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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 ug 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 S$10: 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) f{GS/OSS-enriched piRNA loci.

Figure S$16: Representative piRNA loci in several classes.
1) Examples of piRNAs in unannotated 3'UTRs
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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.

Incubate at room temperature for 5 minutes.
. Aliquot samples into 1.5 ml microcentifuge tubes.

. Add 0.267 ml chloroform per ml of TRIzol used.

2.

3

4

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 -20° 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 coefficients (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 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).
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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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cell lines and various tissues. This cluster is highly expressed in S1 and G2 cell lines, as well as in

Supplementary Figure 6. mir-972—979 cluster from clustering of miRNA expression across 25
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
coefficient 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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eme191-300]

Sense Strand Reads

AC’

c GATACATATICTCCTTTCGCTCTAC

A Ny

3
L
Genomic Position

Makpin parstion ~e= Sense =s= Anssense

. .ATACATATTCTCCTTTCGCT. .. .
. .ATACATATTCTCCTTTCGCTCT. .
. .ATACATATTCTCCTTTCGCTC

.. .AGCGAGAGGGTATTATGTATTC .

.. .AGCGAGAGGGTATTATGTATT. .

.. .AGCGAGAGGGTATTATGTAT. . .

.. .AGCGAGAGGGTATTATGTATTCAT .
. TTAGCGAGAGGGTATTATGTAT R . . .
.GATACATATTCTCCTTTCGCT

. .ATACATATTCTCCTTTCGC. .
.GATACATATTCTCCTTTCGCTCT. .

.GATACATATTCTCCTTTCGCTC

TTTAGCGAGAGGGTATTATG. . e . .
R A A . . .ATACATATTCTCCTTTCG.
.....CGAGAGGGTATTATGTATTCAT. e e .
. TTAGCGAGAGGGTATTATGT .
AGCGAGAGGGTATTATGTA P R . .
.. .TACATATTCTCCTTTCGCTCT. .
. .ATACATATTCTCCTTTCGCTCTA.
. TTAGCGAGAGGGTATTATGTA. . . .
. TTAGCGAGAGGGTATTATGTATT. .
TGATACATATTCTCCTTTCGCT

.. .TACATATTCTCCTTTCGCTC

Anti-sense strand reads

ACTAC.

TCTCTCATTCGTT

ATGATACATATTCTCCTTICGCTCTAC

SO (OO0 - COCOOOOOE - - COCeeOeE 022393 +2233)3)3)) - -2)))))))))) - -)))))) - -)))

oo e

COCCOOCOOE - COCeee Cee..33)))+..)3)))))) -

- GTGTATCTCTCTCATTCGT

2)))))))))) ) )))
- GCTCTACGAGTAATGGATATATCGTCA. .

Matire < Star

GTCAAC;
Read # Hi Total
size Mismatch Cor Norm
23 0 1 48184.00
20 0 1 19195.00
22 0 1 16073.00
21 0 1 10126.00
22 0 1 8253.00
21 0 1 6272.00
20 0 1 435.00
21 0 1 264.00
24 0 1 211.00
22 0 1 166.00
21 0 1 129.00
19 0 1 112.00
23 0 1 105.00
18 0 1 85.00
22 0 1 73.00
21 0 1 54.00
22 0 1 46.00
22 0 1 45.00
20 0 1 37.00
18 0 1 32.00
22 0 1 30.00
20 0 1 28.00
19 0 1 25.00
21 0 1 20.00
23 0 1 15.00
21 0 1 15.00
23 0 1 14.00
22 0 1 12.00
20 0 1 11.00
19 0 1 10.00
20 0 1 9.00
19 0 1 8.00
19 0 1 7.00

'GTCAAC
Read # Total
size Mismatch Count Norm

. e . P 27 0 1.00
.AGTGAAATATAARTAATARAATAA. . 23 0 1.00
19 0 1.00

Total
48184
19195
16073
10126
8253
6272
435
264
211
166
129
112
105
85
73

54

46
45

37

32

30

28

25

20

15

15

14

12

11

10

9

8

7

Total
1
1
1

AGOl AGO2 cellline
6.00 0.00 42789.00
6.00 0.00 18590.00
16.00 0.00 15022.00
8.00 0.00 9690.00
2.00 0.00 7124.00
8.00 1.00 5815.00
0.00 0.00 404.00
0.00 0.00 258.00
0.00 0.00 183.00
0.00 0.00 141.00
0.00 0.00 115.00
0.00 0.00 108.00
0.00 0.00 99.00
0.00 0.00 79.00
0.00 0.00 69.00
0.00 0.00 47.00
0.00 0.00 45.00
0.00 0.00 35.00
0.00 0.00 34.00
0.00 0.00 29.00
0.00 0.00 26.00
0.00 0.00 27.00
0.00 0.00 22.00
0.00 0.00 17.00
0.00 0.00 14.00
0.00 0.00 13.00
0.00 0.00 13.00
0.00 0.00 11.00
0.00 0.00 9.00
0.00 0.00 3.00
0.00 0.00 7.00
0.00 0.00 8.00
0.00 0.00 7.00
AGOl AGO2 cellline
0.00 0.00 0.00
0.00 0.00 0.00

0.00 0.00 0.00

public
5395.00
605.00
1051.00
436.00
1129.00
457.00
31.00
6.00
28.00
25.00
14.00
4.00

00

00

00

00
.00
0.00
00

00

00

00

00

00

00

00

00

00

00

00

00

00

00

CONAUNLEFRPNEWWE&WWE R J6 00

public
1.00
1.00
1.00
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Sense Strand Reads
ACTTTGAA
Read # Hit | Total
CCCCCCC o O+ (e e a2 22)0))20))) 2000000000 ) ))))))) -« size Mismatch Count Norm  Total AGOl AGO2 cellline public
22 0 1 4553.00 4553 230.0052.00 3352.00 1201.00
21 0 1 3227.00 3227 237.00 31.00 2448.00 779.00
20 0 1 674.00 674 31.00 5.00 558.00 116.00
. 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
e 22 0 1 39.00 39 2.00 0.00 5.00 34.00
. .TTT TTGCCGGTACCH TGGTTT! . . 27 0 1 29.00 29 0.00 0.00 19.00 10.00
. . TTTGGGTTGCCGGTACCGGGTGE . . 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
N . . 24 0 1 15.00 15 0.00 0.00 3.00 12.00
. B, 24 0 1 15.00 15  1.00 0.00 10.00  5.00
N . .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
N . 20 0 1 12.00 12 1.00 0.00 8.00 4.00
. TCGCAGATCGGTCGGAACTTIGAAAG. . ... . . 2600 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
. TCCGATCTCCGCGTGETTTGG : et . i 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
. 21 0 1 9.00 9 0.00 0.00 7.00 2.00
. . 22 0 1 9.00 9 0.00 0.00 3.00 6.00
. 21 0 1 8.00 8 0.00 0.00 0.00 8.00
. 26 0 1 8.00 8 0.00 0.00 2.00 6.00
. 23 0 1 7.00 7 4.00 0.00 0.00 7.00
. 22 0 1 6.00 6 0.00 0.00 0.00 6.00
e 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
... .TGGGTTGCCGGTACCGGETG - 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
. PR . . . . TCCACGACCCATACCACTCGCAGATCGGT . 29 0 1 4.00 4 0.00 0.00 4.00 0.00
. ++ +GTCGTCCGATCTCCGCGTGGTTTGGw ¢ v e s e v v a v ceseenan 25 0 1 4.00 4 0.00 0.00 0.00 4.00
. ces ceen « . .TGGGTTGCCGGTACCGGGTGGTT. . 23 0 1 4.00 4 0.00 0.00 3.00 1.00
. 26 0 1 4.00 4 0.00 0.00 2.00 2.00
. 23 0 1 4.00 4 0.00 0.00 1.00 3.00
. 25 0 1 4.00 4 0.00 0.00 4.00 0.00
N 20 0 1 4.00 4 0.00 0.00 3.00 1.00
. 29 0 1 4.00 4 0.00 0.00 4.00 0.00
TCGTCCGATC'I‘CCGCGTGGTTTGGGT . . 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
. . . ceea . 27 0 1 4.00 4 0.00 0.00 4.00 0.00
...Table Truncated. . .
Anti-sense strand reads
CGGCCCGCATC C AC Read # Hit Total
5 CCCCCCC 2 (o (((Cmeeene 3)))2))))++)))))))-))))))) ) -- #*% |size Mismatch Count Norm | Total AGOl 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
.. 26 0 1 1.00 1 0.00 0.00 1.00 0.00
. 21 0 1 1.00 1 0.00 0.00 1.00 0.00
27 0 1 1.00 1 0.00 0.00 1.00 0.00
24 0 1 1.00 1 0.00 0.00 0.00 1.00
21 0 1 1.00 1 0.00 0.00 0.00 1.00
21 0 1 1.00 1 0.00 0.00 1.00 0.00
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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Sense Strand Reads

TCAAACAAAC.

OO COCCOOCOOCOOOCee e e COCCoenvannanceeesan))))))ee=2))))))))INIIIIIIIIIIIIDD) -
e . . + . . . AATTCATCACGAAGTGGTTTCT . .

AAATCACTTTGCTTGGAATTCA.

.ATTCATCACGAAGTGGTTTCT. . . e

AAATCACTTTGCTTGGAATTC .

AATCACTTTGCTTGGAATTCA . « et v vvennennenns
TCACATTGATGTACGTAAGAAT .

AATTCATCACGAAGTGGTT. . . . .
teeetssiessees. JGTTTCTGTGTTGCCTCCGATT .
. . TTCATCACGAAGTGGTTTCT .
.ACGTAAGAATTCATCACGAAGTGGT .
GAAGTGGTTTCTGTGTTGCCT .

. TCACGAAGTGGTTTCTGTGTTGC .

. AGCAGAATATTCAAATGA. .
«+....TTGAAAGCAGAATATTCAAATGAAAA. .

. CATCACGAAGTGGTTTCTGTGTT

AATCACTTTGCTTGGAATTCAC.
. TTTGCTTGGAATTCACATT .

TCATCACGAAGTGGTTTCTGT .

. .GTTTCTGTGTTGCCTCCGAT .

.ACGAAGTGGTTTCTGTGTTGC
++seene. .GTTTCTGTGTTGCCTCCGATTG
.ACGAAGTGGTTTCTGTGTTG. .

AAAATGAAA.

.ATTCATCACGAAGTGGTTTC. .
e + . ATCACGAAGTGGTTTCTGTGT
+ . . TACGTAAGAATTCATCACGAAGTGGT .

TACGTAAGAATTCATCACGAAGTGGTTT. . . .
. ATCACGAAGTGGTTTCTGTGTTGC .

TP e . .GAAATCACTTTGCTTGGAA. .
.CAAACARATCARAATGAAACAATCGGAGG .
“+vev....TGCAGAAATCACTTTGCTTGGAAT .

«++..ATCGGAGGTGCTGCAGARATCAC. .

TGCCTCCGATTGARAGCAGAATATT .

Anti-sense strand reads

TCAAACAAAC.

Read #

size Mismatch
22 0

22
21
21
22
21
22
20
20
18
22
21
23
21
22
22
19
19
21
20
25
21
22
23
18
26
23
22
19
21
21
20
24
21
22
20
25
25
23
21
25
28
26
20
21
26
19
22
28
24
19
29
24
23
25
22

C 0000000000000 0000O000000000000000000000000000000000O00

Read

23 0

Total

Hi
Count | Norm

S S S o

# Hit
size Mismatch Co

1

3696.00
802.00
459.00
264.00
154.00
108.00
77.00
28.00
23.00
17.00
14.00
13.00
9.00
8.00
7.00
5.00
5.00
5.00
4.00
4.00
4.00
3.00
3.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

To
unt  Norm
1.00

tal

Total AGO1

3696
802
459
264
154
108
77
28
23
17
14
13
9

PR R RREREREREREREERNRNNNRNNRNNNRNNNRNNRNNNRNNRNNNWWE &S00S

271.00
80.00
38.00
17.00
4.00
6.00
9.00
6.00
2.00
1.00
1.00
0.00
0.00
1.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00

AGO2
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00

o
3

°
3

°
3

°
S

°
3

Total AGO1 AGO2
0.00 0.00 1.00

1

cellline
259.00
34.00
39.00
24.00
62.00
17.00
25.00
2.00
2.00
1.00
0.00
10.00
4.00
0.00
0.00
0.00
2.00
1.00
0.00
1.00
0.00
0.00
0.00
0.00
0.00
2.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
1.00
0.00
1.00
2.00
1.00
2.00
0.00
0.00
2.00
1.00
2.00
1.00
1.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00

cellline

public
3437.00
768.00
420.00
240.00
92.00
91.00
52.00
26.00
21.00
16.00
14.00
3.00
5.00
8.00
.00
.00
.00
.00
.00
.00
.00
.00
.00
.00
.00
.00
.00
.00
.00
.00
.00
.00
.00
.00
.00
.00
.00
.00
0.00
2.00
2.00
0.00
1.00
0.00
1.00
0.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

FORNREFNNNNNNNONNWWE WS & WU

public
0.00
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Mairpin partition =e= Sense == Antsense

Read #

eee e COCC - (OO (e OO (e (e (Coeeee2))02)))))))))222)))))))DI))DI) D)) ) eeeece
- TARAAGCACATTTCGCCAGCACGT . .
- TAAAAGCACATTTCGCCAGCACGTG. . . .

CGTCTGTGATTTTGGTTTTTAAC .

. TAAAAGCACATTTCGCCAGCAC. . . . .
. TAAAAGCACATTTCGCCAGCACGTGT

. AAAAGCACATTTCGCCAGCACGTG .
< AAAAGCACATTTCGCCAGCACGT. . e
- TACTTTCCACCTCGTCTGTGATTTTGG -
. TAAAAGCACATTTCGCCAGC . + vt vvveennennnnn
CATTTCGCCAGCACGTGTACTTTCCACC. .

+ «AAAGCACATTTCGCCAGCACGT e e v v v v vunn e
TCGCCAGCACGTGTACTTTCCACCTCG.

. ARAAGCACATTTCGCCAGCACGTGTACT .

CGTTAGCGCAGTTGTACGTCC

CACATTTCGCCAGCACGTG .

. TTTCCACCTCGTCTGTGATTTTGGT

4TTTTAACGTTBGCGCAGTTGTACGTCC
. TCTGTGATTTTGGTTTTTAACGTTAGC . .
TTTTTAACGTTAGCGCAGTTGTACG...

.GTACTTTCCACCTCGTCTGTG
TTTCGCCAGCACGTGTACTTTCCACCTC .
AAAAGCACATTTCGCCAGCACG.......

...Table Truncated...

Anti-sense strand reads

CGTCCACTCAAATTGCTCTATAA.

24
25
23
23
22
22
26
22
26
21
24
23
27
.. 28
.. 20

28

21
.. 28
oo22

27
. .eo21
ceeee. 21
27
. .. 28
ceeees 21
21
. .. 26
ceeees 21

19
.. 25
.. 23

27

27
eeo27
«e 25

21
.. 28
..o 22

GC;

kR

eee e COCC COOOOOOOOEOCa e e (OO (o CCeaCCameeeve))2)))))INID22))))))I)DIDDDDD) D)) ) eccecee

GCACGTGTACTTTCCACCTCG

...Table Truncated...

0

C 0000000000000 00000000000000000000O00O0

Matire —=- St

Hit

size Mismatch Count

T

Hit

#
Mismatch Count

Total
Norm

Total

377.00 377
293.00 293
261.00 261
147.00 147

76.00
40.00
30.00
27.00
17.00
16.00
9.00
8.00
6.00
5.00
4.00
4.00
4.00
4.00
3.00
3.00
3.00
3.00
3.00
3.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00

Total
Norm

76
40
30
27
17
16
9

NONNNRNUNRNRNNNRNNNG®WWW WS &S00 o

Total

~
cocoocoocoocooooo
T

10.00 10

5.00
4.00
4.00
4.00
4.00
3.00
3.00
3.00
3.00
3.00

5

WWwww W e e

AGOl AGO2 cellline public
12.00 0.00 131.00 246.00
4.00 0.00 120.00 173.00
5.00 0.00 64.00 197.00
6.00 0.00 60.00 87.00
1.00 0.00 22.00 54.00
1.00 0.00 11.00 29.00
0.00 0.00 20.00 10.00
2.00 0.00 3.00 24.00
0.00 0.00 4.00 13.00
1.00 0.00 7.00 9.00
1.00 0.00 4.00 5.00
1.00 0.00 1.00 7.00
0.00 0.00 0.00 6.00
0.00 0.00 0.00 5.00
0.00 0.00 2.00 2.00
0.00 0.00 1.00 3.00
1.00 0.00 1.00 3.00
0.00 0.00 1.00 3.00
3.00 0.00 0.00 3.00
0.00 0.00 1.00 2.00
0.00 0.00 1.00 2.00
0.00 0.00 0.00 3.00
0.00 0.00 0.00 3.00
0.00 0.00 0.00 3.00
0.00 0.00 0.00 2.00
0.00 0.00 2.00 0.00
0.00 0.00 0.00 2.00
0.00 0.00 1.00 1.00
0.00 0.00 1.00 1.00
0.00 0.00 0.00 2.00
0.00 0.00 0.00 2.00
0.00 0.00 0.00 2.00
0.00 0.00 2.00 0.00
0.00 0.00 0.00 2.00
0.00 0.00 1.00 1.00
0.00 0.00 2.00 0.00
0.00 0.00 2.00 0.00
0.00 0.00 0.00 2.00
AGOl AGO2 cellline public
0.00 0.00 0.00 10.00
0.00 0.00 0.00 5.00
0.00 0.00 2.00 2.00
0.00 0.00 4.00 0.00
0.00 0.00 0.00 4.00
0.00 1.00 0.00 4.00
0.00 1.00 0.00 3.00
0.00 0.00 0.00 3.00
0.00 1.00 0.00 3.00
0.00 0.00 1.00 2.00
0.00 1.00 1.00 2.00
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e 1341-265)
Sense Strand Reads
A A
Read # Hit Total
oo CCCCe e oo (OO (0o (OO size Mismatch| Count Norm | Total AGOl AGO2 cellline
21 0 1 376.00 376 3.00 0.00 284.00
22 0 1 169.00 169 1.00 0.00 74.00
20 0 1 44.00 44 0.00 0.00 31.00
.. . 23 0 1 28.00 28 1.00 0.00 18.00
«AGTTTGTGAGGAGCGTTCGGC. . 21 0 1 18.00 18 0.00 0.00 9.00
+AGTTTGTGAGGAGCGTTCGG. .. ... 20 0 1 18.00 18 0.00 0.00 10.00
+AGTTTGTGAGGAGCGTTCGGCG. . . . 22 0 1 16.00 16 0.00 0.00 8.00
+ «AGTTTGTGAGGAGCGTTCGGCGGA. . cesesccssaans 24 0 1 14.00 14 0.00 0.00 9.00
eteeeiiieciieaaitaaatsaasseassseasssss ATCGCTCTTGGCCAGCTCGT. 20 0 1 10.00 10 0.00 0.00 8.00
“etesanseasss . CCATCGCTCTTGGCCAGCTCGT . 22 0 1 10.00 10 0.00 0.00 7.00
“etesanseaasss .CATCGCTCTTGGCCAGCTCGTCCC. 24 0 1 6.00 6 0.00 0.00 0.00
“...“...‘CGTTCGGCGGATACACAT“..."..."...‘...“...“...“. 18 0 1 4.00 4 0.00 0.00 3.00
. “eteseasesaascsaasssss ACACATCGCACCCATCGC. . . . 18 0 1 4.00 4 0.00 0.00 0.00
. “eees AGGAGCGTTCGGCGGATA . ¢ vt v vanrenansanannse . 18 0 1 3.00 3 0.00 0.00 2.00
. 25 0 1 3.00 3 0.00 0.00 2.00
. . 23 0 1 3.00 3 0.00 0.00 3.00
. 18 0 1 3.00 3 0.00 0.00 0.00
..."..."...‘....‘.CGGATACACATCGCACCCATCG‘ . 22 0 1 3.00 3 0.00 0.00 0.00
+AGTTTGTGAGGAGCGTTCG cesesiesasanns . 19 0 1 2.00 2 0.00 0.00 0.00
“eseeses . AGGAGCGTTCGGCGGATAC. v v v v v v DI . 19 0 1 2.00 2 0.00 0.00 1.00
+AGTTTGTGAGGAGCGTTCGGCGGATA .« v v v v v v . 26 0 1 2.00 2 0.00 0.00 1.00
B T ‘CGGGCCTAAACGGTTCCGACAAGCGC . 26 0 1 2.00 2 0.00 0.00 2.00
+ +GCGTTCGGCGGATACACAT + o v v v s . . . .. 19 0 1 2.00 2 0.00 0.00 0.00
..‘ACACATCGCACCCATCGCT.. . . .. 19 0 1 2.00 2 0.00 0.00 1.00
...Table Truncated....
Anti-sense strand reads
GAACA AGC ATCGCAC AACGGGCCTAAA GAC
Read # Hit Total
CCCe e GO (o e o e e ((((aaweaaa))))eeeaaad)IIN)e))ed)))e))ed)))eee)))ennn size Mismatch Count Norm Total AGOl AGO2 cellline
+ +GCACCCATCGCTCTTGGCCAG s ¢ vt essnssnssssnssssassssnssssasssnsanns 21 0 1 2.00 2 0.00 0.00 0.00
. . «+es+ . ACGGTTCCGACAAGCGCACTA 21 0 1 2.00 2 0.00 0.00 2.00
.CGCACCCATCGCTCTTGGCCA. 21 0 1 2.00 2 0.00 1.00 1.00
.......CACATCGCACCCATCGCTCTT...... 21 0 1 2.00 2 0.00 0.00 0.00
e 21 o 1 1.00 1 0.00 0.00 1.00
21 0 1 1.00 1 0.00 0.00 1.00
21 0 1 1.00 1 0.00 0.00 1.00
CCCAACGGGCCTAAACGGTTCCGACA. 26 0 1 1.00 1 0.00 0.00 0.00
GCTCGTCCCAACGGGCCTAAA 21 0 1 1.00 1 0.00 0.00 1.00
.. .. 22 0 1 1.00 1 0.00 0.00 1.00
CAAGCGCACTAGCCAAGTCAT 21 0 1 1.00 1 0.00 0.00 1.00
.. .GCGCACTAGCCAAGTCATCAG... 21 0 1 1.00 1 0.00 0.00 1.00
.21 0 1 1.00 1 0.00 0.00 1.00
. 21 0 1 1.00 1 0.00 0.00 1.00
. +CCATCGCTCTTGGCCAGCTC 20 0 1 1.00 1 0.00 0.00 0.00
CGGATACACATCGCACCCATC.. 21 0 1 1.00 1 0.00 0.00 1.00
CCATCGCTCTTGGCCAGCTCGTCCCA 26 0 1 1.00 1 0.00 0.00 0.00

public
92.00
95.00
13.00
10.00
9.00
8.00
8.00
5.00
2.00
3.00
6.00
1.00
4.00
1.00
1.00
0.00
3.00
3.00
2.00
1.00
1.00
0.00
2.00
1.00

public
2.00
0.00
1.00
2.00
0.00
0.00
0.00
1.00
00
00
00
00
00
00
00
00
00

moroooooo
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200
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2 5 Genomic Position
: Malrpin partition == Sense == Astsense — Matwe — Star
Sense Strand Reads
GC
Read # Hit Total
A N O T T T D D D D T S R D D D D D S D D 0 D 1 D P size Mismatch Count Norm | Total AGOl 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
23 0 1 14.00 14 1.00 0.00 10.00 4.00
. e 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
e sesesietesesatattetesatatattesesasatantone 18 0 1 2.00 2 0.00 0.00 2.00 0.00
+e+ee..CTCGATTGGCATCAAGTGGCTTCCAGTC cen 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
. . . . . . ceesccaene 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 v v v v v vvnnnnnns 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
. . . . 24 0 1 1.00 1 0.00 0.00 0.00 1.00
.............. TGCAATAATTTCCTCGATTGG . . . cees . 21 0 1 1.00 1 0.00 0.00 1.00 0.00
. “eteresessaaasaseesesss . 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
- . e eeeeeeaeeeeaeaaaa, 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
PN “eeeseees AATAATTTCCTCGATTGGCAT . . . 21 0 1 1.00 1 0.00 0.00 0.00 1.00
+AAATCCGATATTTGTCGTG. ... . . .o cesessens . . . 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
PPN N . N N . N 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
ceeeaeans PN . 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. . . . PR . . . N . 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
N 24 0 1 1.00 1 0.00 1.00 0.00 1.00
.. 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
. . 22 0 1 1.00 1 0.00 0.00 0.00 1.00
. . . . . B R R TTTCCTCGATTGGCATCAAGTG. . . . . . . . . . . . . 22 0 1 1.00 1 0.00 0.00 0.00 1.00
et tesesesaetesesesataettosesesastotosesasastososasasscsososasasscsosesasanseses TGEGCTTCCAGTCGGGTACATATTGC e ¢ et e sesansosososassssososssassosososssassososssasansoss 25 0 1 1.00 1 0.00 0.00 0.00 1.00
Anti-sense strand reads
Read # Hit Total
...... CCCCCCCa e e COCCCCCCee e e (e ((anne)) size Mismatch Count Norm Total AGOl 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
24 0 1 5.00 5 0.00 0.00 0.00 5.00
- . . - . 25 0 1 3.00 3 0.00 0.00 0.00 3.00
PN .GTGCAATAATTTCCTCGATT 20 0 1 2.00 2 0.00 0.00 0.00 2.00
.. “etetecttscttttscssassnsssess s 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
27 0 1 1.00 1 0.00 0.00 0.00 1.00
N 21 0 1 1.00 1 0.00 0.00 0.00 1.00
. . . . . . . 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
. N N . N N N 24 0 1 1.00 1 0.00 0.00 0.00 1.00
26 0 1 1.00 1 0.00 0.00 0.00 1.00
. 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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Sense Strand Reads

>
2N

%

= CCC G O OO COCOOOE- (- e e
.CCGAGTATATGGAATTTCTGTT. . . .

2))2))))))))))=))))=))))=))=))=))-=))))) -

.CCGARACTCGATATAATTCAGA .
.CCGAARACTCGATATAATTCAGARA
.CCGARACTCGATATAATTCAGAA
+ . .CCGAAACTCGATATAATTCAG. .

.CCGAGTATATGGAATTTCTGT
.CGAGTATATGGAATTTCTGTT .
.CGAGTATATGGAATTTCTGTTT
“ieestreen. . .GTATATGGAATTTCTGTTTTGC. . .
tveevss. .CCGAGTATATGGAATTTCTG. « v vvssnn
++eeve... . CCGAGTATATGGAATTTCTGTTTTGCC. .
“eeeeesene. CGAGTATATGGAATTTCTGT .« v vs ...

e e ACCGAAACTCGATATAATTCAGA. .

«+..TGTTCC AATTTCTGTTTTG. . .
++++.. . TCCGAGTATATGGAATTTCTGTTTTGCC .

GAGTATATGGAATTTCTGTT .

«+...TATATTAAGTAGTCCTTTATT .

«sseeesss . CCGAGTATATGGAATTTCTGTTT. . .
- PTTTGCCTAGTATGAACCGAAACTC. . .

GACGTCCCCCGCACATGAGCT

ATTGTTCCTGTTCCGAGTA.

- CCGAGTATATGGAATTTCTGTTTTGC

TGACGTCCCCCGCACATGAGCTTTCT .

...Table truncated...

Anti-sense strand reads

Read #

size
22
22
24
23
21
21
21
22
23
22
20
27
20
20
28
28
26
29
28
26
20
25
21
23
27
25
21
19
21
19
28
26
26

2 CCC = O OO OO - OO 22D +)))) )))) +)) D)D) =)))) =)D =)D ))==))))) - -
caes caes caes TTCAGARACTGGTTCATAAGCCTCTTG

GCCTCTTGACGTCCCCCGCACATGA
- AGAAACTGGTTCATAAGCCTCTTGA. . .. . . . .
ACGTCCCCCGCACATGAGCTTTC .

GTCCTTTATTATTGTTCCTGTTCCGAGTA . e

+ . .CTGTTCCGAGTATATGGAATTTCTGTT. . . .

+ . .ACCGAAACTCGATATAATTCAGAA.
++++. . TCTGTTTTGCCTAGTATGAACCGAA. . ...
«+ . TTCTGTTTTGCCTAGTATGAACCGARACTC. . . . e
++...ACCGAAACTCGATATAATTCAGAAA

Mismatch

000 0000000000000 0000000000000 00O

Read #

size
27
25
29
25
23
21
21
27
24
25
26
30
25
23

Mismatch

cococoocococococoocooococoo

Hit
Count

PR R R R R R R R R R R R R R R R R R R R R R R R R R e

Hit
Count
1

PR RRRRRRR R R R R

Total

Norm | Total AGOl1 AGO2
175.00 175 1.00 0.00
106.00 106 3.00 0.00
71.00 71 2.00 0.00
45.00 45 1.00 0.00
26.00 26 0.00 0.00
26.00 26 1.00 0.00
24.00 24 0.00 0.00
14.00 14 0.00 0.00
7.00 7 0.00 0.00
6.00 6 0.00 0.00
6.00 6 1.00 0.00
4.00 4 0.00 0.00
4.00 4 0.00 0.00
4.00 4 0.00 0.00
4.00 4 0.00 0.00
3.00 3 0.00 0.00
3.00 3 0.00 0.00
2.00 2 0.00 0.00
2.00 2 0.00 0.00
2.00 2 0.00 0.00
2.00 2 0.00 0.00
2.00 2 0.00 0.00
2.00 2 0.00 0.00
2.00 2 0.00 0.00
2.00 2 0.00 0.00
2.00 2 0.00 0.00
2.00 2 0.00 2.00
2.00 2 0.00 0.00
2.00 2 0.00 0.00
2.00 2 0.00 0.00
2.00 2 0.00 0.00
2.00 2 0.00 0.00
2.00 2 0.00 0.00
Total

Norm |Total AGO1 AGO2
2.00 2 0.00 0.00
2.00 2 0.00 0.00
2.00 2 0.00 0.00
2.00 2 0.00 0.00
1.00 1 0.00 0.00
1.00 1 0.00 0.00
1.00 1 0.00 0.00
1.00 1 0.00 0.00
1.00 1 0.00 0.00
1.00 1 0.00 0.00
1.00 1 0.00 0.00
1.00 1 0.00 0.00
1.00 1 0.00 0.00
1.00 1 0.00 0.00

cellline
17.00
30.00
4.00
7.00
15.00
3.00
5.00
3.00
0.00
0.00
2.00
0.00
2.00
1.00
4.00
2.00
3.00
2.00
2.00
2.00
0.00
2.00
0.00
0.00
1.00
0.00
0.00
2.00
1.00
0.00
2.00
0.00
2.00

cellline
2.00
2.00
00
00
00
00
00
00
0.00
0.00
1.00
0.00
0.00
1.00

coor NN

public
158.00
76.00
67.00
38.00
11.00
23.00
19.00
11.00
7.00
6.00
4.00
4.00
2.00
3.00
0.00
1.00
0.00
0.00
0.00
0.00
2.00
0.00
2.00
2.00
1.00
2.00
00
00
00
00
00
00
0.00

vNoN R OoN

public
0.00
0.00
0.00
0.00
0.00
1.00
1.00
1.00
1.00
1.00
0.00
1.00
1.00
0.00
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Total Reads

e 269 |-46.4)

Sense Strand Reads

Read # Hit Total

S Eanaaas £33)))42))2)))))2)))))))N)=)N)))e-)))) D)) size Mismatch Count Norm | Total AGOl AGO2 cellline public
ceee + «ATAGCCAGCATGGCCAAAGCGCT. . ceee cerenen e . .23 0 1 168.00 168 4.00 0.00 100.00 68.00
« - ATAGCCAGCATGGCCAAAGCGC . ceee . . .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

. ceen . .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

.21 0 1 2.00 2 0.00 0.00 2.00 0.00

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

TAGCCAGCATGGCCARAGCGCT. . . 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

18 0 1 1.00 1 0.00 0.00 1.00 0.00

cees 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
A A
Read # Hit Total

[ESEEEuEEEaas £)2))+42)))))))2)))))))I) )N D) ee)))) D)) e size Mismatch Count Norm |Total AGO1 AGO2 cellline public

21 0 1 1.00 1 0.00 0.00 0.00 1.00

23 0 1 1.00 1 0.00 0.00 0.00 1.00
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© 200+

150+

Total Reads
v

3 Genomic Posstion

Malrpin partition == Sense === Astisense — Matwe = Star

Sense Strand Reads

CTCGCCCACACCAACH ‘CCCCACTCCTCGGCGCTC C 'GTGC C CcG

ool = CCCCCOOC + OO COCOOEOEeeeeeees ceec. ©))))2)))))))))))))))2)))))2)))))))) e FRIHIIKIIAR KA KK AR H R AR K A KA XK A A K AKX
. CTTGATGGGGAGAAGGAGAGG.
. CTTGATGGGGAGAAGGAGAGGG
-CTTGATGGGGAGAAGGAGA .
. CTTGATGGGGAGAAGGAGAG .

. . TTGATGGGGAGAAGGAGAGG

PR CGCTCTTTCTCTCTATCTGG . « ¢ e v e veenasaanassanassananas

« « TTGATGGGGAGAAGGAGA . ¢ s e vt vvvsasnssassasannanans
cesssesassssassasasssss s GACCGAGCGAGCGAGCCAG. + 4« o
« + + . GATGGGGAGAAGGAGAGGG

<CTTGATGGGGAGAAGGAGAGGGA . « v et vevrannnnananns
“eetesestaatasaaeasassss ACCGAGCGAGCGAGCCAGGC.

« TTTGGCAGTATGCCCCCACTCCTCGGC .

+ « TGGCTTGATGGGGAGAAGGAGA .
« + . TGATGGGGAGAAGGAGAGGGAGA

« . . TGATGGGGAGAAGGAGAGGGAG .

GCTTGATGGGGAGAAGGA. . .

“eeeracaasaeesss . TGGCCTGGCTTGATGGGGAG. .
eeeeeee s TCTTTCTCTCTATCTGGCCTGGCCTG e ¢ v v v v v v vnnnnnn
ACTCCTCGGCGCTCTCGCT
CGCTCTTTCTCTCTATCTG. . .
+«GCTCTTTCTCTCTATCTGG. .

ACCGAGCGAGCGAGCCAGGCAGGCGTGC -

. .GCCAGGCAGGCGTGCGCAGTGGGGCCCA

. . AAGGAGAGGGAGACCGA
AGAAGGAGAGGGAGACCGAGCGAGCG

. CCGAGCGAGCGAGCCAGGCAGGCGT

Anti-sense strand reads

CcTCGC ‘GAGCC CATTTACCG

= COCCOOOCe = OO COEEOEEEEEE (QCeee=+4))))433)33))3)33)))))<))))))))))=))) -

+GCCCACACCAACGCATTTGGC .
« TCGCCCACACCAACGCAT .

Read
size

#

Mismatch
0

0 0 0000000000000 00000000000000000000000000O00O00O0 O

d #
Mismatch

cococococooo

Hit
Count
1

e

Hit
Count

Bl e e e e e

Total
Norm
75.00
43.00
18.00
16.00
11.00
8.00
6.00
5.00
4.00
4.00
4.00
4.00
3.00
3.00
3.00
3.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

Total
Norm
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

Total
75

43

18

16

11

8

PR R RPRRERRRRERRRERRERRERERERER,ERERNNNNRNNNWWWWE S S & 0o

Total

B e e e e e

AGO1

1.00
0.00
0.00
1.00
0.00
1.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00

AGO2

0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
1.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00

AGO1l AGO2

0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00

0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00

cellline

62.00
37.00
14.00
13.00
6.00
6.00
3.00
4.00
4.00
4.00
2.00
4.00
0.00
0.00
0.00
1.00
2.00
0.00
2.00
2.00
0.00
2.00
1.00
1.00
0.00
1.00
0.00
1.00
0.00
0.00
1.00
0.00
0.00
0.00
0.00
1.00
0.00
0.00
1.00
0.00
0.00
1.00
0.00
0.00
0.00
0.00
0.00
0.00

cellline
0.00
1.00
1.00
1.00
1.00
1.00
0.00
1.00

public
13.00
6.00
4.00
3.00
5.00
2.00
3.00
1.00
0.00
0.00
2.00
0.00
3.00
3.00
3.00
2.00
0.00
2.00
0.00
0.00
2.00
0.00
1.00
0.00
1.00
0.00
1.00
0.00
1.00
1.00
0.00
1.00
1.00
1.00
1.00
0.00
1.00
1.00
0.00
1.00
1.00
0.00
1.00
1.00
1.00
1.00
1.00
1.00

public
1.00
0.00
0.00
0.00
0.00
0.00
1.00
0.00
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Anti-sense strand reads

. TGCGTGCGGTGTGTGCTCACATTATC

«++..CTCACATTATCGATTTCCCCCGATTTC .
-GTGTGTGCTCACATTATCGATTTCC

O € O € O € Y e Y TR )
- AGTGGAGTGAGACCTCGAGTTCGG. - «
-AGTGGAGTGAGACCTCGAGTTCG. «
. AGTGGAGTGAGACCTCGAGTTC .

.GAACGGGAGTTTCCTCCATTGG

+AACGGGAGTTTCCTCCATTGG

«++ . TAGCCGAACGGGAGTTTCCTCCATT. . e
TCCATTGGGAACTCGAGCTGGGGGCT .

.‘.TTCGGGCAAATCTGATAGCCGAACGGGAG..
. TGATAGCCGAACGGGAGTTTCCT
TCTGATAGCCGAACGGGAGTTTCCT

- AGTGGAGTGAGACCTCGA .
TTCCCCCGATTTCTGGAGTGGAGTGA .

TCCATTGGGAACTCGAGCTGG
TTCCTCCATTGGGAACTCGAG

+GAGACCTCGAGTTCGGGCAAATCTGA
GTGAGACCTCGAGTTCGGGCA

.GAACGGGAGTTTCCTCCATTG .

« TCCATTGGGAACTCGAGCTGGGGGC. « « «

.GAACGGGAGTTTCCTCCATTGGG. . .

AAATCTGATAGCCGAACGGGAGTT
. . TCCTCCATTGGGAACTCGAGCTGGGGGC . .
. TGATAGCCGAACGGGAGTTTC .

. .CCTCCATTGGGAACTCGAGCT. . . .

++ . .CCCGATTTCTGGAGTGGAGTGAGACCT Ceeen
TCGAGTTCGGGCAAATCTGATAGCCGA
ATCTGATAGCCGAACGGG

..TGGGAACTCGAGCTGGGGGCTTCA..
. TTGGGAACTCGAGCTGGGGGCTTCA. .

. TCCATGGGGCACAGCGCTACTAAGAAG. .
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26
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0.00
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0.00
2.00
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. CGCATGTCAGGTGGTAATCCA
. . GTATGGCCACTTGACAGTCGGC .
. . GTATGGCCACTTGACAGTCGG. .
. . . TATGGCCACTTGACAGTCGGCT .
. B - TATGGCCACTTGACAGTCGGC - .
. . GTATGGCCACTTGACAGTCG. . . .
. «+ .. TATGGCCACTTGACAGTCG. .
CGCATGTCAGGTGGTAATCC . . N . . .
CGCATGTCAGGTGGTAATC . B e . B ceen
. +++ . TATGGCCACTTGACAGTCGGCTT .« v v vvvnnn
- . TAGTCCGCATGTCAGGTGGTAAT . e . . Ceeeieeeens
. - CCGCATGTCAGGTGGTAATCC . N . . .
B GTATGGCCACTTGACAGTCGGCTT. . . . - . . .
. e eeeaaetiiiaiiiiiiiiiieteennaae .. .CCACTTGACAGTCGGCTTGCTAGCCCGA . v vv v v vnnnnes
.. +GCATGTCAGGTGGTAATCCA L ¢+ s e ettt e aneeesannsessonnasesssnaeesosnsessesnnsessonnness
. . N e . . GTATGGCCACTTGACAGTCGGCT
. . . B e heen . . e ACTTGACAGTCGGCTTGCT. . . .
. « TTTGTCATTAGTATATGAGGTATGC . e v vt vvvnuvvennnneennn .
. . cees . . TCCGCATGTCAGGTGGTAAT . aee . N
. . . . cees eens - - ACTTGACAGTCGGCTTGCTAGCCCGA
. . ceee - . TAGTCCGCATGTCAGGTGGTA. .
« - TAATTTGTCATTAGTATATGAGGTA. . . e eeees
. . [N TATGCTAGTCCGCATGTCAGGTGG -
C. TCY ATC T
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Sense Strand Reads

£ e (OG- COCOOOOOCCe e o COCE COOCOOOOCOCe e (OO e (CCev02)))) D)D) e e ee)))) 22))))))) D)D) DI ) e eres))))
e tiieietiiieseieiees.. .CCTCCAACAGATCCAGCAGCAG. + ... ..

CTCCAACAGATCCAGCAGCAG. . .
CCTCCAACAGATCCAGCAGCAGA. .
CTCCAACAGATCCAGCAGCAGA. .

GCTCCTGCTGCATCTGTTGGCG .
+ . TCCTGCTGCATCTGTTGGCG .
.CTCCTGCTGCATCTGTTGGCG .
. . TCCTGCTGCATCTGTTGGCGA. .
+ . TCCTGCTGCATCTGTTGGCGAT .

CTCCAACAGATCCAGCAGCAGAT .
CCTCCAACAGATCCAGCAGCA. . . .

TCCAACAGATCCAGCAGCAGAT

GCAGATTGTCGCGATGCCGTT .
CTCCAACAGATCCAGCAGCAGATT .+ v v vvvavnennns
. TCCAACAGATCCAGCAGCAG

GCTCCTGCTGCATCTGTTGGCGA. -

+ . TCCTGCTGCATCTGTTGGC
. TGCTCCTGCTGCATCTGTTGG . e
. .. .CCTCCAACAGATCCAGCAGC. + v+ vvt. . .
e ettt eeeeieaeiaeaeeiietatataeeaatataeaenesasasaenenesasss CTCCAACAGATCCAGCAG. tvrvrnrnsnenrnsnns
“TCTTGGCCGTGTACTCCG v v v v vave v enrnnnnnns
CTCCAACAGATCCAGCAGCA

e eteteeieiiesieiieieiasaenienaenenne.. . .AGCAGCAGATTGTCGCGATGCCG
CAACAGATCCAGCAGCAGATT

teeeveen...  TGCTGCATCTGTTGGCGA.
GACATCTGCTCCTGCTGCATCT

. AACAGATCCAGCAGCAGATTG. .
. AACAGATCCAGCAGCAGATTGT .

...Table Truncated...

Anti-sense strand reads

)eee2))))=22)))))))))))))IN))))
-+ . .CCGCCTCCAACAGATCCAGCAGCAGA. -

. CTCCGCCTCCAACAGATCCAG .

. TCCTGTCGATAGCGATCCAAC. .
CTCCTGTCGATAGCGATCCAA. . .

...Table Truncated...
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25.00
20.00
14.00
13.00
12.00
13.00
13.00
8.00
9.00
7.00
3.00
6.00
1.00
5.00
4.00
0.00
4.00
3.00
2.00
3.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00
2.00

cellline
0.00
0.00
0.00
2.00
0.00
0.00
1.00
0.00
0.00

public

4.00

0.00
0.00
4.00
0.00
0.00
1.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00

public
12.00
4.00
3.00
1.00
2.00
2.00
1.00
2.00
2.00



1D: Coordinate:

Confidence:
dme-mir-9381 | chr3R:19809218-19809291 + | Novel miRNA || “’
Legend: mature Star
Predicted structure
g ‘..'. e ’ %
3 8 2 ". . P

Gme 141 |-439]

Sense Strand Reads
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. .CGGCCAGGGAAGGGTCGAGTGC
- GCCAGGGAAGGGTCGAGTGC

TGCGCACTCGGTCCATCCCTGG «
- CACTCGGTCCATCCCTGGCTCA

. GCCAGGGAAGGGTCGAGTGCG. -

444GGCCAGGGAAGGGTCGAGTGCG..
. .CGGCCAGGGAAGGET
. GGAAC GGGTCGAGTGCGGATC.
| CCGGCCAGGEAAGGETCRAGTE

G

. AGGGAAGGGTCGAGTGCGGAT . .
L GCCAGGEAAGGGTCRAGTG. . . .
. CGGCCAGGGAAGGGTCGAGTGCG . -

. . .CAGGGAAGGGTCGAGTGCG. -
. .CCAGGGAAGGGTCGAGTG .

. CCTGCGCACTCGGTCCATCC . «
TGCGCACTCGGTCCATCCCTGGE

ATATAGIGCTAGTACCAGEAG. - - - -
. AGCAGTTGAGTATCGCCGE
< GCCAGGGARGGGTCOAGT .

. . .CAGGGAAGGGTCGAGTGCGGATCCCT
GGCCAGGGAAGGGTCGAGTGCGGAT . .

ITATATAGTGCTAGTACCAGGAGCAGT.

GCACTCGGTCCATCCCTGGCTC .

L GTTGAGTATCCCGRCCACGERAGSE

| ACTCGGICCATCCCTGACTCA
L TTCGCCTGCGCACTCGRTCCA. . .«
. . TATTCGCCTGCGCACTCGGTCCATCCC .
+GCGCACTCGGTCCATCCCTGE .

L TACACGAAGCGACGECGTGECCCAGT

TGCGCACTCGGTCCATCCC .
CCAGCGGCTATTCGCCTGCGEACTCG. - . . v«

. GTGGCCCAGTTGGGTGCGGGAAT

GTATTTATATAGTGCTAGTACCAG
‘GTATTTATATAGTGCTAGT .

GTATTTATATAGTGCTAGT .

e TGCGCACTCGGTCCATCCC . v vt - o v

| GCGCACTCEETCCATCCCTGECT

| ACTCGETCCATCCCTGRCTCA
TGCGCACTCGGTCCATCCCT

. CCGGCCAGGGAAGGGTCGAGTECG . .

GTATTTATATAGIGCTAGTACCA. - . .

. TGCGGATCCCTTECCCCAGCGE

| AGCOACGECETGECCCACTICEG -

. ACTACACGAAGCGACGGC
CTCGETCCATCCCTGRCTCA .

. TACCAGGAGCAGTTGAGTATC .

. .. .GGTCGAGTGCGGATCCCTTRL .

| ATAGTGCTAGTACCAGGAGEAGT .

- .CGAAGCGACGGCGTGGCC . . »

| AGTTGCGTGCGECARTAGCCGEATC .
+ -GCGTGGCCCAGTTGGETGCGG - « v vv - - v

Anti-sense strand reads
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. TCGCCGGCCAGGGAAGGGTCGA,

ATCCCTTGCCCCAGEGECTA
- TCGCCGGCCAGGGAAGGGTCGAGTGCGEA . « +
. CCGGCCAGGGAAGGGTCGAGTG. - . .

e - CCTGGCTCACTACACGAAGCGACGGCG - + v v v+ - o
LLLll cacacteeerceatceenaact.

COACGECOTGECCCAGTTG
CCCAGTTGGGTGCGGOAAT,

GCACTCGGTCCATCCCTGGCTCA. - . «
.. .CTCGGTCCATCCCTGECTCACT . «

| ACGAAGCCACGECGTEECCCA L
TCGCCTGEGCACTCGGTCERT o v et e aes s ese s s oo

GOTCCATCCCTIGECTCACTAC
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Sense Strand Reads
Read # Hit Total
A (R R (T T T D D D D D D D D D RS D D D D D D D D 0 ) s O ) R size Mismatch Count Norm Total AGOl AGO2 cellline public
. « - ATCACAGTGTGGCTGAGGGAT . 21 0 1 47.00 47 0.00 0.00 44.00 3.00
22 0 1 42.00 42 13.00 0.00 23.00 19.00
20 0 1 32.00 32 0.00 0.00 29.00 3.00
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
21 0 1 3.00 3 0.00 0.00 3.00 0.00
19 0 1 2.00 2 0.00 0.00 2.00 0.00
24 0 1 2.00 2 0.00 0.00 2.00 0.00
. . . . . 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
.. 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
. cee .. . .. . GTGATTGTGATTTATGTTTATTT. .. . .23 0 1 1.00 1 0.00 0.00 0.00 1.00
. . cesecssatssessanes B RN R i i e L efelal el iy i L ¢ 7. W .. 18 0 1 1.00 1 0.00 0.00 1.00 0.00
eesecssasctscseaseases s CAATTACTACCACTCTAGTCGATC : e o oesossotostossoasoasotostossossossoasstostossossoasossstostossosssasstsstossosssassassssstsssasssassassssssscses 24 0 1 1.00 1 0.00 0.00 1.00 0.00
eesesscasssscsscssascasoss s TACTACCACTCTAGTCGATC : e o oasoasotostossossossotsstossossossossostostostossoasossstostossossesssssstostossoassassssstsssssssascassssssnsses 20 0 1 1.00 1 0.00 0.00 1.00 0.00
et e erseececeeceseetters et ctessreesets e setetssreesseseecretstssrscssssrecsrstscssrscscssvscsssscscsseees CACTGTGATCGTCGATTTTGTGCCGTTT s ceevcocvsossoscccsssscssvscssssnee 28 0 1 1.00 1 0.00 0.00 1.00 0.00
cessssssssssssssssccssssscssssss s ACAGTGTGGCTGAGGGATTCCA . ¢ s essssesssssssssssssssssssssssssssssssssssssssssssssssssssnnsss ceseseses 22 0 1 1.00 1 0.00 0.00 1.00 0.00
setecsssssssssscsacsses s TAGTCGATCACAGTGTGGC s ¢t s vt asvnssssssssassasssssssssssssassasnssns .19 0 1 1.00 1 0.00 0.00 0.00 1.00
ceeens ceee cesesses ceeens .. . + « TTTGTGCCGTTTTGTGATTGTGATT . . . 25 o 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
Read # Hit Total
e e ((Comeeaa COCCCCOCCCCaaCCCCaCll(evnnnncnrnnnnnnannaeaaaa))))))))))ec)))))))))))ecccccca)))ennn size Mismatch Count Norm Total AGOl AGO2 cellline public
« TACCAATTACTACCACTCTAGT . . . . . . . . . . . . 22 0 1 2.00 2 0.00 0.00 0.00 2.00
21 0 1 1.00 1 0.00 0.00 1.00 0.00

21 0 1 1.00 1 0.00 0.00 0.00 1.00



1D: Coordinate: Confidence:
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Legend: mature star

Predicted structure

Small RNA-seq Read Density
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Genomic Position

Walrpin partition =e= Sense === Antisense —— Matwe = Star

Sense Strand Reads

CTGGGAA C

bdetobdebebubobebebububobehdotelebbdotoiduiebdeteb TR TIRY L+ (O (e emnee s 22323300320 =))))) =3I eeennnn *+
ctesesaettesesastosssassoscsasscsssasscsosasacssses TTCGCCTTCAATCTGAACCCCG . et enansososansososessssosassssosesassosssansosons

. . GGGTGCAGATCAAGTGCGAGCT. . . . . . . . . . . . . . .

+.GGTGCAGATCAAGTGCGAGCT. .

TTCGCCTTCAATCTGAACCCCGA. .
TTCGCCTTCAATCTGAACCCC. . . .

++...GGTGCAGATCAAGTGCGAGC. . .
++++.GGTGCAGATCAAGTGCGAGCTG .
+++ +GGGTGCAGATCAAGTGCGAGC. « « «

TTCGCCTTCAATCTGAACCC.

.AGAAGTGGTATCATTCCTGGAGCTTT .

TGGGTGCAGATCAAGTGCG. . . . .
- GCAGATCAAGTGCGAGCTGCGCATTCTC . v v v vvnnns
e, +++see.. .GCATTCTCTCGCAGTTCG. «
GGTTGGGTGCAGATCAAGTGCGA. . ...
« «GGTGCAGATCAAGTGCGA .« v v v v v

- CTGGAGCTTTATTGACTCACCCGG -

+ . TTGGGTGCAGATCAAGTGCGAGCTGCGC . . .
+ « TTGGGTGCAGATCAAGTGCGAGCTGCG . ¢ v v v v e an s
P + « AGATCAAGTGCGAGCTGCGC .
. . . P GCAGATCAAGTGCGAGCTG
ATTGACTCACCCGGTTGGGT

GGTTGGGTGCAGATCAAGTGC .

« . TTCAATCTGAACCCCGACTG. . . .
CTGAACCCCGACTGGGAACTGC. .

TGCAGATCAAGTGCGAGCTGC

+AGTTCGCCTTCAATCTGAACCCC P cees
ceen P + TGAACCCCGACTGGGAACTGCCGC. .
. ceeee + 4+ .CGCCTTCAATCTGAACCCCGACTG.
.GCATTCTCTCGCAGTTCGCCTTCAAT . . . . . .
TTCAATCTGAACCCCGACTGGGAACTGC. .

. .CCCGACTGGGAACTGCCGCCGAAGC .

Anti-sense strand reads

GGTCH TGGGAA 'GCCGAAGC C

-------- CCCOCCOOOC - COOCC COC OO e e 02 02))))))))))))) = 2))))) e e2))))))))) ) eececenns
................................................. TGGGTGCAGATCARGTGCGAG « « + ¢+« s s e e s e st s s e asaeonensnsenssnenssnenssssonensssesssssneenesssnsonensenenssnsossnennons
+ . TATCATTCCTGGAGCTTTATT. . . . . .

. TCGCAGTTCGCCTTCAATC
+ .CTCTCGCAGTTCGCCTTCAAT .
« .. TCTCGCAGTTCGCCTTCA. . .

Read #

size
22
22
21
23
21
20
22
21
20
26
19
28
18
23
18
24
21
24
28
27
20
19
20
23
21
21
25
19
20
22
19
21
23
24
24
26
28
23
27
27
27
22
25

Mismatch

o°

CC 0000000000000 000000000000000C000000000000

Read #

size
21
21
22
22
19
21
18

Mismatch

cocoococoo

Hit
Count.

T

Hit
Count
1

B e e e e

Total
Norm
64.00
27.00
16.00
15.00
6.00
5.00
4.00
4.00
3.00
2.00
2.00
2.00
2.00
2.00
2.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

Total
Norm
2.00
2.00
1.00
1.00
1.00
1.00
1.00

Total
64

27

16

15

6

T T O O Y NI V)

Total

[ER SN

AGO1

3.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
3.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
.00
.00
.00
0.00
0.00
0.00
0.00
0.00

coo

AGo1
0.00
0.00
0.00
0.00
0.00
0.00
0.00

AGO2

0.00
00
00
00
00
00
0.00
1.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00

cococoo

AGO2
0.00
0.00
0.00
0.00
0.00
0.00
0.00

cellline

35.00
18.00
14.00
7.00
0.00
5.00
4.00
3.00
0.00
0.00
0.00
2.00
2.00
0.00
0.00
0.00
0.00
0.00
0.00
1.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
1.00
0.00
0.00
0.00
0.00
0.00
1.00
0.00
0.00
0.00
0.00
1.00

cellline
2.00
0.00
1.00
0.00
1.00
0.00
0.00

public
29.00
9.00
2.00
8.00
6.00
0.00
0.00
1.00
3.00
2.00
2.00
0.00
0.00
2.00
2.00
1.00
1.00
1.00
1.00
0.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
0.00
1.00
1.00
1.00
1.00
1.00
0.00
1.00
1.00
1.00
1.00
0.00

public
0.00
2.00
0.00
1.00
0.00
1.00
1.00



ID: Coordinate: Confidence:
. . View on UCSC Genome Browse:
dme-mir-9384| chr3R:574386-574445 - |Novel miRNA
Legend: mature star
Predicted structure
2, Small RNA-seq Read Density
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Sense Strand Reads
Read # Hit
e L e+ OO O L £2)))))))2)))))))))))) - size Mismatch| Count
B R R B R R R . «+ e+ TGTGTGTTCGGTTATGTACTTT. . . PR R R 22 0 1
el PR el PR + .. AGGCATAATTCAACTCACACGT . .« eevevssnnnneeeeneennnnnneenens .22 0 1
O B . ttves.....TGTGTGTTCGGTTATGTACT. . .20 0 1
+AGGCATAATTCAACTCACACG. . . 21 0 1
. e . .22 0 1
.23 0 1
.21 o0 1
.18 o0 1
.21 o0 1
. . FE .23 0 1
+ TGTGTGGGTATGCTGCGTCGCAGGC . 25 0 1
CTGCGTCGCAGGCTGTTCTG. . 20 0 1
. . AR e .27 0 1
TGTGTGTGTTCGGTTATGTACT. . . . . 22 0 1
“eseseess GTTCGGTTATGTACTTTGTA cee cereeen . . . . . 20 0 1
. R e el BN . . GCTGCGTCGCAGGCTGTTCT . « .20 0 1
. AATGCAGCCACTTTCGGCAGAGGCATA. . ¥ A 1
ceeen BRI BRI . A « TTTGTACATATGTGTGGGTA. .. ... ceeeee cean . 20 0 1
e . . ... .TACATATGTGTGGGTATGCTGC . . ... ... .. e .22 0 1
. Ceeeiiiii....TGTACATATGTGTGGGTATG. .. e eeennnnn .. e .20 0 1
.................. TGCTGCGTCGCAGGCTGTTCTGC .23 0 1
TGTACATATGTGTGGGTAT..... cean . . 19 0 1
. . ceee ACATATGTGTGGGTATGCTGC . . 21 0 1
«GTGTGTGTTCGGTTATGTAC .o .o 20 0 1
- e .. o271 0 1
. ceee ACTTTGTACATATGTGTGGGT . .o .o 21 0 1
Anti-sense strand reads
Read # Hit
R (R A (A ey ©22))))))2))))))))))) )N ) e e eeenn)))) FEER size Mismatch| Count
+++v.....CGCGATGTACCAATGCAGC. . . e B, 19 0 1
e 180 1
19 0 1
21 o0 1

Total
Norm
49.00
38.00
5.00
4.00
4.00
3.00
3.00
2.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

Total
Norm
4.00
1.00
1.00
1.00

Total AGO1 AGO2

49
38
5

PR R RRRERRERERRRRE R R R R RN WSS

Total

e e

2.00
1.00
1.00
0.00
0.00
0.00
1.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00

AGO1
0.00
0.00
0.00
0.00

0.
0.
0.
0.

0.
0.
0.
0.
0.
0.
0.
0.
0.
0.
0.
0.

cocooocooocoo

00
00
00
00
00
00
00
00
00
00
00
00
00
00
00
00
00
00
00
00
00
00
00
00
00
00

AGO2

0.
0.
0.
0.

00
00
00
00

cellline
34.00
15.00
2.00
2.00
2.00
1.00
2.00
2.00
0.00
1.00
0.00
0.00
1.00
0.00
0.00
1.00
0.00
1.00
0.00
1.00
0.00
0.00
0.00
0.00
0.00
1.00

cellline
4.00
1.00
0.00
1.00

public
15.00
23.00
3.00
2.00
2.00
2.00
1.00
0.00
1.00
0.00
1.00
1.00
0.00
1.00
1.00
0.00
1.00
0.00
1.00
0.00
1.00
00
00
00
00
00

ok e

public
0.00
0.00
1.00
0.00



1D: Coordinate: Confidence:
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Sense Strand Reads

ACCGACA

e - 2):))))-)))))))=)))))IN)) -
+ . TCCTCATTGCTATACCTGTGGT
TTCCTCATTGCTATACCTGTGGT . . . «
TTCCTCATTGCTATACCTGTGG -

2)))))-)) -

. . ACAGTGTATGCAAATGATGAATG .

etceceterenenes +CTGTGGTGTTCGCCTGATTGC . « v v v
. TCCTCATTGCTATACCTGT

+ . TATTCCTCATTGCTATACCTG .
. TCCTCATTGCTATACCTGTGG .+« v+ nvs . .
++++..TGTGGTGTTCGCCTGATTGCA.
« . . TTGCTATACCTGTGGTGTTCG. . -
TATCAGAAACTATTCCTCATTGCT . . e . -
IEEEEEEEEREE . . . ++ « TTGCATCTGCCCCTATACCACTATGGC .
. . TACCTGTGGTGTTCGCCTGATTGCATC. . . R
ATCTGCCCCTATACCACTATGG. .

TACCACTATGGCTCGGGTGATGATA

AGGCTTTTCTACAGTGTATGC. . . . .
CTACAGTGTATGCAAATGATG. . .

+ . TGTATGCAAATGATGAATGTGCCAT
ATGATGAATGTGCCATATCAG .
GGCTTTTCTACAGTGTATGCA. .

«+...TGCTATACCTGTGGTGTTCGC. .

Anti-sense strand reads

CCOCeeCe -

2)))))+))))))))))))IN)) -
« + . ATTCCTCATTGCTATACCTGTG. - . . .
. CTATTCCTCATTGCTATACCT. .

COCOCC COCOOOEE (O e

. .GGCGCCTTTAAAATTCAATAT .

.CAAGGCGCCTTTAAAATTCAAT . . . . . . . . e PR
.CTGCCCCTATACCACTAT

.CTATTCCTCATTGCTATACCTGTGGTG

++4e0..CCCCTATACCACTATGGCTCG .

. TCTACAGTGTATGCAAATGAT
TTTTCTACAGTGTATGCAAATGATGAA .

GGCTTTTCTACAGTGTATGCA. .

-+ ..TTCCTCATTGCTATACCTGTGGT

GGGCCTTAGGCTTTTCTACAG. . .

CGCCTGATTGCATCTGCCCCT .

Read #

size Mismatch

22
22
23
22
23
21
19
21
21
21
21
21
24
27
27
22
27
25
20
21
21
21
26
25
21
21
21

Read
size
22
21
21
21
22
18
22
27
22
21
24
21
21
27
22
21
21
23
26
29
21
21
21
21

cococococococococcoccococ00000O0000O0O

#
M;
0
0
0
0
0
0
0
0
0
0
0
0
0
0
0
0
0
0
0
0
0
0
0
0

Hit
Count

L B I I I iy Sy Sy

Hit
Count
1

e

Total
Norm
21.00
14.00
8.00
6.00
6.00
5.00
2.00
2.00
2.00
2.00
2.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

Total
Norm
4.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

Total
21

14

8

L O R R

Total

e = T ST TS

AGO1
2.00
1.00
0.00
1.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00

AGO1
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
1.00
0.00
0.00
0.00
0.00
0.00
0.00

AGO2
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
2.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
1.00
0.00
0.00
1.00
0.00
0.00
0.00
1.00
0.00

AGO2
0.00
1.00
1.00
0.00
0.00
0.00
1.00
0.00
0.00
1.00
0.00
0.00
0.00
0.00
0.00
0.00
1.00
0.00
0.00
0.00
0.00
0.00
1.00
0.00

cellline
12.00
13.00
8.00
2.00
5.00
0.00
2.00
0.00
0.00
2.00
2.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00

cellline
0.00
0.00
0.00
0.00
1.00
0.00
0.00
0.00
1.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
1.00
0.00
0.00
1.00

public
9.00
1.00
0.00
4.00
1.00
5.00
0.00
2.00
2.00
0.00
0.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

public
4.00
1.00
1.00
1.00
0.00
1.00
1.00
1.00
0.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
0.00
1.00
1.00
0.00



ID: Coordinate: Confidence:

dme-mir-9386 | chr3L:22938231-22938293 + | Novel miRNA | Hiex-ontiCSC enome Brovser)

Legend: mature Star

Predicted structure

Small RNA-seq Read Density
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Sense Strand Reads

Read # Hit ||Total
size Mismatch Count Norm Total AGOl  AGO2 cellline public

.22 0 1 113039.00 113039 2126.00 39223.00 50123.00 62916.00
.21 0 1 1459.00 1459 5.00  335.00 110.00 1349.00
.21 0 1 1079.00 1079 12.00 746.00 225.00  854.00
B PR ceees . « . 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. R .21 0 17 104.71 1780 0.94  61.18  2.24 102.47
. P e . .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
. .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
. e +vve... ATGTAGTACATACATACATATGT. . . . .23 0 1 11.00 11 0.00  3.00 0.00 11.00
. e + .. .TGTGTATATGGTACATTCATG. . . . . B .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 . e .21 0 1 5.00 5 0.00  1.00 0.00 5.00
B PR B « + . .AGTACATACATACATATGT. . . . .19 0 6 4.17 25 0.00  1.83 0.33 3.83
B PRI ceans . 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
Read |# Hit Total
) size | Mismatch Count  Norm Total AGOl AGO2 cellline public
CAAGTACGTACGAACGCT . e 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
23 0 1 1.00 1 0.00 0.00 1.00 0.00
21 0 1 1.00 1 0.00 0.00 1.00 0.00
24 0 1 1.00 1 0.00 0.00 1.00 0.00
21 0 1 1.00 1 0.00 0.00 0.00 1.00
21 0 1 1.00 1 0.00 0.00 0.00 1.00
27 0 1 1.00 1 0.00 0.00 0.00 1.00
B PRI B 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




TE siRNAs

A. TE siRNA cell lines - heads differentiation B. TE siRNA cell lines -testes differentiation
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Supplementary Figure 10. 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
expressmn compared to various tissues. cis-NAT-siRNAs are expressed more highly in testes relative

11 1.
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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

4) cis-NAT siRNAs produced from un-annotated 3 overlapping regions

5

(1)

(2)

(3) cell line specific cis-NAT siRNAs
(4)

(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 f{GS/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/0SS) than in somatic cell lines (OSS and OSC). (B) piRNA master clusters expressed higher
in OSS and OSC, compared to f{GS/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 {GS/OSS enriched piRNAs

3) Examples of exonic piRNAs

5) Examples of piRNAs spanning both CDS and intron

(1)

(2)

(3)

(4) Examples of intronic piRNAs
(5)

(6) Examples of antisense piRNAs
(7)

7) Examples of bidirectional piRNAs
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— Examples of {GS.OSS enriched piRNA loci
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— Examples of piRNAs spanning CDS/introns
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— Examples of antisense piRNAs
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