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Table 1 The statistics of SRNA

Sample ID Total reads Total mapped reads Unique match Unique match sRNA species
N2L4 9537 324(100%) 9139 731(95.8%) 8596 578(94.1%) 133 696
PrgL4 9416 828(100%) 8941 933(94.9%) 8 257 347(92.3%) 106 865
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b, JEHIE R piRNA [13Ri%, {H miRNA [FZRiA
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Table 2 The statistics of SRNA’s expression

Sample ID miRNA(species) piRNA(species) Other ncRNA(species)  Other SRNA(species) All sSRNAs(species)
N2L4 420 382.6(116) 33 640.7(6 801) 3.8(2) 545 972.9(13 540) 1 000 000(20 458)
PrgL4 338248.4(121) 4.5(35) 0(0) 661 747.1(10 360) 1000 000(10 516)

PiRNA, ILH7E N2L4 F1 4Lk 31 6 801 Fit piRNA,
75 prgLa Tk B 35 Bl piRNA, Bl pre-1 JE K 5847
JE A piRNA 8315 TR, R prg-1 LR AL
i piRNA 1215, £ DEGseq X piRNA ik &
TS, KON 807 B piRNA 1 prg-1 FAL R J5 A7
RS F#3RIETE 5.
222 RH1I/D RNA HZRIE /N RNA 4%
MFRIEEE, K% sRNA 1%k H 5 piRNA
o miRNA 17 K (K 3). A T S 4F M R B AT W 1
Fak 22 5711 sSRNA, FJH] DEGseq XJ A %l sSRNA i
ITRIEZE RS, KL 91 B sSRNA 1E prg-1 5872 Hi

JEATAERIB A, (HAHER M, X 91 Fl sSRNA
(2235 5 AT AR %N sSRNA I8 1) 95%,
Ui, AHSRNA K541 1A 725 5 IR AR %1 SRNA
Y H(F 4). FIH miRBase fitiE 1) miRNABFT Bagijn
ZEPR TE ) pIRNA XFIX 91 Ff 2 53 3R 15 10 K 41
SRNA F I R 47 B v E R, R ILIX 91 Ff sSRNA
H1, 19 R miRBase #E o miRNA, 21 M E
Xk piRNA, 29 F 5 miRNA A<, 17 Firl
PIRNA 51 #1156, RBIiX 91 2 & £ ik 1 sRNA
i, 7 86 i K 41 SRNA 5 miRNA = piRNA
k.

Table 3 ncRNA-like has the same gene sites to ncRNAs"

Sample ID All unknown sSRNA Around piRNA Around miRNA Around other ncRNA
NoL4 75 467(545 977 3612(2 250.7 771(520 995 347(338.6
RPM, 100%) RPM, 0.4%) RPM, 95.4%) RPM, 0.1%)
orgLa 54 752 (661 747 162(52.8 778(637 697 338(401.3
RPM, 100%) RPM, 0.0%) RPM, 96.4%) RPM, 0.1%)

Y The figure means the species, the expression and the ratio of SRNAs expression, respectively.

Table 4 Differentially expressed sSRNAs

were the main SRNA species”

SRNA ID N2L4 prgL4
All SRNA 75 467(545 977) 54 752 (661 747)
Differentially 91(516 286) 91(631 918)

expressed SRNA

Y The figure means the species and the expression of SRNA.
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Table 5 The small RNA species in C. elegans

ID piRNA miRNA piRNA-like miRNA-like Back ground sSRNA Total
Species 6801 127 3901 966 93 954 105 749
Ratio 6.4% 0.1% 3.7% 0.9% 88.8% 100.0%
Expression 33644 758 631 3278 1159129 45 318 2 000 000
Ratio 1.7% 37.9% 0.2% 58.0% 2.3% 100.0%
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Fig. 3 ncRNA-like has the same gene site compared to miRNAs and piRNAs
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Fig. 4 The two kinds of miRNAs and their miRNA-likes in chromosome IV
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The Effect of prg-1 on Small RNAs Expression of Caenorhabditis elegans
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Abstract

In Caenorhabditis elegans, the expression of all piRNAs, small of miRNAs were influenced by the

mutation of prg-1. Especially, some ncRNA-like, a kinds of small RNA, were found in C. elegans. The ncRNA-like
had the similar sequence with piRNAs or miRNAs. The results of the analysis in the gene sites between the
ncRNA-like and piRNAs or between ncRNA-like and miRNAs, showed that ncRNA-like had the same gene sites
with piRNAs or miRNAs. All of these showed that the ncRNA-like were a kind of small RNA and may be
processed from the RNA precursor same to piRNAs or miRNAs.
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