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1. Summary

Name Small RNAs Annotated Percentage Ambiguously annotated

RMI-2-OHS-KID- RNA-
SmRNA_S10_clip_R1
Small RNA sample

1,131,459 45,103 4.0% 6,504

Name Percentage Reads Annotated Percentage

RMI-2-OHS-KID- RNA-
SmRNA_S10_clip_R1
Small RNA sample

0.6% 17,752,310 6,434,369 36.2%

Name Ambiguously annotated Percentage

RMI-2-OHS-KID- RNA-
SmRNA_S10_clip_R1
Small RNA sample

939,260 5.3%

2. Resources

Resource Sequences in resource Sequences found Percentage found

miRBase (Macaca mulatta) 619 426 68.8%

miRBase (Macaca
nemestrina)

74 10 13.5%

miRBase (Homo sapiens) 1,881 459 24.4%

3. Reads

Annotation Count Percentage Perfect matches %

Annotated 6,434,369 36.2% 5,021,080 78.0%

- with miRBase
(Macaca mulatta)

4,904,938 76.2% 3,689,233 75.2%

- with miRBase
(Macaca nemestrina)

1,352,681 21.0% 1,206,248 89.2%

- with miRBase (Homo
sapiens)

176,750 2.7% 125,599 71.1%

Unannotated 11,317,941 63.8%
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Annotation Count Percentage Perfect matches %

Total 17,752,310 100.0%

1 mismatch % 2 mismatches %

1,106,753 17.2% 306,536 4.8%

964,032 19.7% 251,673 5.1%

103,094 7.6% 43,339 3.2%

39,627 22.4% 11,524 6.5%

4. Small RNAs

Annotation Count Percentage

Annotated 45,103 4.0%

- with miRBase (Macaca mulatta) 37,866 84.0%

- with miRBase (Macaca nemestrina) 699 1.5%

- with miRBase (Homo sapiens) 6,538 14.5%

Unannotated 1,086,356 96.0%

Total 1,131,459 100.0%
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5. Read count proportions
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 The histogram shows, for each interval of read counts, the proportion of annotated (respec tively, unannotated)
 small RNAs with a read count in that interval. Annotated small RNAs  may be expected to be associated with higher
 counts. 

 Zoomed version of the read count proportions histogram. Note that some bars extend beyond  the plotting area. 

6. Annotations (miRBase)

Organism Total Mature 5' total Mature 5'
exact matches

Mature 5'
length variants

Macaca mulatta 4,904,938 3,597,846 1,075,504 1,655,854

Macaca nemestrina 1,352,681 1,352,177 1,199,986 5,886

Homo sapiens 176,750 91,675 72,095 5,031

Organism Mature 5'
mutant variants

Non-mature total Mature 3' Precursor

Macaca mulatta 866,488 1,307,092 1,050,870 256,222

Macaca nemestrina 146,305 504 492 12

Homo sapiens 14,549 85,075 59,219 25,856


