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User can prepare their input file from HERE.

Users can start analysis from HERE (_Single / Paired ).

"Single” means the dataset of one sample, and “Palred” means the datasets of two samples.

Introduction

Hey worda: Small RNA desp-seguencing, mircoRNA, pRNA, CPSS

Mon-coding smail RMAS are RNA molecules that are not transiated into proteins. include ribosomal RNAs
[rRMNAs], transter RHAs (IRNAs), microRNAs {miRNA), prwi-interacting RMNAs (piRNAs) and oiher RNA species
[1). These RMAs are also known as the regulaters that earry out a variety of biolegical functions, have been
discovered only 20 years ago (2).

MicroRNAs, first discovered in C, Elegans (), are short RNA molecules, approximately 22 nuclectides In
bength. Mature miRNAS are posi-iranscriptional regulaters that bind to complementary sequences on target
mRMAS, usually resulting in , deg or both of the targeting mRMAS. The
importance of miRNAS i% evidenced by thair lvoumumry conservation across species and by many celiular
pathways in which they are invelved, including growth and proiiferation, apeptosis, and developmental
timing (4).

Piwi-interacting RNAS (piRMAs) are typically ~30 bases long, as a distinct population of plwi-associated small
RNAs first discoversd in Drosophita. The function of piRNAS is currently unknown, but the homology of PIWI
proteing to Argonaute proteing and similarities of piRNAS 1o and shert RiAs suggest
that pIRNAS play 2 role In regulatary processes during melosis, partizularty those in spermatogenssis ()

Deep seguencing technologies have found broad ap ty In f o (). The main
o of deep seq g ghes is eliminating the need for in vive cloning by clonal
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Parameters for mapping tools. i»

How to avoid inputing large data

By using <leos-resds.pl, the size of raw data file is reduced 1o an scceplabie size for
wab server becouse low quallty reads asd 3/5' adapier sequences cam be
red and romovod.

1 baw q...m-\. roadss

can be calculsted by O = (45T
0w quality reads.

by © = {ASCII charscter
codle) - 33, 1 Q < 15, this rasds was defined a5 ow quality reads.

For iflumina 3.3+ formai, the quaiity valus cam be cslesloted by G = [ASCil
eharscter eode] - B4, 1 6 < 10, W5 resds was defined a5 bow quality resds.

2. sdaptor saquances:
Solexs wee standard 3- and 5-adaptor sequences in their small REA Braryss it 1s not
necessary snalysis the adaptor sequances. I the sdaptor sequence is at 5 of the
rend, then the read is removed. If the odapier saquence is ot ¥' of the road, the
or sequence bs trimmad frem the road sequence and discard reads <16nt after
emoval of 3 ndagiar,

th

The date in FASTG format cowld be pucltlad Into FASTA format, An sxample ssquance
In FASTA formal tallaw:

=tagidl_7A5344 (“tagid]1” = unigue ID; “TE5344" - reads cosnt)
TEAGETASTAGATTGTATAGTY

Usuga:
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Example results:

Single sample:

Hiirram fetal svary: 0801014522,

Mouse fetal ovary: 4101808422,

Paired samples:

Wi type ve. Spoi1 KO mouss ovary: 22041050
ViR ty pe ws, Dmc1 KO mouss ovary: 560323660,
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