.00 1.00

.....................................................................................ACCGAAACTCGATATAATTCAGAAA................................................. 25 0 1 1.00 1 0.00 0.00 0.00 1.00

......................................................................................................................................CCCCGCACATGAGCTTTCTCTTC.. 23 0 1 1.00 1 0.00 0.00 1.00 0.00
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ID:

dme-mir-9376
Coordinate:

chr2R:18834390-18834465 +
Confidence:

Novel miRNA [View on UCSC Genome Browser]

Legend: mature star

Predicted structure

Sense Strand Reads

AACCCCAATGGGGCGGACCATGGGGGCTGGGTATTCCGGGGGCTGTGACCATAGCCAGCATGGCCAAAGCGCTGTGCTTAAGTGGTCCAAGCGACCGAAAGCACTTTGACCATGCGGTGGTGGCCAAATCCCCGACGGGCTTCCTCCAATCCACACACTATTCTACGGCTTCTAAA

***********************************(((((((...((.((((.(((.((((((.(((((.(((.........(((((.....)))))..))).))))).))))))))).)))).))...))))..)))..************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

..................................................ATAGCCAGCATGGCCAAAGCGCT....................................................................................................... 23 0 1 168.00 168 4.00 0.00 100.00 68.00

..................................................ATAGCCAGCATGGCCAAAGCGC........................................................................................................ 22 0 1 41.00 41 2.00 0.00 23.00 18.00

........................................................................................................TTTGACCATGCGGTGGTGGCC................................................... 21 0 1 33.00 33 1.00 0.00 26.00 7.00

.......................................................................................................CTTTGACCATGCGGTGGTGGCC................................................... 22 0 1 22.00 22 0.00 0.00 20.00 2.00

..................................................ATAGCCAGCATGGCCAAAGCG......................................................................................................... 21 0 1 9.00 9 1.00 0.00 3.00 6.00

........................................................................................................TTTGACCATGCGGTGGTGGC.................................................... 20 0 1 7.00 7 0.00 0.00 3.00 4.00

................................................CCATAGCCAGCATGGCCAAAGCG......................................................................................................... 23 0 1 3.00 3 0.00 0.00 1.00 2.00

.......................................................................................................CTTTGACCATGCGGTGGTGGC.................................................... 21 0 1 2.00 2 0.00 0.00 2.00 0.00

................................................CCATAGCCAGCATGGCCAAAGC.......................................................................................................... 22 0 1 2.00 2 0.00 0.00 2.00 0.00

........................................................................................................TTTGACCATGCGGTGGTGG..................................................... 19 0 1 2.00 2 0.00 0.00 2.00 0.00

.....................................................................................................CACTTTGACCATGCGGTGGTGG..................................................... 22 0 1 2.00 2 0.00 0.00 2.00 0.00

...................................................TAGCCAGCATGGCCAAAGCGCT....................................................................................................... 22 0 1 2.00 2 0.00 0.00 2.00 0.00

....................................................AGCCAGCATGGCCAAAGCGCT....................................................................................................... 21 0 1 1.00 1 0.00 0.00 1.00 0.00

......................................................................................................ACTTTGACCATGCGGTGG........................................................ 18 0 1 1.00 1 0.00 0.00 1.00 0.00

..........................................................................TGCTTAAGTGGTCCAAGCGACCGAA............................................................................. 25 0 1 1.00 1 0.00 0.00 0.00 1.00

........................................................................................................TTTGACCATGCGGTGGTGGCCA.................................................. 22 0 1 1.00 1 0.00 0.00 0.00 1.00

.......................................................................................................CTTTGACCATGCGGTGGTGG..................................................... 20 0 1 1.00 1 0.00 0.00 0.00 1.00

Anti-sense strand reads

AACCCCAATGGGGCGGACCATGGGGGCTGGGTATTCCGGGGGCTGTGACCATAGCCAGCATGGCCAAAGCGCTGTGCTTAAGTGGTCCAAGCGACCGAAAGCACTTTGACCATGCGGTGGTGGCCAAATCCCCGACGGGCTTCCTCCAATCCACACACTATTCTACGGCTTCTAAA

***********************************(((((((...((.((((.(((.((((((.(((((.(((.........(((((.....)))))..))).))))).))))))))).)))).))...))))..)))..************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

........................................................................................................................TGGCCAAATCCCCGACGGGCT................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

..........................................................................................................................................GCTTCCTCCAATCCACACACTAT............... 23 0 1 1.00 1 0.00 0.00 0.00 1.00
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ID:

dme-mir-9377
Coordinate:

chrX:12559250-12559301 +
Confidence:

Novel miRNA [View on UCSC Genome Browser]

Legend: mature star

Predicted structure

Sense Strand Reads

CTCGCCCACACCAACGCATTTGGCAGTATGCCCCCACTCCTCGGCGCTCTCGCTCTTTCTCTCTATCTGGCCTGGCCTGGCTTGATGGGGAGAAGGAGAGGGAGACCGAGCGAGCGAGCCAGGCAGGCGTGCGCAGTGGGGCCCATTTACCG

***********************************.((((((((..(((((.(((((((((((((((.((((......)))).))))))))))))))).))))).))))).)))..************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

................................................................................CTTGATGGGGAGAAGGAGAGG................................................... 21 0 1 75.00 75 1.00 0.00 62.00 13.00

................................................................................CTTGATGGGGAGAAGGAGAGGG.................................................. 22 0 1 43.00 43 0.00 0.00 37.00 6.00

................................................................................CTTGATGGGGAGAAGGAGA..................................................... 19 0 1 18.00 18 0.00 0.00 14.00 4.00

................................................................................CTTGATGGGGAGAAGGAGAG.................................................... 20 0 1 16.00 16 1.00 0.00 13.00 3.00

..................................................CGCTCTTTCTCTCTATCTGGCC................................................................................ 22 0 1 11.00 11 0.00 0.00 6.00 5.00

.................................................................................TTGATGGGGAGAAGGAGAGG................................................... 20 0 1 8.00 8 1.00 0.00 6.00 2.00

.................................................................................TTGATGGGGAGAAGGAGAGGGA................................................. 22 0 1 6.00 6 0.00 0.00 3.00 3.00

................................................................................CTTGATGGGGAGAAGGAG...................................................... 18 0 1 5.00 5 0.00 0.00 4.00 1.00

.................................................................................TTGATGGGGAGAAGGAGAGGG.................................................. 21 0 1 4.00 4 0.00 0.00 4.00 0.00

.................................................................................TTGATGGGGAGAAGGAGAG.................................................... 19 0 1 4.00 4 0.00 0.00 4.00 0.00

..................................................CGCTCTTTCTCTCTATCTGG.................................................................................. 20 0 1 4.00 4 0.00 1.00 2.00 2.00

.................................................................................TTGATGGGGAGAAGGAGA..................................................... 18 0 1 4.00 4 0.00 0.00 4.00 0.00

.......................................................................................................GACCGAGCGAGCGAGCCAG.............................. 19 0 1 3.00 3 0.00 0.00 0.00 3.00

...................................................................................GATGGGGAGAAGGAGAGGG.................................................. 19 0 1 3.00 3 0.00 0.00 0.00 3.00

..................................................CGCTCTTTCTCTCTATCTGGC................................................................................. 21 0 1 3.00 3 0.00 0.00 0.00 3.00

................................................................................CTTGATGGGGAGAAGGAGAGGGA................................................. 23 0 1 3.00 3 0.00 0.00 1.00 2.00

........................................................................................................ACCGAGCGAGCGAGCCAGGC............................ 20 0 1 2.00 2 0.00 0.00 2.00 0.00

..................TTTGGCAGTATGCCCCCACTCCTCGGC........................................................................................................... 27 0 1 2.00 2 0.00 0.00 0.00 2.00

.............................................................................TGGCTTGATGGGGAGAAGGAGA..................................................... 22 0 1 2.00 2 0.00 0.00 2.00 0.00

..................................................................................TGATGGGGAGAAGGAGAGGGAGA............................................... 23 0 1 2.00 2 0.00 0.00 2.00 0.00

...................................................GCTCTTTCTCTCTATCTGGCC................................................................................ 21 0 1 2.00 2 0.00 0.00 0.00 2.00

..................................................................................TGATGGGGAGAAGGAGAGGGAG................................................ 22 0 1 2.00 2 0.00 0.00 2.00 0.00

............................................................................................................................AGGCGTGCGCAGTGGGGC.......... 18 0 1 2.00 2 0.00 0.00 1.00 1.00

...............................................................................GCTTGATGGGGAGAAGGA....................................................... 18 0 1 1.00 1 0.00 0.00 1.00 0.00

................................................................................................................AGCGAGCCAGGCAGGCGTGCG................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

.............................................................................................................GCGAGCGAGCCAGGCAGGCGT...................... 21 0 1 1.00 1 0.00 0.00 1.00 0.00

.....................................................................................................GAGACCGAGCGAGCGAGCCAGGCA........................... 24 0 1 1.00 1 0.00 0.00 0.00 1.00

........................................................................TGGCCTGGCTTGATGGGGAG............................................................ 20 0 1 1.00 1 0.00 0.00 1.00 0.00

.....................................................TCTTTCTCTCTATCTGGCCTGGCCTG......................................................................... 26 0 1 1.00 1 0.00 0.00 0.00 1.00

...................................ACTCCTCGGCGCTCTCGCT.................................................................................................. 19 0 1 1.00 1 0.00 0.00 0.00 1.00

..............................................................................GGCTTGATGGGGAGAAGG........................................................ 18 0 1 1.00 1 0.00 0.00 1.00 0.00

..................................................CGCTCTTTCTCTCTATCTG................................................................................... 19 0 1 1.00 1 0.00 0.00 0.00 1.00

...................................................GCTCTTTCTCTCTATCTGG.................................................................................. 19 0 1 1.00 1 0.00 0.00 0.00 1.00

.............................................................................TGGCTTGATGGGGAGAAGGAGAGG................................................... 24 0 1 1.00 1 0.00 0.00 0.00 1.00

...........................................GCGCTCTCGCTCTTTCTC........................................................................................... 18 0 1 1.00 1 0.00 0.00 0.00 1.00

........................................................................................................ACCGAGCGAGCGAGCCAGGCAGGCGTGC.................... 28 0 1 1.00 1 0.00 0.00 1.00 0.00

.........................................CGGCGCTCTCGCTCTTTC............................................................................................. 18 0 1 1.00 1 0.00 0.00 0.00 1.00

....................................................................GGCCTGGCCTGGCTTGATGGGGAG............................................................ 24 0 1 1.00 1 0.00 0.00 0.00 1.00

.........................................................................................................CCGAGCGAGCGAGCCAGGCAGGCGTG..................... 26 0 1 1.00 1 0.00 0.00 1.00 0.00

...................................................GCTCTTTCTCTCTATCTGGC................................................................................. 20 0 1 1.00 1 0.00 0.00 0.00 1.00

.......................................................................................GGGAGAAGGAGAGGGAGA............................................... 18 0 1 1.00 1 0.00 0.00 0.00 1.00

.....................................................................................................................GCCAGGCAGGCGTGCGCAGTGGGGCCCA....... 28 0 1 1.00 1 0.00 0.00 1.00 0.00

............................................................................................AAGGAGAGGGAGACCGA........................................... 17 0 1 1.00 1 0.00 0.00 0.00 1.00

..........................................................................................AGAAGGAGAGGGAGACCGAGCGAGCG.................................... 26 0 1 1.00 1 0.00 0.00 0.00 1.00

...................................ACTCCTCGGCGCTCTCGCTCTTTC............................................................................................. 24 0 1 1.00 1 0.00 0.00 0.00 1.00

......................................................................CCTGGCCTGGCTTGATGGG............................................................... 19 0 1 1.00 1 0.00 0.00 0.00 1.00

..............................................................................GGCTTGATGGGGAGAAG......................................................... 17 0 1 1.00 1 0.00 0.00 0.00 1.00

.........................................................................................................CCGAGCGAGCGAGCCAGGCAGGCGT...................... 25 0 1 1.00 1 0.00 0.00 0.00 1.00

Anti-sense strand reads

CTCGCCCACACCAACGCATTTGGCAGTATGCCCCCACTCCTCGGCGCTCTCGCTCTTTCTCTCTATCTGGCCTGGCCTGGCTTGATGGGGAGAAGGAGAGGGAGACCGAGCGAGCGAGCCAGGCAGGCGTGCGCAGTGGGGCCCATTTACCG

***********************************.((((((((..(((((.(((((((((((((((.((((......)))).))))))))))))))).))))).))))).)))..************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

...........................................GCGCTCTCGCTCTTTCTCTCTATC..................................................................................... 24 0 1 1.00 1 0.00 0.00 0.00 1.00

.........................................CGGCGCTCTCGCTCTTTCTCT.......................................................................................... 21 0 1 1.00 1 0.00 0.00 1.00 0.00

.............................................GCTCTCGCTCTTTCTCTCTAT...................................................................................... 21 0 1 1.00 1 0.00 0.00 1.00 0.00

.....................................................TCTTTCTCTCTATCTGGCCTGGCCTGG........................................................................ 27 0 1 1.00 1 0.00 0.00 1.00 0.00

...GCCCACACCAACGCATTTGGC................................................................................................................................ 21 0 1 1.00 1 0.00 0.00 1.00 0.00

.TCGCCCACACCAACGCAT..................................................................................................................................... 18 0 1 1.00 1 0.00 0.00 1.00 0.00

........................................................................TGGCCTGGCTTGATGGGGAGA........................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

..............................................CTCTCGCTCTTTCTCTCTATCT.................................................................................... 22 0 1 1.00 1 0.00 0.00 1.00 0.00
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ID:

dme-mir-9378
Coordinate:

chr2L:10751877-10751938 -
Confidence:

Novel miRNA [View on UCSC Genome Browser]

Legend: mature star

Predicted structure

Sense Strand Reads

TGAAATGCGTGCGGTGTGTGCTCACATTATCGATTTCCCCCGATTTCTGGAGTGGAGTGAGACCTCGAGTTCGGGCAAATCTGATAGCCGAACGGGAGTTTCCTCCATTGGGAACTCGAGCTGGGGGCTTCATCCATGGGGCACAGCGCTACTAAGAAGTAA

***********************************.(((((((.((((..(((((((.(((((.((..((((((.............))))))..)))))))))))))).)))).)))....))))************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

..................................................AGTGGAGTGAGACCTCGAGTTCGG........................................................................................ 24 0 1 95.00 95 0.00 0.00 18.00 77.00

..................................................AGTGGAGTGAGACCTCGAGTTCG......................................................................................... 23 0 1 38.00 38 1.00 0.00 7.00 31.00

..................................................AGTGGAGTGAGACCTCGAGTTC.......................................................................................... 22 0 1 25.00 25 1.00 0.00 7.00 18.00

.........................................................................................GAACGGGAGTTTCCTCCATTGG................................................... 22 0 1 12.00 12 0.00 0.00 2.00 10.00

..................................................AGTGGAGTGAGACCTCGAGT............................................................................................ 20 0 1 9.00 9 0.00 0.00 2.00 7.00

..........................................................................................AACGGGAGTTTCCTCCATTGG................................................... 21 0 1 8.00 8 0.00 0.00 2.00 6.00

..................................................AGTGGAGTGAGACCTCGAGTT........................................................................................... 21 0 1 4.00 4 0.00 0.00 1.00 3.00

.....TGCGTGCGGTGTGTGCTCACATTATC................................................................................................................................... 26 0 1 3.00 3 0.00 0.00 2.00 1.00

....................................................................................TAGCCGAACGGGAGTTTCCTCCATT..................................................... 25 0 1 2.00 2 0.00 0.00 0.00 2.00

.......................................................................................................TCCATTGGGAACTCGAGCTGGGGGCT................................. 26 0 1 2.00 2 0.00 0.00 1.00 1.00

...........................................TTTCTGGAGTGGAGTGAGACCTCGAGT............................................................................................ 27 0 1 2.00 2 0.00 0.00 2.00 0.00

.....TGCGTGCGGTGTGTGCTCACATT...................................................................................................................................... 23 0 1 2.00 2 0.00 0.00 0.00 2.00

.....................................................................TTCGGGCAAATCTGATAGCCGAACGGGAG................................................................ 29 0 1 2.00 2 0.00 0.00 2.00 0.00

................................................................................................................................TTCATCCATGGGGCACAGCGCTAC.......... 24 0 1 2.00 2 0.00 0.00 0.00 2.00

.................................................................................TGATAGCCGAACGGGAGTTTCCT.......................................................... 23 0 1 1.00 1 0.00 0.00 0.00 1.00

...............................................................................TCTGATAGCCGAACGGGAGTTTCCT.......................................................... 25 0 1 1.00 1 0.00 0.00 0.00 1.00

..................................................AGTGGAGTGAGACCTCGA.............................................................................................. 18 0 1 1.00 1 0.00 0.00 0.00 1.00

..................................TTCCCCCGATTTCTGGAGTGGAGTGA...................................................................................................... 26 0 1 1.00 1 0.00 0.00 0.00 1.00

........................................................................................................CCATTGGGAACTCGAGCTGGGGGC.................................. 24 0 1 1.00 1 0.00 0.00 0.00 1.00

..............................................................................ATCTGATAGCCGAACGGGAGT............................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

.........................................................................................................CATTGGGAACTCGAGCTGGGGGCTTC............................... 26 0 1 1.00 1 0.00 0.00 1.00 0.00

.........................................................................................................CATTGGGAACTCGAGCTGGGGGC.................................. 23 0 1 1.00 1 0.00 0.00 0.00 1.00

.......CGTGCGGTGTGTGCTCACATTATCGAT................................................................................................................................ 27 0 1 1.00 1 0.00 0.00 0.00 1.00

............................................TTCTGGAGTGGAGTGAGACCT................................................................................................. 21 0 1 1.00 1 0.00 0.00 0.00 1.00

.........................................................................................................CATTGGGAACTCGAGCTGGGGGCT................................. 24 0 1 1.00 1 0.00 0.00 0.00 1.00

..................................................AGTGGAGTGAGACCTCGAGTTCGGG....................................................................................... 25 0 1 1.00 1 0.00 0.00 0.00 1.00

..........................................ATTTCTGGAGTGGAGTGAGAC................................................................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

.......................................................................................................TCCATTGGGAACTCGAGCTGG...................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

...................................................................................................TTCCTCCATTGGGAACTCGAG.......................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

....................................................................................................................................TCCATGGGGCACAGCGCTACTAAGAAG... 27 0 1 1.00 1 0.00 0.00 0.00 1.00

..........................TTATCGATTTCCCCCGATTTCTGG................................................................................................................ 24 0 1 1.00 1 0.00 0.00 0.00 1.00

..........................................................GAGACCTCGAGTTCGGGCAAATCTGA.............................................................................. 26 0 1 1.00 1 0.00 0.00 0.00 1.00

........................................................GTGAGACCTCGAGTTCGGGCA..................................................................................... 21 0 1 1.00 1 0.00 0.00 1.00 0.00

.........................................................................................GAACGGGAGTTTCCTCCATTG.................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

........................................CGATTTCTGGAGTGGAGTGA...................................................................................................... 20 0 1 1.00 1 0.00 0.00 0.00 1.00

............................................................................................................TGGGAACTCGAGCTGGGGGCTTCA.............................. 24 0 1 1.00 1 0.00 0.00 0.00 1.00

...........................................................................................................TTGGGAACTCGAGCTGGGGGCTTCA.............................. 25 0 1 1.00 1 0.00 0.00 1.00 0.00

.............................................TCTGGAGTGGAGTGAGACCTCGAGTT........................................................................................... 26 0 1 1.00 1 0.00 0.00 0.00 1.00

.......................................................................................................TCCATTGGGAACTCGAGCTGGGGGC.................................. 25 0 1 1.00 1 0.00 0.00 0.00 1.00

...................................................GTGGAGTGAGACCTCGAGTTC.......................................................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

.............................................TCTGGAGTGGAGTGAGACCTCGAGT............................................................................................ 25 0 1 1.00 1 0.00 0.00 0.00 1.00

..................................................AGTGGAGTGAGACCTCG............................................................................................... 17 0 1 1.00 1 0.00 0.00 0.00 1.00

.........................................................................................GAACGGGAGTTTCCTCCATTGGG.................................................. 23 0 1 1.00 1 0.00 0.00 0.00 1.00

.....................................................................TTCGGGCAAATCTGATAGCCGAACGG................................................................... 26 0 1 1.00 1 0.00 0.00 0.00 1.00

...............................................................CTCGAGTTCGGGCAAATCTGATAGC.......................................................................... 25 0 1 1.00 1 0.00 0.00 0.00 1.00

............................................................................AAATCTGATAGCCGAACGGGAGTT.............................................................. 24 0 1 1.00 1 0.00 0.00 0.00 1.00

....................................................................................................TCCTCCATTGGGAACTCGAGCTGGGGGC.................................. 28 0 1 1.00 1 0.00 0.00 0.00 1.00

.................................................................................TGATAGCCGAACGGGAGTTTC............................................................ 21 0 1 1.00 1 0.00 0.00 0.00 1.00

....................CTCACATTATCGATTTCCCCCGATTTC................................................................................................................... 27 0 1 1.00 1 0.00 0.00 0.00 1.00

.............GTGTGTGCTCACATTATCGATTTCC............................................................................................................................ 25 0 1 1.00 1 0.00 0.00 0.00 1.00

.....................................................................................................CCTCCATTGGGAACTCGAGCTGGGGGC.................................. 27 0 1 1.00 1 0.00 0.00 0.00 1.00

..................................................AGTGGAGTGAGACCTCGAGTTCGGGC...................................................................................... 26 0 1 1.00 1 0.00 0.00 0.00 1.00

..................................................................................GATAGCCGAACGGGAGTTTCCT.......................................................... 22 0 1 1.00 1 0.00 0.00 0.00 1.00

.................................................GAGTGGAGTGAGACCTCGAGTTCGG........................................................................................ 25 0 1 1.00 1 0.00 0.00 0.00 1.00

.....................................................................................................CCTCCATTGGGAACTCGAGCT........................................ 21 0 1 1.00 1 0.00 0.00 0.00 1.00

......................................CCCGATTTCTGGAGTGGAGTGAGACCT................................................................................................. 27 0 1 1.00 1 0.00 0.00 0.00 1.00

................................................................TCGAGTTCGGGCAAATCTGATAGCCGA....................................................................... 27 0 1 1.00 1 0.00 0.00 0.00 1.00

..............................................................................ATCTGATAGCCGAACGGG.................................................................. 18 0 1 1.00 1 0.00 0.00 1.00 0.00

....................................................TGGAGTGAGACCTCGAGTTCGG........................................................................................ 22 0 1 1.00 1 0.00 0.00 0.00 1.00

Anti-sense strand reads

TGAAATGCGTGCGGTGTGTGCTCACATTATCGATTTCCCCCGATTTCTGGAGTGGAGTGAGACCTCGAGTTCGGGCAAATCTGATAGCCGAACGGGAGTTTCCTCCATTGGGAACTCGAGCTGGGGGCTTCATCCATGGGGCACAGCGCTACTAAGAAGTAA

***********************************.(((((((.((((..(((((((.(((((.((..((((((.............))))))..)))))))))))))).)))).)))....))))************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

...................................TCCCCCGATTTCTGGAGT............................................................................................................. 18 0 1 2.00 2 0.00 0.00 2.00 0.00

.......................................................................................CCGAACGGGAGTTTCCTCCAT...................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

...................GCTCACATTATCGATTTCCCC.......................................................................................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

......................................................................................GCCGAACGGGAGTTTCCTCCA....................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

.............................................................................................................................................CACAGCGCTACTAAGAAGT.. 19 0 1 1.00 1 0.00 0.00 1.00 0.00

....................................................................................................................................TCCATGGGGCACAGCGCTACT......... 21 0 1 1.00 1 0.00 0.00 1.00 0.00
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ID:

dme-mir-9379
Coordinate:

chr2R:9740350-9740406 -
Confidence:

Novel miRNA [View on UCSC Genome Browser]

Legend: mature star

Predicted structure

Sense Strand Reads

AAATGAACAATTTACCATAATTTGTCATTAGTATATGAGGTATGCTAGTCCGCATGTCAGGTGGTAATCCATTAGTATAAACATGGTATGGCCACTTGACAGTCGGCTTGCTAGCCCGATTATCCTCCTATTTCTAATCGAAACAAAATAAGTGCTT

***********************************...(((..((.((.(((..(((((((((((...((((..((....))))))....)))))))))))..))))).))..))).....************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

......................................................................................TATGGCCACTTGACAGTCGG................................................... 20 0 1 63.00 63 0.00 0.00 51.00 12.00

..................................................CGCATGTCAGGTGGTAATCCA...................................................................................... 21 0 1 61.00 61 0.00 0.00 54.00 7.00

.....................................................................................GTATGGCCACTTGACAGTCGGC.................................................. 22 0 1 25.00 25 0.00 0.00 8.00 17.00

.....................................................................................GTATGGCCACTTGACAGTCGG................................................... 21 0 1 22.00 22 1.00 0.00 17.00 5.00

......................................................................................TATGGCCACTTGACAGTCGGCT................................................. 22 0 1 16.00 16 0.00 0.00 9.00 7.00

......................................................................................TATGGCCACTTGACAGTCGGC.................................................. 21 0 1 12.00 12 0.00 0.00 0.00 12.00

.....................................................................................GTATGGCCACTTGACAGTCG.................................................... 20 0 1 11.00 11 0.00 0.00 9.00 2.00

......................................................................................TATGGCCACTTGACAGTCG.................................................... 19 0 1 8.00 8 3.00 0.00 2.00 6.00

..................................................CGCATGTCAGGTGGTAATCC....................................................................................... 20 0 1 8.00 8 0.00 0.00 5.00 3.00

..................................................CGCATGTCAGGTGGTAATC........................................................................................ 19 0 1 5.00 5 0.00 0.00 3.00 2.00

......................................................................................TATGGCCACTTGACAGTCGGCTT................................................ 23 0 1 4.00 4 0.00 0.00 2.00 2.00

.............................................TAGTCCGCATGTCAGGTGGTAAT......................................................................................... 23 0 1 3.00 3 0.00 0.00 3.00 0.00

.................................................CCGCATGTCAGGTGGTAATCC....................................................................................... 21 0 1 2.00 2 0.00 0.00 1.00 1.00

.....................................................................................GTATGGCCACTTGACAGTCGGCTT................................................ 24 0 1 2.00 2 0.00 0.00 1.00 1.00

...........................................................................................CCACTTGACAGTCGGCTTGCTAGCCCGA...................................... 28 0 1 2.00 2 0.00 0.00 0.00 2.00

...................................................GCATGTCAGGTGGTAATCCA...................................................................................... 20 0 1 2.00 2 0.00 0.00 2.00 0.00

.....................................................................................GTATGGCCACTTGACAGTCGGCT................................................. 23 0 1 2.00 2 0.00 0.00 0.00 2.00

.............................................................................................ACTTGACAGTCGGCTTGCT............................................. 19 0 1 1.00 1 0.00 0.00 0.00 1.00

....................TTTGTCATTAGTATATGAGGTATGC................................................................................................................ 25 0 1 1.00 1 0.00 0.00 0.00 1.00

................................................TCCGCATGTCAGGTGGTAAT......................................................................................... 20 0 1 1.00 1 0.00 0.00 0.00 1.00

.............................................................................................ACTTGACAGTCGGCTTGCTAGCCCGA...................................... 26 0 1 1.00 1 0.00 0.00 0.00 1.00

.............................................TAGTCCGCATGTCAGGTGGTA........................................................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

.................TAATTTGTCATTAGTATATGAGGTA................................................................................................................... 25 0 1 1.00 1 0.00 0.00 0.00 1.00

........................................TATGCTAGTCCGCATGTCAGGTGG............................................................................................. 24 0 1 1.00 1 0.00 0.00 0.00 1.00

...................................TGAGGTATGCTAGTCCGCATGTCAGG................................................................................................ 26 0 1 1.00 1 0.00 0.00 0.00 1.00

........................................................................................................................................ATCGAAACAAAATAAGTG... 18 0 1 1.00 1 0.00 0.00 1.00 0.00

................................................................................ACATGGTATGGCCACTTGACAGTCGGCT................................................. 28 0 1 1.00 1 0.00 0.00 0.00 1.00

..................................................CGCATGTCAGGTGGTAATCCAT..................................................................................... 22 0 1 1.00 1 0.00 0.00 1.00 0.00

Anti-sense strand reads

AAATGAACAATTTACCATAATTTGTCATTAGTATATGAGGTATGCTAGTCCGCATGTCAGGTGGTAATCCATTAGTATAAACATGGTATGGCCACTTGACAGTCGGCTTGCTAGCCCGATTATCCTCCTATTTCTAATCGAAACAAAATAAGTGCTT

***********************************...(((..((.((.(((..(((((((((((...((((..((....))))))....)))))))))))..))))).))..))).....************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

.........................................ATGCTAGTCCGCATGTCAGGT............................................................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

......ACAATTTACCATAATTTGTCATTA............................................................................................................................... 24 0 1 1.00 1 0.00 0.00 0.00 1.00

.....................TTGTCATTAGTATATGAG...................................................................................................................... 18 0 1 1.00 1 0.00 0.00 0.00 1.00
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ID:

dme-mir-9380
Coordinate:

chr3R:4174424-4174500 -
Confidence:

Novel miRNA [View on UCSC Genome Browser]

Legend: mature star

Predicted structure

Sense Strand Reads

CTCCTGTCGATAGCGATCCAACTCCTGTCTGGTGCGCTGGCGAGACATCTGCTCCTGCTGCATCTGTTGGCGATAGCGCTCGTCACTCTTGGCCGTGTACTCCGCCTCCAACAGATCCAGCAGCAGATTGTCGCGATGCCGTTTTTTGTTCTGCAATAAGAGTTAGCTTTATTGATT

***********************************..((((..((((((((((...((((.(((((((((((...((((..((((....)))).))))....))))...))))))).)))))))))).)))).....))))************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

........................................................................................................CCTCCAACAGATCCAGCAGCAG................................................... 22 0 1 48.00 48 6.00 0.00 39.00 9.00

.........................................................................................................CTCCAACAGATCCAGCAGCAG................................................... 21 0 1 34.00 34 8.00 0.00 25.00 9.00

........................................................................................................CCTCCAACAGATCCAGCAGCAGA.................................................. 23 0 1 26.00 26 1.00 0.00 20.00 6.00

.........................................................................................................CTCCAACAGATCCAGCAGCAGA.................................................. 22 0 1 21.00 21 3.00 0.00 14.00 7.00

..................................................GCTCCTGCTGCATCTGTTGGCG......................................................................................................... 22 0 1 16.00 16 0.00 0.00 13.00 3.00

....................................................TCCTGCTGCATCTGTTGGCG......................................................................................................... 20 0 1 15.00 15 1.00 0.00 12.00 3.00

...................................................CTCCTGCTGCATCTGTTGGCG......................................................................................................... 21 0 1 14.00 14 0.00 0.00 13.00 1.00

....................................................TCCTGCTGCATCTGTTGGCGA........................................................................................................ 21 0 1 13.00 13 0.00 0.00 13.00 0.00

....................................................TCCTGCTGCATCTGTTGGCGAT....................................................................................................... 22 0 1 9.00 9 0.00 0.00 8.00 1.00

.........................................................................................................CTCCAACAGATCCAGCAGCAGAT................................................. 23 0 1 9.00 9 0.00 0.00 9.00 0.00

........................................................................................................CCTCCAACAGATCCAGCAGCA.................................................... 21 0 1 8.00 8 0.00 0.00 7.00 1.00

...................................................CTCCTGCTGCATCTGTTGGCGA........................................................................................................ 22 0 1 7.00 7 0.00 0.00 3.00 4.00

..........................................................................................................TCCAACAGATCCAGCAGCAGAT................................................. 22 0 1 7.00 7 0.00 1.00 6.00 1.00

..........................................................................................................................GCAGATTGTCGCGATGCCGTT.................................. 21 0 1 5.00 5 0.00 0.00 1.00 4.00

.........................................................................................................CTCCAACAGATCCAGCAGCAGATT................................................ 24 0 1 5.00 5 0.00 0.00 5.00 0.00

..........................................................................................................TCCAACAGATCCAGCAGCAG................................................... 20 0 1 4.00 4 0.00 0.00 4.00 0.00

.........................................................................................................................AGCAGATTGTCGCGATGCCGTTTT................................ 24 0 1 4.00 4 0.00 0.00 0.00 4.00

..................................................GCTCCTGCTGCATCTGTTGGCGA........................................................................................................ 23 0 1 4.00 4 0.00 0.00 4.00 0.00

....................................................TCCTGCTGCATCTGTTGGC.......................................................................................................... 19 0 1 3.00 3 0.00 0.00 3.00 0.00

.................................................TGCTCCTGCTGCATCTGTTGG........................................................................................................... 21 0 1 3.00 3 0.00 0.00 2.00 1.00

........................................................................................................CCTCCAACAGATCCAGCAGC..................................................... 20 0 1 3.00 3 0.00 0.00 3.00 0.00

.........................................................................................................CTCCAACAGATCCAGCAG...................................................... 18 0 1 2.00 2 0.00 0.00 2.00 0.00

......................................................................................TCTTGGCCGTGTACTCCG......................................................................... 18 0 1 2.00 2 0.00 0.00 2.00 0.00

.........................................................................................................CTCCAACAGATCCAGCAGCA.................................................... 20 0 1 2.00 2 0.00 0.00 2.00 0.00

......................................................................................................................AGCAGCAGATTGTCGCGATGCCG.................................... 23 0 1 2.00 2 0.00 0.00 2.00 0.00

............................................................................................................CAACAGATCCAGCAGCAGATT................................................ 21 0 1 2.00 2 0.00 0.00 2.00 0.00

.......................................................TGCTGCATCTGTTGGCGA........................................................................................................ 18 0 1 2.00 2 0.00 0.00 2.00 0.00

...........................................GACATCTGCTCCTGCTGCATCT................................................................................................................ 22 0 1 2.00 2 0.00 0.00 2.00 0.00

.............................................................................................................AACAGATCCAGCAGCAGATTG............................................... 21 0 1 2.00 2 0.00 0.00 2.00 0.00

.............................................................................................................AACAGATCCAGCAGCAGATTGT.............................................. 22 0 1 2.00 2 0.00 0.00 2.00 0.00
...Table Truncated...

Anti-sense strand reads

CTCCTGTCGATAGCGATCCAACTCCTGTCTGGTGCGCTGGCGAGACATCTGCTCCTGCTGCATCTGTTGGCGATAGCGCTCGTCACTCTTGGCCGTGTACTCCGCCTCCAACAGATCCAGCAGCAGATTGTCGCGATGCCGTTTTTTGTTCTGCAATAAGAGTTAGCTTTATTGATT

***********************************..((((..((((((((((...((((.(((((((((((...((((..((((....)))).))))....))))...))))))).)))))))))).)))).....))))************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

.....................................................................................................CCGCCTCCAACAGATCCAGCAGCAGA.................................................. 26 0 1 12.00 12 0.00 0.00 0.00 12.00

.....................................................................GCGATAGCGCTCGTCACTCTT....................................................................................... 21 0 1 4.00 4 0.00 0.00 0.00 4.00

..............................GGTGCGCTGGCGAGACATCTGCTCC.......................................................................................................................... 25 0 1 3.00 3 0.00 0.00 0.00 3.00

................................................CTGCTCCTGCTGCATCTGTTG............................................................................................................ 21 0 1 3.00 3 0.00 1.00 2.00 1.00

...................................................................................................CTCCGCCTCCAACAGATCCAG......................................................... 21 0 1 2.00 2 0.00 0.00 0.00 2.00

............................CTGGTGCGCTGGCGAGACATC................................................................................................................................ 21 0 1 2.00 2 0.00 0.00 0.00 2.00

...................................................................TGGCGATAGCGCTCGTCACTC......................................................................................... 21 0 1 2.00 2 0.00 0.00 1.00 1.00

.TCCTGTCGATAGCGATCCAAC........................................................................................................................................................... 21 0 1 2.00 2 0.00 0.00 0.00 2.00
CTCCTGTCGATAGCGATCCAA............................................................................................................................................................ 21 0 1 2.00 2 0.00 0.00 0.00 2.00
...Table Truncated...
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ID:

dme-mir-9381
Coordinate:

chr3R:19809218-19809291 +
Confidence:

Novel miRNA [View on UCSC Genome Browser]

Legend: mature star

Predicted structure

Sense Strand Reads

CAACTATGTATTTATATAGTGCTAGTACCAGGAGCAGTTGAGTATCGCCGGCCAGGGAAGGGTCGAGTGCGGATCCCTTGCCCCAGCGGCTATTCGCCTGCGCACTCGGTCCATCCCTGGCTCACTACACGAAGCGACGGCGTGGCCCAGTTGGGTGCGGGAATAGCCGGATCC 
***********************************.(((..((......(((((((((.((((((((((((........(((.....)))..........)))))))))))).)))))))))......))..)))***************************************

Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

................................................CGGCCAGGGAAGGGTCGAGTGC........................................................................................................ 22 0 1 73.00 73 0.00 1.00 69.00 4.00

..................................................GCCAGGGAAGGGTCGAGTGC........................................................................................................ 20 0 1 43.00 43 1.00 0.00 3.00 40.00

..................................................................................................TGCGCACTCGGTCCATCCCTGG...................................................... 22 0 1 26.00 26 0.00 9.00 13.00 13.00

......................................................................................................CACTCGGTCCATCCCTGGCTCA.................................................. 22 0 1 15.00 15 0.00 0.00 8.00 7.00

..................................................GCCAGGGAAGGGTCGAGTGCG....................................................................................................... 21 0 1 8.00 8 0.00 0.00 0.00 8.00

......................................................................................................CACTCGGTCCATCCCTGGCTC................................................... 21 0 1 8.00 8 1.00 0.00 0.00 8.00

.................................................GGCCAGGGAAGGGTCGAGTGCG....................................................................................................... 22 0 1 8.00 8 0.00 0.00 5.00 3.00

................................................CGGCCAGGGAAGGGTCGAGTG......................................................................................................... 21 0 1 6.00 6 0.00 0.00 5.00 1.00

.....................................................AGGGAAGGGTCGAGTGCGGATC................................................................................................... 22 0 1 6.00 6 4.00 0.00 2.00 4.00

...............................................CCGGCCAGGGAAGGGTCGAGTG......................................................................................................... 22 0 1 6.00 6 0.00 0.00 6.00 0.00

.................................................GGCCAGGGAAGGGTCGAGTGC........................................................................................................ 21 0 1 5.00 5 0.00 0.00 1.00 4.00

.................................................................................................CTGCGCACTCGGTCCATCCCTGG...................................................... 23 0 1 5.00 5 0.00 0.00 5.00 0.00

.....................................................................................................................................................GTTGGGTGCGGGAATAGC....... 18 0 1 5.00 5 0.00 0.00 0.00 5.00

.....................................................................................................GCACTCGGTCCATCCCTGGC..................................................... 20 0 1 4.00 4 0.00 0.00 0.00 4.00

..................GTGCTAGTACCAGGAGCAGTTG...................................................................................................................................... 22 0 1 4.00 4 0.00 0.00 4.00 0.00

.....................................................AGGGAAGGGTCGAGTGCGGAT.................................................................................................... 21 0 1 3.00 3 1.00 0.00 1.00 2.00

..................................................GCCAGGGAAGGGTCGAGTG......................................................................................................... 19 0 1 3.00 3 1.00 0.00 1.00 2.00

................................................CGGCCAGGGAAGGGTCGAGTGCG....................................................................................................... 23 0 1 3.00 3 0.00 0.00 1.00 2.00

....................................................................................................CGCACTCGGTCCATCCCTGGCTC................................................... 23 0 1 3.00 3 0.00 0.00 0.00 3.00

....................................................CAGGGAAGGGTCGAGTGCGGATCCCTT............................................................................................... 27 0 1 2.00 2 0.00 0.00 2.00 0.00

.................................................GGCCAGGGAAGGGTCGAGTGCGGATC................................................................................................... 26 0 1 2.00 2 0.00 0.00 2.00 0.00

..........................ACCAGGAGCAGTTGAGTA.................................................................................................................................. 18 0 1 2.00 2 0.00 0.00 2.00 0.00

.................................................................................................................TCCCTGGCTCACTACACGAAGCGACGGC................................. 28 0 1 2.00 2 0.00 0.00 2.00 0.00

....................................................CAGGGAAGGGTCGAGTGCG....................................................................................................... 19 0 1 2.00 2 0.00 0.00 0.00 2.00

...................................................CCAGGGAAGGGTCGAGTG......................................................................................................... 18 0 1 2.00 2 0.00 0.00 2.00 0.00

................................................................................................CCTGCGCACTCGGTCCATCC.......................................................... 20 0 1 2.00 2 0.00 0.00 2.00 0.00

..................................................................................................TGCGCACTCGGTCCATCCCTGGC..................................................... 23 0 1 2.00 2 2.00 0.00 0.00 2.00

......................................................................................................................................................TTGGGTGCGGGAATAGCC...... 18 0 1 1.00 1 0.00 0.00 0.00 1.00

.............ATATAGTGCTAGTACCAGGAG............................................................................................................................................ 21 0 1 1.00 1 0.00 0.00 1.00 0.00

................................AGCAGTTGAGTATCGCCGG........................................................................................................................... 19 0 1 1.00 1 0.00 0.00 1.00 0.00

..................................................GCCAGGGAAGGGTCGAGT.......................................................................................................... 18 0 1 1.00 1 0.00 0.00 0.00 1.00

......................................................................................................CACTCGGTCCATCCCTGG...................................................... 18 0 1 1.00 1 0.00 0.00 0.00 1.00

....................................................CAGGGAAGGGTCGAGTGCGGATCCCT................................................................................................ 26 0 1 1.00 1 0.00 0.00 0.00 1.00

.................................................GGCCAGGGAAGGGTCGAGTGCGGAT.................................................................................................... 25 0 1 1.00 1 0.00 0.00 0.00 1.00

...........TTATATAGTGCTAGTACCAGGAGCAGT........................................................................................................................................ 27 0 1 1.00 1 0.00 0.00 1.00 0.00

.....................................................................................................GCACTCGGTCCATCCCTGGCTC................................................... 22 0 1 1.00 1 0.00 0.00 0.00 1.00

....................................GTTGAGTATCGCCGGCCAGGGAAGGG................................................................................................................ 26 0 1 1.00 1 0.00 0.00 1.00 0.00

.......................................................................................................ACTCGGTCCATCCCTGGCTCAC................................................. 22 0 1 1.00 1 0.00 0.00 0.00 1.00

............................................................................................TTCGCCTGCGCACTCGGTCCA............................................................. 21 0 1 1.00 1 0.00 0.00 1.00 0.00

..........................................................................................TATTCGCCTGCGCACTCGGTCCATCCC......................................................... 27 0 1 1.00 1 0.00 0.00 0.00 1.00

...................................................................................................GCGCACTCGGTCCATCCCTGG...................................................... 21 0 1 1.00 1 0.00 0.00 1.00 0.00

.............................................................................................................................TACACGAAGCGACGGCGTGGCCCAGT....................... 26 0 1 1.00 1 0.00 0.00 1.00 0.00

.................................................................................................CTGCGCACTCGGTCCATCCC......................................................... 20 0 1 1.00 1 0.00 0.00 0.00 1.00

..................................................................................CCAGCGGCTATTCGCCTGCGCACTCG.................................................................. 26 0 1 1.00 1 0.00 0.00 1.00 0.00

...............................................CCGGCCAGGGAAGGGTCGAGTGC........................................................................................................ 23 0 1 1.00 1 0.00 0.00 1.00 0.00

.............................................................................................................................................GTGGCCCAGTTGGGTGCGGGAAT.......... 23 0 1 1.00 1 1.00 0.00 0.00 1.00

.......GTATTTATATAGTGCTAGTACCAG............................................................................................................................................... 24 0 1 1.00 1 0.00 1.00 0.00 1.00

.....ATGTATTTATATAGTGCTAGT.................................................................................................................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

.................................................................................................................................................CCCAGTTGGGTGCGGGAATAGC....... 22 0 1 1.00 1 0.00 0.00 1.00 0.00

....................................................................................................CGCACTCGGTCCATCCCTGG...................................................... 20 0 1 1.00 1 0.00 0.00 0.00 1.00

.......GTATTTATATAGTGCTAGT.................................................................................................................................................... 19 0 1 1.00 1 0.00 0.00 0.00 1.00

.................................................GGCCAGGGAAGGGTCGAGTG......................................................................................................... 20 0 1 1.00 1 0.00 0.00 1.00 0.00

..................................................................................................TGCGCACTCGGTCCATCCC......................................................... 19 0 1 1.00 1 0.00 1.00 0.00 1.00

................................................................................................................................................GCCCAGTTGGGTGCGGGAAT.......... 20 0 1 1.00 1 0.00 0.00 0.00 1.00

.....................................................AGGGAAGGGTCGAGTGCGGATCC.................................................................................................. 23 0 1 1.00 1 1.00 0.00 0.00 1.00

...................................................................................................GCGCACTCGGTCCATCCCTGGCT.................................................... 23 0 1 1.00 1 0.00 0.00 0.00 1.00

.....................CTAGTACCAGGAGCAGTTGAG.................................................................................................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

.......................................................................................................ACTCGGTCCATCCCTGGCTCA.................................................. 21 0 1 1.00 1 0.00 0.00 1.00 0.00

..................................................................................................TGCGCACTCGGTCCATCCCT........................................................ 20 0 1 1.00 1 0.00 0.00 0.00 1.00

..................GTGCTAGTACCAGGAGCAGT........................................................................................................................................ 20 0 1 1.00 1 0.00 0.00 1.00 0.00

................................................................................................CCTGCGCACTCGGTCCATCCCT........................................................ 22 0 1 1.00 1 0.00 0.00 1.00 0.00

...............................................CCGGCCAGGGAAGGGTCGAGTGCG....................................................................................................... 24 0 1 1.00 1 0.00 0.00 1.00 0.00

.......GTATTTATATAGTGCTAGTACCA................................................................................................................................................ 23 0 1 1.00 1 0.00 0.00 0.00 1.00

...................................................................TGCGGATCCCTTGCCCCAGCGGC.................................................................................... 23 0 1 1.00 1 0.00 1.00 0.00 1.00

....................................................................................................................................AGCGACGGCGTGGCCCAGTTGGG................... 23 0 1 1.00 1 0.00 0.00 1.00 0.00

..................................................................................................TGCGCACTCGGTCCATCCCTG....................................................... 21 0 1 1.00 1 0.00 0.00 1.00 0.00

..............................................GCCGGCCAGGGAAGGGTCGAGTG......................................................................................................... 23 0 1 1.00 1 0.00 0.00 1.00 0.00

...........................................................................................................................ACTACACGAAGCGACGGC................................. 18 0 1 1.00 1 0.00 0.00 0.00 1.00

........................................................................................................CTCGGTCCATCCCTGGCTCA.................................................. 20 0 1 1.00 1 0.00 0.00 0.00 1.00

.........................TACCAGGAGCAGTTGAGTATC................................................................................................................................ 21 0 1 1.00 1 0.00 0.00 0.00 1.00

............................................................GGTCGAGTGCGGATCCCTTGC............................................................................................. 21 0 1 1.00 1 0.00 0.00 1.00 0.00

...............ATAGTGCTAGTACCAGGAGCAGT........................................................................................................................................ 23 0 1 1.00 1 1.00 0.00 0.00 1.00

...................................................CCAGGGAAGGGTCGAGTGC........................................................................................................ 19 0 1 1.00 1 0.00 0.00 1.00 0.00

.................................................................................................................................CGAAGCGACGGCGTGGCC........................... 18 0 1 1.00 1 0.00 0.00 1.00 0.00

.....................CTAGTACCAGGAGCAGTTGAGT................................................................................................................................... 22 0 1 1.00 1 0.00 0.00 1.00 0.00

......................................................................................................CACTCGGTCCATCCCTGGCT.................................................... 20 0 1 1.00 1 0.00 0.00 0.00 1.00

................TAGTGCTAGTACCAGGAGCAGTTGA..................................................................................................................................... 25 0 1 1.00 1 0.00 0.00 0.00 1.00

....................................................................................................................................................AGTTGGGTGCGGGAATAGCCGGATC. 25 0 1 1.00 1 1.00 0.00 0.00 1.00

...........................................................................................................................................GCGTGGCCCAGTTGGGTGCGG.............. 21 0 1 1.00 1 0.00 0.00 0.00 1.00

Anti-sense strand reads

CAACTATGTATTTATATAGTGCTAGTACCAGGAGCAGTTGAGTATCGCCGGCCAGGGAAGGGTCGAGTGCGGATCCCTTGCCCCAGCGGCTATTCGCCTGCGCACTCGGTCCATCCCTGGCTCACTACACGAAGCGACGGCGTGGCCCAGTTGGGTGCGGGAATAGCCGGATCC 
***********************************.(((..((......(((((((((.((((((((((((........(((.....)))..........)))))))))))).)))))))))......))..)))***************************************

Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

............................................TCGCCGGCCAGGGAAGGGTCGA............................................................................................................ 22 0 1 3.00 3 0.00 0.00 3.00 0.00

........................................................................ATCCCTTGCCCCAGCGGCTA.................................................................................. 20 0 1 2.00 2 0.00 0.00 2.00 0.00

............................................TCGCCGGCCAGGGAAGGGTCGAGTGCGGA..................................................................................................... 29 0 1 2.00 2 0.00 0.00 2.00 0.00

...............................................CCGGCCAGGGAAGGGTCGAGTG......................................................................................................... 22 0 1 2.00 2 0.00 0.00 2.00 0.00

...................................................................................................................CCTGGCTCACTACACGAAGCGACGGCG................................ 27 0 1 1.00 1 0.00 0.00 1.00 0.00

....................................................................................................CGCACTCGGTCCATCCCTGGCT.................................................... 22 0 1 1.00 1 0.00 0.00 1.00 0.00

................................................CGGCCAGGGAAGGGTCGAGTG......................................................................................................... 21 0 1 1.00 1 0.00 0.00 1.00 0.00

......................................................................................................................................CGACGGCGTGGCCCAGTTG..................... 19 0 1 1.00 1 0.00 1.00 0.00 1.00

.................................................................................................................................................CCCAGTTGGGTGCGGGAAT.......... 19 0 1 1.00 1 0.00 0.00 0.00 1.00

.....................................................................................................GCACTCGGTCCATCCCTGGC..................................................... 20 0 1 1.00 1 0.00 0.00 1.00 0.00

.......................................................................................................................................GACGGCGTGGCCCAGTTGGGTGCGGGA............ 27 0 1 1.00 1 0.00 0.00 0.00 1.00

.....................................................................................................GCACTCGGTCCATCCCTGGCTCA.................................................. 23 0 1 1.00 1 0.00 0.00 0.00 1.00

........................................................................................................CTCGGTCCATCCCTGGCTCACT................................................ 22 0 1 1.00 1 0.00 0.00 1.00 0.00

...........................................ATCGCCGGCCAGGGAAGGGTCGA............................................................................................................ 23 0 1 1.00 1 0.00 0.00 1.00 0.00

................................................................................................................................ACGAAGCGACGGCGTGGCCCA......................... 21 0 1 1.00 1 0.00 0.00 1.00 0.00

.............................................................................................TCGCCTGCGCACTCGGTCCAT............................................................ 21 0 1 1.00 1 0.00 0.00 0.00 1.00

.AACTATGTATTTATATAGTGC........................................................................................................................................................ 21 0 1 1.00 1 0.00 0.00 0.00 1.00

...........................................................................................................GGTCCATCCCTGGCTCACTAC.............................................. 21 0 1 1.00 1 0.00 0.00 1.00 0.00
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ID:

dme-mir-9382
Coordinate:

chr2L:12724957-12725025 +
Confidence:

Novel miRNA [View on UCSC Genome Browser]

Legend: mature star

Predicted structure

Sense Strand Reads

TGCAAGTAAGTTACGCCCGATTGCAATACCAATTACTACCACTCTAGTCGATCACAGTGTGGCTGAGGGATTCCACTTTCCTTATAACTTTTGCCGATCCCCGGCGCCACTGTGATCGTCGATTTTGTGCCGTTTTGTGATTGTGATTTATGTTTATTTACTTAATTTG

***********************************....(((......(((((((((((..((((.((((((.......................))))))))))..)))))))))))........)))....************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

..................................................ATCACAGTGTGGCTGAGGGAT.................................................................................................. 21 0 1 47.00 47 0.00 0.00 44.00 3.00

................................................................................................ATCCCCGGCGCCACTGTGATCG................................................... 22 0 1 42.00 42 13.00 0.00 23.00 19.00

..................................................ATCACAGTGTGGCTGAGGGA................................................................................................... 20 0 1 32.00 32 0.00 0.00 29.00 3.00

.................................................................................................TCCCCGGCGCCACTGTGATCG................................................... 21 0 1 28.00 28 2.00 0.00 23.00 5.00

..................................................ATCACAGTGTGGCTGAGGGATT................................................................................................. 22 0 1 21.00 21 0.00 0.00 20.00 1.00

..................................................ATCACAGTGTGGCTGAGGGATTC................................................................................................ 23 0 1 7.00 7 0.00 0.00 7.00 0.00

.....................................................ACAGTGTGGCTGAGGGATTCC............................................................................................... 21 0 1 3.00 3 0.00 0.00 3.00 0.00

...................................................TCACAGTGTGGCTGAGGGATT................................................................................................. 21 0 1 3.00 3 0.00 0.00 3.00 0.00

..................................................ATCACAGTGTGGCTGAGGG.................................................................................................... 19 0 1 2.00 2 0.00 0.00 2.00 0.00

..................................................ATCACAGTGTGGCTGAGGGATTCC............................................................................................... 24 0 1 2.00 2 0.00 0.00 2.00 0.00

....................................................................................................................CGTCGATTTTGTGCCGTTTTG................................ 21 0 1 2.00 2 0.00 0.00 2.00 0.00

....................TTGCAATACCAATTACTACCACTCTAGT......................................................................................................................... 28 0 1 1.00 1 0.00 0.00 0.00 1.00

.............................................................................................................................TGTGCCGTTTTGTGATTGTGATTTAT.................. 26 0 1 1.00 1 0.00 0.00 1.00 0.00

...........................................................................................................................TTTGTGCCGTTTTGTGATTGTGATTT.................... 26 0 1 1.00 1 0.00 0.00 1.00 0.00

.............................................................................................................................TGTGCCGTTTTGTGATTGTGATTTATG................. 27 0 1 1.00 1 0.00 0.00 0.00 1.00

........................................................................................................................................GTGATTGTGATTTATGTTTATTT.......... 23 0 1 1.00 1 0.00 0.00 0.00 1.00

..........................................................................................................................TTTTGTGCCGTTTTGTGA............................. 18 0 1 1.00 1 0.00 0.00 1.00 0.00

.............................CAATTACTACCACTCTAGTCGATC.................................................................................................................... 24 0 1 1.00 1 0.00 0.00 1.00 0.00

.................................TACTACCACTCTAGTCGATC.................................................................................................................... 20 0 1 1.00 1 0.00 0.00 1.00 0.00

...........................................................................................................CACTGTGATCGTCGATTTTGTGCCGTTT.................................. 28 0 1 1.00 1 0.00 0.00 1.00 0.00

.....................................................ACAGTGTGGCTGAGGGATTCCA.............................................................................................. 22 0 1 1.00 1 0.00 0.00 1.00 0.00

............................................TAGTCGATCACAGTGTGGC.......................................................................................................... 19 0 1 1.00 1 0.00 0.00 0.00 1.00

...........................................................................................................................TTTGTGCCGTTTTGTGATTGTGATT..................... 25 0 1 1.00 1 0.00 0.00 0.00 1.00

................................................................................................ATCCCCGGCGCCACTGTG....................................................... 18 0 1 1.00 1 0.00 0.00 0.00 1.00

........................................................................................................................GATTTTGTGCCGTTTTGTGAT............................ 21 0 1 1.00 1 0.00 0.00 0.00 1.00

................................................................................................ATCCCCGGCGCCACTGTGATCGT.................................................. 23 0 1 1.00 1 0.00 0.00 1.00 0.00

..................................................................................................CCCCGGCGCCACTGTGATCGTC................................................. 22 0 1 1.00 1 0.00 0.00 0.00 1.00

................................................................................................ATCCCCGGCGCCACTGTGATC.................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

................................................................................................ATCCCCGGCGCCACTGTGAT..................................................... 20 0 1 1.00 1 0.00 0.00 1.00 0.00

...............................................................................................GATCCCCGGCGCCACTGTGA...................................................... 20 0 1 1.00 1 0.00 1.00 0.00 1.00

Anti-sense strand reads

TGCAAGTAAGTTACGCCCGATTGCAATACCAATTACTACCACTCTAGTCGATCACAGTGTGGCTGAGGGATTCCACTTTCCTTATAACTTTTGCCGATCCCCGGCGCCACTGTGATCGTCGATTTTGTGCCGTTTTGTGATTGTGATTTATGTTTATTTACTTAATTTG

***********************************....(((......(((((((((((..((((.((((((.......................))))))))))..)))))))))))........)))....************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

..........................TACCAATTACTACCACTCTAGT......................................................................................................................... 22 0 1 2.00 2 0.00 0.00 0.00 2.00
TGCAAGTAAGTTACGCCCGAT.................................................................................................................................................... 21 0 1 1.00 1 0.00 0.00 1.00 0.00
.................................................GATCACAGTGTGGCTGAGGGA................................................................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00
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ID:

dme-mir-9383
Coordinate:

chr3R:11047517-11047577 +
Confidence:

Novel miRNA [View on UCSC Genome Browser]

Legend: mature star

Predicted structure

Sense Strand Reads

GGTCGTACAGAAGTGGTATCATTCCTGGAGCTTTATTGACTCACCCGGTTGGGTGCAGATCAAGTGCGAGCTGCGCATTCTCTCGCAGTTCGCCTTCAATCTGAACCCCGACTGGGAACTGCCGCCGAAGCGCGGCAAGGAGTCGCAACCGCTCAAGGACG

***********************************........((((((((((..(((((.(((.((((((((((........)))))))))))))..)))))...)))))))))).........************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

........................................................................................TTCGCCTTCAATCTGAACCCCG................................................... 22 0 1 64.00 64 3.00 0.00 35.00 29.00

..................................................GGGTGCAGATCAAGTGCGAGCT......................................................................................... 22 0 1 27.00 27 0.00 0.00 18.00 9.00

...................................................GGTGCAGATCAAGTGCGAGCT......................................................................................... 21 0 1 16.00 16 0.00 0.00 14.00 2.00

........................................................................................TTCGCCTTCAATCTGAACCCCGA.................................................. 23 0 1 15.00 15 0.00 0.00 7.00 8.00

........................................................................................TTCGCCTTCAATCTGAACCCC.................................................... 21 0 1 6.00 6 0.00 0.00 0.00 6.00

...................................................GGTGCAGATCAAGTGCGAGC.......................................................................................... 20 0 1 5.00 5 0.00 0.00 5.00 0.00

...................................................GGTGCAGATCAAGTGCGAGCTG........................................................................................ 22 0 1 4.00 4 0.00 0.00 4.00 0.00

..................................................GGGTGCAGATCAAGTGCGAGC.......................................................................................... 21 0 1 4.00 4 0.00 1.00 3.00 1.00

........................................................................................TTCGCCTTCAATCTGAACCC..................................................... 20 0 1 3.00 3 3.00 0.00 0.00 3.00

........AGAAGTGGTATCATTCCTGGAGCTTT............................................................................................................................... 26 0 1 2.00 2 0.00 0.00 0.00 2.00

.................................................TGGGTGCAGATCAAGTGCG............................................................................................. 19 0 1 2.00 2 0.00 0.00 0.00 2.00

......................................................GCAGATCAAGTGCGAGCTGCGCATTCTC............................................................................... 28 0 1 2.00 2 0.00 0.00 2.00 0.00

..........................................................................GCATTCTCTCGCAGTTCG..................................................................... 18 0 1 2.00 2 0.00 0.00 2.00 0.00

..............................................GGTTGGGTGCAGATCAAGTGCGA............................................................................................ 23 0 1 2.00 2 0.00 0.00 0.00 2.00

...................................................GGTGCAGATCAAGTGCGA............................................................................................ 18 0 1 2.00 2 0.00 0.00 0.00 2.00

........................CTGGAGCTTTATTGACTCACCCGG................................................................................................................. 24 0 1 1.00 1 0.00 0.00 0.00 1.00

...............................................................................................................CTGGGAACTGCCGCCGAAGCG............................. 21 0 1 1.00 1 0.00 0.00 0.00 1.00

.........................................................................................TCGCCTTCAATCTGAACCCCGACT................................................ 24 0 1 1.00 1 0.00 0.00 0.00 1.00

................................................TTGGGTGCAGATCAAGTGCGAGCTGCGC..................................................................................... 28 0 1 1.00 1 0.00 0.00 0.00 1.00

................................................TTGGGTGCAGATCAAGTGCGAGCTGCG...................................................................................... 27 0 1 1.00 1 0.00 0.00 1.00 0.00

........................................................AGATCAAGTGCGAGCTGCGC..................................................................................... 20 0 1 1.00 1 0.00 0.00 0.00 1.00

......................................................GCAGATCAAGTGCGAGCTG........................................................................................ 19 0 1 1.00 1 0.00 0.00 0.00 1.00

..................................ATTGACTCACCCGGTTGGGT........................................................................................................... 20 0 1 1.00 1 0.00 0.00 0.00 1.00

.................................................TGGGTGCAGATCAAGTGCGAGCT......................................................................................... 23 0 1 1.00 1 0.00 0.00 0.00 1.00

..................................................................................................ATCTGAACCCCGACTGGGAAC.......................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

..............................................GGTTGGGTGCAGATCAAGTGC.............................................................................................. 21 0 1 1.00 1 0.00 0.00 0.00 1.00

......................................................................................AGTTCGCCTTCAATCTGAACCCCGA.................................................. 25 0 1 1.00 1 0.00 0.00 0.00 1.00

.......................................................CAGATCAAGTGCGAGCTGC....................................................................................... 19 0 1 1.00 1 0.00 0.00 0.00 1.00

..............................................................................................TTCAATCTGAACCCCGACTG............................................... 20 0 1 1.00 1 0.00 0.00 0.00 1.00

....................................................................................................CTGAACCCCGACTGGGAACTGC....................................... 22 0 1 1.00 1 0.00 0.00 0.00 1.00

...............GTATCATTCCTGGAGCTTT............................................................................................................................... 19 0 1 1.00 1 0.00 0.00 0.00 1.00

.....................................................TGCAGATCAAGTGCGAGCTGC....................................................................................... 21 0 1 1.00 1 0.00 0.00 1.00 0.00

......................................................................................AGTTCGCCTTCAATCTGAACCCC.................................................... 23 0 1 1.00 1 0.00 0.00 0.00 1.00

.....................................................................................................TGAACCCCGACTGGGAACTGCCGC.................................... 24 0 1 1.00 1 0.00 0.00 0.00 1.00

..........................................................................................CGCCTTCAATCTGAACCCCGACTG............................................... 24 0 1 1.00 1 0.00 0.00 0.00 1.00

..........................................................................GCATTCTCTCGCAGTTCGCCTTCAAT............................................................. 26 0 1 1.00 1 0.00 0.00 0.00 1.00

..............................................................................................TTCAATCTGAACCCCGACTGGGAACTGC....................................... 28 0 1 1.00 1 0.00 0.00 0.00 1.00

...............................................................................................................CTGGGAACTGCCGCCGAAGCGCG........................... 23 0 1 1.00 1 0.00 0.00 1.00 0.00

...CGTACAGAAGTGGTATCATTCCTGGAG................................................................................................................................... 27 0 1 1.00 1 0.00 0.00 0.00 1.00

..........................................................................................................CCCGACTGGGAACTGCCGCCGAAGCGC............................ 27 0 1 1.00 1 0.00 0.00 0.00 1.00

..............................................GGTTGGGTGCAGATCAAGTGCGAGCTG........................................................................................ 27 0 1 1.00 1 0.00 0.00 0.00 1.00

..........AAGTGGTATCATTCCTGGAGCT................................................................................................................................. 22 0 1 1.00 1 0.00 0.00 0.00 1.00

..........................................................................................................CCCGACTGGGAACTGCCGCCGAAGC.............................. 25 0 1 1.00 1 0.00 0.00 1.00 0.00

Anti-sense strand reads

GGTCGTACAGAAGTGGTATCATTCCTGGAGCTTTATTGACTCACCCGGTTGGGTGCAGATCAAGTGCGAGCTGCGCATTCTCTCGCAGTTCGCCTTCAATCTGAACCCCGACTGGGAACTGCCGCCGAAGCGCGGCAAGGAGTCGCAACCGCTCAAGGACG

***********************************........((((((((((..(((((.(((.((((((((((........)))))))))))))..)))))...)))))))))).........************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

.................................................TGGGTGCAGATCAAGTGCGAG........................................................................................... 21 0 1 2.00 2 0.00 0.00 2.00 0.00

................TATCATTCCTGGAGCTTTATT............................................................................................................................ 21 0 1 2.00 2 0.00 0.00 0.00 2.00

......................................................................................AGTTCGCCTTCAATCTGAACCC..................................................... 22 0 1 1.00 1 0.00 0.00 1.00 0.00

.........................................................................................................................................AGGAGTCGCAACCGCTCAAGGA.. 22 0 1 1.00 1 0.00 0.00 0.00 1.00

..................................................................................TCGCAGTTCGCCTTCAATC............................................................ 19 0 1 1.00 1 0.00 0.00 1.00 0.00

...............................................................................CTCTCGCAGTTCGCCTTCAAT............................................................. 21 0 1 1.00 1 0.00 0.00 0.00 1.00

................................................................................TCTCGCAGTTCGCCTTCA............................................................... 18 0 1 1.00 1 0.00 0.00 0.00 1.00
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ID:

dme-mir-9384
Coordinate:

chr3R:574386-574445 -
Confidence:

Novel miRNA [View on UCSC Genome Browser]

Legend: mature star

Predicted structure

Sense Strand Reads

CTTGGAGGCGTGCTCCGTCCGCGATGTACCAATGCAGCCACTTTCGGCAGAGGCATAATTCAACTCACACGTCTACAGGTACATATGTGTGTGTTCGGTTATGTACTTTGTACATATGTGTGGGTATGCTGCGTCGCAGGCTGTTCTGCTATTTTCTTTA

***********************************..((((.....((((((((((((((.(((.(((((((............))))))).))).)))))))).))))))........)))).************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

.......................................................................................TGTGTGTTCGGTTATGTACTTT................................................... 22 0 1 49.00 49 2.00 0.00 34.00 15.00

..................................................AGGCATAATTCAACTCACACGT........................................................................................ 22 0 1 38.00 38 1.00 0.00 15.00 23.00

.......................................................................................TGTGTGTTCGGTTATGTACT..................................................... 20 0 1 5.00 5 1.00 0.00 2.00 3.00

..................................................AGGCATAATTCAACTCACACG......................................................................................... 21 0 1 4.00 4 0.00 0.00 2.00 2.00

......................................................................................GTGTGTGTTCGGTTATGTACTT.................................................... 22 0 1 4.00 4 0.00 0.00 2.00 2.00

......................................................................................GTGTGTGTTCGGTTATGTACTTT................................................... 23 0 1 3.00 3 0.00 0.00 1.00 2.00

.......................................................................................TGTGTGTTCGGTTATGTACTT.................................................... 21 0 1 3.00 3 1.00 0.00 2.00 1.00

.....................................................................................TGTGTGTGTTCGGTTATG......................................................... 18 0 1 2.00 2 0.00 0.00 2.00 0.00

............................CCAATGCAGCCACTTTCGGCA............................................................................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

.......................................................................................TGTGTGTTCGGTTATGTACTTTG.................................................. 23 0 1 1.00 1 0.00 0.00 1.00 0.00

....................................................................................................................TGTGTGGGTATGCTGCGTCGCAGGC................... 25 0 1 1.00 1 0.00 0.00 0.00 1.00

................................................................................................................................CTGCGTCGCAGGCTGTTCTG............ 20 0 1 1.00 1 0.00 0.00 0.00 1.00

.......................................ACTTTCGGCAGAGGCATAATTCAACTC.............................................................................................. 27 0 1 1.00 1 0.00 0.00 1.00 0.00

.....................................................................................TGTGTGTGTTCGGTTATGTACT..................................................... 22 0 1 1.00 1 0.00 0.00 0.00 1.00

............................................................................................GTTCGGTTATGTACTTTGTA................................................ 20 0 1 1.00 1 0.00 0.00 0.00 1.00

...............................................................................................................................GCTGCGTCGCAGGCTGTTCT............. 20 0 1 1.00 1 0.00 0.00 1.00 0.00

..............................AATGCAGCCACTTTCGGCAGAGGCATA....................................................................................................... 27 0 1 1.00 1 0.00 0.00 0.00 1.00

..........................................................................................................TTTGTACATATGTGTGGGTA.................................. 20 0 1 1.00 1 0.00 0.00 1.00 0.00

..............................................................................................................TACATATGTGTGGGTATGCTGC............................ 22 0 1 1.00 1 0.00 0.00 0.00 1.00

............................................................................................................TGTACATATGTGTGGGTATG................................ 20 0 1 1.00 1 0.00 0.00 1.00 0.00

..............................................................................................................................TGCTGCGTCGCAGGCTGTTCTGC........... 23 0 1 1.00 1 0.00 0.00 0.00 1.00

............................................................................................................TGTACATATGTGTGGGTAT................................. 19 0 1 1.00 1 0.00 0.00 0.00 1.00

...............................................................................................................ACATATGTGTGGGTATGCTGC............................ 21 0 1 1.00 1 0.00 0.00 0.00 1.00

......................................................................................GTGTGTGTTCGGTTATGTAC...................................................... 20 0 1 1.00 1 0.00 0.00 0.00 1.00

.....................................CCACTTTCGGCAGAGGCATAATTCAAC................................................................................................ 27 0 1 1.00 1 0.00 0.00 0.00 1.00

........................................................................................................ACTTTGTACATATGTGTGGGT................................... 21 0 1 1.00 1 0.00 0.00 1.00 0.00

Anti-sense strand reads

CTTGGAGGCGTGCTCCGTCCGCGATGTACCAATGCAGCCACTTTCGGCAGAGGCATAATTCAACTCACACGTCTACAGGTACATATGTGTGTGTTCGGTTATGTACTTTGTACATATGTGTGGGTATGCTGCGTCGCAGGCTGTTCTGCTATTTTCTTTA

***********************************..((((.....((((((((((((((.(((.(((((((............))))))).))).)))))))).))))))........)))).************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

...................CGCGATGTACCAATGCAGC.......................................................................................................................... 19 0 1 4.00 4 0.00 0.00 4.00 0.00

....................GCGATGTACCAATGCAGC.......................................................................................................................... 18 0 1 1.00 1 0.00 0.00 1.00 0.00

.............................................GGCAGAGGCATAATTCAAC................................................................................................ 19 0 1 1.00 1 0.00 0.00 0.00 1.00

.....AGGCGTGCTCCGTCCGCGATG...................................................................................................................................... 21 0 1 1.00 1 0.00 0.00 1.00 0.00
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ID:

dme-mir-9385
Coordinate:
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Confidence:

Novel miRNA [View on UCSC Genome Browser]

Legend: mature star

Predicted structure

Sense Strand Reads

ACCGACAAGGCGCCTTTAAAATTCAATATTAAAGGGCCTTAGGCTTTTCTACAGTGTATGCAAATGATGAATGTGCCATATCAGAAACTATTCCTCATTGCTATACCTGTGGTGTTCGCCTGATTGCATCTGCCCCTATACCACTATGGCTCGGGTGATGATA

***********************************((.((((((....((((((.((((((((.(((.((((((............)).)))).))))))).)))))))))).....))))))..)).***********************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

...........................................................................................TCCTCATTGCTATACCTGTGGT.................................................. 22 0 1 21.00 21 2.00 0.00 12.00 9.00

..................................................ACAGTGTATGCAAATGATGAAT........................................................................................... 22 0 1 14.00 14 1.00 0.00 13.00 1.00

..........................................................................................TTCCTCATTGCTATACCTGTGGT.................................................. 23 0 1 8.00 8 0.00 0.00 8.00 0.00

..........................................................................................TTCCTCATTGCTATACCTGTGG................................................... 22 0 1 6.00 6 1.00 0.00 2.00 4.00

..................................................ACAGTGTATGCAAATGATGAATG.......................................................................................... 23 0 1 6.00 6 0.00 0.00 5.00 1.00

..........................................................................................................CTGTGGTGTTCGCCTGATTGC.................................... 21 0 1 5.00 5 0.00 0.00 0.00 5.00

...........................................................................................TCCTCATTGCTATACCTGT..................................................... 19 0 1 2.00 2 0.00 0.00 2.00 0.00

..................................................ACAGTGTATGCAAATGATGAA............................................................................................ 21 0 1 2.00 2 0.00 0.00 0.00 2.00

........................................................................................TATTCCTCATTGCTATACCTG...................................................... 21 0 1 2.00 2 0.00 2.00 0.00 2.00

...........................................................................................TCCTCATTGCTATACCTGTGG................................................... 21 0 1 2.00 2 0.00 0.00 2.00 0.00

...........................................................................................................TGTGGTGTTCGCCTGATTGCA................................... 21 0 1 2.00 2 0.00 0.00 2.00 0.00

.................................................................................................TTGCTATACCTGTGGTGTTCG............................................. 21 0 1 1.00 1 0.00 0.00 0.00 1.00

..............................................................................TATCAGAAACTATTCCTCATTGCT............................................................. 24 0 1 1.00 1 0.00 0.00 0.00 1.00

...........................................................................................................................TTGCATCTGCCCCTATACCACTATGGC............. 27 0 1 1.00 1 0.00 0.00 0.00 1.00

.......................................................................................................TACCTGTGGTGTTCGCCTGATTGCATC................................. 27 0 1 1.00 1 0.00 0.00 0.00 1.00

...............................................................................................................................ATCTGCCCCTATACCACTATGG.............. 22 0 1 1.00 1 0.00 0.00 0.00 1.00

.........................................................................................ATTCCTCATTGCTATACCTGTGGTGTT............................................... 27 0 1 1.00 1 0.00 0.00 0.00 1.00

..........................................................................................................................................TACCACTATGGCTCGGGTGATGATA 25 0 1 1.00 1 0.00 0.00 0.00 1.00

.......................................................GTATGCAAATGATGAATGTG........................................................................................ 20 0 1 1.00 1 0.00 1.00 0.00 1.00

.............................................................................ATATCAGAAACTATTCCTCAT................................................................. 21 0 1 1.00 1 0.00 0.00 0.00 1.00

........................................AGGCTTTTCTACAGTGTATGC...................................................................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

................................................CTACAGTGTATGCAAATGATG.............................................................................................. 21 0 1 1.00 1 0.00 1.00 0.00 1.00

................................................................................................................TGTTCGCCTGATTGCATCTGCCCCTA......................... 26 0 1 1.00 1 0.00 0.00 0.00 1.00

......................................................TGTATGCAAATGATGAATGTGCCAT.................................................................................... 25 0 1 1.00 1 0.00 0.00 0.00 1.00

...............................................................ATGATGAATGTGCCATATCAG............................................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

.........................................GGCTTTTCTACAGTGTATGCA..................................................................................................... 21 0 1 1.00 1 0.00 1.00 0.00 1.00

..................................................................................................TGCTATACCTGTGGTGTTCGC............................................ 21 0 1 1.00 1 0.00 0.00 0.00 1.00

Anti-sense strand reads

ACCGACAAGGCGCCTTTAAAATTCAATATTAAAGGGCCTTAGGCTTTTCTACAGTGTATGCAAATGATGAATGTGCCATATCAGAAACTATTCCTCATTGCTATACCTGTGGTGTTCGCCTGATTGCATCTGCCCCTATACCACTATGGCTCGGGTGATGATA

***********************************((.((((((....((((((.((((((((.(((.((((((............)).)))).))))))).)))))))))).....))))))..)).***********************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

.........................................................................................ATTCCTCATTGCTATACCTGTG.................................................... 22 0 1 4.00 4 0.00 0.00 0.00 4.00

.......................................................................................CTATTCCTCATTGCTATACCT....................................................... 21 0 1 1.00 1 0.00 1.00 0.00 1.00

.........GCGCCTTTAAAATTCAATATT..................................................................................................................................... 21 0 1 1.00 1 0.00 1.00 0.00 1.00

........GGCGCCTTTAAAATTCAATAT...................................................................................................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

.....CAAGGCGCCTTTAAAATTCAAT........................................................................................................................................ 22 0 1 1.00 1 0.00 0.00 1.00 0.00

.................................................................................................................................CTGCCCCTATACCACTAT................ 18 0 1 1.00 1 0.00 0.00 0.00 1.00

...............................................TCTACAGTGTATGCAAATGATG.............................................................................................. 22 0 1 1.00 1 0.00 1.00 0.00 1.00

.......................................................................................CTATTCCTCATTGCTATACCTGTGGTG................................................. 27 0 1 1.00 1 0.00 0.00 0.00 1.00

...........................................................................................................................TTGCATCTGCCCCTATACCACT.................. 22 0 1 1.00 1 0.00 0.00 1.00 0.00

..................................................................................................................................TGCCCCTATACCACTATGGCT............ 21 0 1 1.00 1 0.00 1.00 0.00 1.00

...............................................TCTACAGTGTATGCAAATGATGAA............................................................................................ 24 0 1 1.00 1 0.00 0.00 0.00 1.00

....................................................................................................................................CCCCTATACCACTATGGCTCG.......... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

...............................................TCTACAGTGTATGCAAATGAT............................................................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

............................................TTTTCTACAGTGTATGCAAATGATGAA............................................................................................ 27 0 1 1.00 1 0.00 0.00 0.00 1.00

..............................................................................................................................CATCTGCCCCTATACCACTATG............... 22 0 1 1.00 1 0.00 0.00 0.00 1.00

.........................................GGCTTTTCTACAGTGTATGCA..................................................................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

..........CGCCTTTAAAATTCAATATTA.................................................................................................................................... 21 0 1 1.00 1 0.00 1.00 0.00 1.00

..........................................................................................TTCCTCATTGCTATACCTGTGGT.................................................. 23 0 1 1.00 1 1.00 0.00 0.00 1.00

.......................................................................TGTGCCATATCAGAAACTATTCCTCA.................................................................. 26 0 1 1.00 1 0.00 0.00 0.00 1.00

.................................GGGCCTTAGGCTTTTCTACAGTGTATGCA..................................................................................................... 29 0 1 1.00 1 0.00 0.00 0.00 1.00

.............................................................................................CTCATTGCTATACCTGTGGTG................................................. 21 0 1 1.00 1 0.00 0.00 1.00 0.00

.......................................................................TGTGCCATATCAGAAACTATT....................................................................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

.................................GGGCCTTAGGCTTTTCTACAG............................................................................................................. 21 0 1 1.00 1 0.00 1.00 0.00 1.00

....................................................................................................................CGCCTGATTGCATCTGCCCCT.......................... 21 0 1 1.00 1 0.00 0.00 1.00 0.00
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ID:

dme-mir-9386
Coordinate:

chr3L:22938231-22938293 +
Confidence:

Novel miRNA [View on UCSC Genome Browser]

Legend: mature star

Predicted structure

Sense Strand Reads

CCGAAGTGCAGCGTATTCTGCCAAGAAACGCTATCCAAGTATTTTGGTACGTATGTATGTATGTACATACATGTGTATATGGTACATTCATGTAGTACATACATACATATGTATGCAAGTACGTACGAACGCTCGACAATTCCTCTGCTAAAACCAAATGCGA

***********************************...((((((..((((((((((((((((((((.(((((((((((...)))))..))))))))))))))))))))))))))..)))))).....************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

..........................................................................................TGTAGTACATACATACATATGT................................................... 22 0 1 113039.00 113039 2126.00 39223.00 50123.00 62916.00

..........................................................................................TGTAGTACATACATACATATG.................................................... 21 0 1 1459.00 1459 5.00 335.00 110.00 1349.00

...........................................................................................GTAGTACATACATACATATGT................................................... 21 0 1 1079.00 1079 12.00 746.00 225.00 854.00

...........................................................................................GTAGTACATACATACATATGTA.................................................. 22 0 1 950.00 950 5.00 505.00 342.00 608.00

..................................................GTATGTATGTATGTACATACATG.......................................................................................... 23 0 2 489.00 978 1.00 269.50 16.00 473.00

..................................................GTATGTATGTATGTACATACA............................................................................................ 21 0 17 104.71 1780 0.94 61.18 2.24 102.47

...........................................................................................GTAGTACATACATACATATG.................................................... 20 0 1 78.00 78 0.00 30.00 5.00 73.00

..........................................................................................TGTAGTACATACATACATATGTA.................................................. 23 0 1 62.00 62 0.00 21.00 15.00 47.00

............................................................................................TAGTACATACATACATATGT................................................... 20 0 2 50.50 101 1.50 24.00 7.50 43.00

..........................................................................................TGTAGTACATACATACATAT..................................................... 20 0 2 47.50 95 0.00 0.50 3.00 44.50

..................................................GTATGTATGTATGTACATACAT........................................................................................... 22 0 14 28.29 396 0.14 3.57 1.14 27.14

..........................................................................................TGTAGTACATACATACATA...................................................... 19 0 2 12.50 25 0.00 4.00 0.00 12.50

..........................................................................................TGTAGTACATACATACAT....................................................... 18 0 2 11.50 23 0.00 0.50 0.00 11.50

.........................................................................................ATGTAGTACATACATACATATGT................................................... 23 0 1 11.00 11 0.00 3.00 0.00 11.00

.......................................................................TGTGTATATGGTACATTCATG....................................................................... 21 0 1 7.00 7 0.00 0.00 3.00 4.00

..................................................GTATGTATGTATGTACATACATGTG........................................................................................ 25 0 1 5.00 5 0.00 1.00 0.00 5.00

..................................................GTATGTATGTATGTACATACATGTGTA...................................................................................... 27 0 1 5.00 5 0.00 1.00 0.00 5.00

.............................................................................................AGTACATACATACATATGT................................................... 19 0 6 4.17 25 0.00 1.83 0.33 3.83

.......................................................................................TCATGTAGTACATACATACA........................................................ 20 0 1 3.00 3 0.00 0.00 0.00 3.00

..................................................GTATGTATGTATGTACATACATGT......................................................................................... 24 0 1 3.00 3 0.00 0.00 1.00 2.00

Anti-sense strand reads

CCGAAGTGCAGCGTATTCTGCCAAGAAACGCTATCCAAGTATTTTGGTACGTATGTATGTATGTACATACATGTGTATATGGTACATTCATGTAGTACATACATACATATGTATGCAAGTACGTACGAACGCTCGACAATTCCTCTGCTAAAACCAAATGCGA 
***********************************...((((((..((((((((((((((((((((.(((((((((((...)))))..))))))))))))))))))))))))))..)))))).....************************************

Read
size

#
Mismatch

Hit
Count

Total
Norm Total AGO1 AGO2 cellline public

...................................................................................................................CAAGTACGTACGAACGCT.............................. 18 0 1 5.00 5 0.00 0.00 0.00 5.00

..............................................................................................................................GAACGCTCGACAATTCCTCTGCT.............. 23 0 1 1.00 1 0.00 0.00 1.00 0.00

.................CTGCCAAGAAACGCTATCCAAGT........................................................................................................................... 23 0 1 1.00 1 0.00 0.00 1.00 0.00

..................................................................................................................GCAAGTACGTACGAACGCTCG............................ 21 0 1 1.00 1 0.00 0.00 1.00 0.00

.............................................................................................................................CGAACGCTCGACAATTCCTCTGCT.............. 24 0 1 1.00 1 0.00 0.00 1.00 0.00

...........................................................................................................................TACGAACGCTCGACAATTCCT................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

........................................................................................................................ACGTACGAACGCTCGACAATT...................... 21 0 1 1.00 1 0.00 0.00 0.00 1.00

.......................................................................................TCATGTAGTACATACATACATATGTAT................................................. 27 0 1 1.00 1 0.00 0.00 0.00 1.00

..............................................................................................................................GAACGCTCGACAATTCCTCTG................ 21 0 1 1.00 1 0.00 1.00 0.00 1.00

................................................ACGTATGTATGTATGTAC................................................................................................. 18 0 15 0.07 1 0.00 0.00 0.07 0.00
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Supplementary Figure 10. siRNA di↵erential expression between cell lines and tissues.
Comparison of TE siRNA expression (A-D) or cis-NAT siRNA expression (E-F) in cell lines vs
tissues (heads, testes, ovaries, embryos). Di↵erentially expressed siRNAs (FDR <1%) are shown in
blue (high in cell lines) and red (high in tissues). Cell lines generally show elevated TE siRNA
expression compared to various tissues. cis-NAT-siRNAs are expressed more highly in testes relative
to cell lines.
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Supplementary Figure 11. 3’-cis-NAT-siRNA loci that were expressed in at least 15 cell lines.
Shown are expression of those loci in 25 cell lines. AGO2-IP and AGO1-IP are shown in red and
yellow, respectively. An additional plot shows mean of the minimum expression of gene pairs
(RNA-seq) producing 3’-cis-NAT-siRNs in at least 15 cell lines versus other gene pairs producing
3’-cis-NAT-siRNs.



Supplementary Figure S12: More cis-NAT siRNA

examples are listed in several classes.

(1) “klar-like” cis-NAT siRNAs produced from gene body

(2) cis-NAT siRNAs produced from 5 divergent pairs

(3) cell line specific cis-NAT siRNAs

(4) cis-NAT siRNAs produced from un-annotated 3 overlapping regions

(5) cis-NAT siRNAs in most cell lines
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Supplementary Figure 13. Additional examples of miRNAs highly expressed in the mixed
ovarian germline/somatic fGS/OSS cell line vs ovarian somatic cell lines OSS and OSC.
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Supplementary Figure 14. piRNA master cluster expression. Y-axis is the fraction of unique
24-30nt reads mapped to a master piRNA cluster loci divided by total number of unique 24-30nt
reads in the library. (A) piRNA master clusters expressed higher in the mixed germline/somatic
(fGS/OSS) than in somatic cell lines (OSS and OSC). (B) piRNA master clusters expressed higher
in OSS and OSC, compared to fGS/OSS.
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Supplementary Figure 15. (A) Genomic distribution of identified piRNA loci. (B) Number of
identified piRNA loci in three ovarian cell lines. (C) piRNA loci size distribution (inset shows
zoomed view of <3000 bp size distribution). (D) fGS/OSS-enriched piRNA loci.



Supplementary Figure S16: Representative piRNA loci

in several classes.

(1) Examples of piRNAs in unannotated 3’UTRs

(2) Examples of fGS/OSS enriched piRNAs

(3) Examples of exonic piRNAs

(4) Examples of intronic piRNAs

(5) Examples of piRNAs spanning both CDS and intron

(6) Examples of antisense piRNAs

(7) Examples of bidirectional piRNAs



– Examples of piRNAs in unannotated 3’UTRs
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– Examples of fGS.OSS enriched piRNA loci
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– Examples of exonic piRNAs
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– Examples of intronic piRNAs
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– Examples of piRNAs spanning CDS/introns
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-16 _

0 -
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0 -

cta produces piRNAs spanning CDS/introns
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10 kb dm3
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OSC_24-30nt

OSS_24-30nt

fGS.OSS_24-30nt

FlyBase 5.45
CG11071 mamo

5 _

-150 _
5 _

-150 _
5 _

-20 _

0 -

mamo produces piRNAs spanning 3’UTR/introns



Scale
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5 kb dm3
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OSC_24-30nt

OSS_24-30nt

fGS.OSS_24-30nt

FlyBase 5.45
Adgf-A

Msi

1 _

-11 _
8 _

-164 _
-1 _

-21 _

Msi produces piRNAs spanning CDS/introns



Scale
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10 kb dm3
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OSS_24-30nt

fGS.OSS_24-30nt
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0 -

OSS_24-30nt

218 _

-15 _

fGS.OSS_24-30nt

39 _

-53 _

CG43674 has 3’UTR and intronic piRNAs



– Examples of antisense piRNAs
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Cda5 produces both sense and antisense piRNAs
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Dscam4
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-456 _
30 _
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6 _
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0 -

Dscam4 produces exonic antisense piRNAs



– Examples of bidirectional piRNA loci

Scale
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0 -
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CG4658

CG5850 and CG4658 3’ UTR overlapping produce bidirectional piRNAs
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FlyBase 5.45

NaCP60E and pain 3’ UTR overlapping produce bidirectional piRNAs



Scale
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ex and crq 3’ UTR overlapping produce bidirectional piRNAs
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CG6178 and Myo95E 3’ UTR overlapping produce bidirectional piRNAs
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FlyBase 5.45

CG17883 and Nipped-B 3’ UTR overlapping produce bidirectional piRNAs



Scale
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CG1407

CG12129-RA
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0 -

17 _
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0 -

16 _
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0 -

CG1407 and CG12128 overlapping produce bidirectional piRNAs
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