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I S0 4 ) A ) R B ID R PR A e e AR g
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Cwil4 MGG_06309

Chromosome 5:4137913 - 4140256
Chromosome 2 ;5970828 — 5973744
Chromosome 4 :4213040 —4215267

2.34 1 1
2.92 3 1
2.23 2 2

XP_003719037 728
XP_003715154 306
XP_003717276 148
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*4 WERAAMEAREHNESN=ZREVTUER

- 0 s
memer g U apurr
Cwfl9 61d0. 1. R 27.12 0.30
Cwfl6 6exn. 1. F 37.62 0.14
Cwfl4 3jh9.1.7Z 57.53 0.81

DARCECRERITE S 1T R T X R Y
EASI /= )X AR R N R LR ok =

UN BTG B ) B T R A1 A AV e e 8 47 A
SRS 55 4000 W iR AR g R 3
Ml SR S ) AR A T AN, L o R
N FEE T REHRIATERE FORME S AT HAR
HHI N pre — mRNA 571/ T 1 5 57 A 21
o3, R A 3 Fift i L J2 pre — mRNA 3742/
THTYEZS5HZAMRNEAR, 25
pre - mRNA By sl e £ PE BT 4, 17 HaX 3 FiiE B
TER FEAE I A LR M EARE B, I H R

gf:\n

Cwfl6 Cwfl4
B4 BEREARERESZEEN=REA
x5 BEFAAEEBAHEHNEENEEZRETN
HABAR HARHE AR HAREAATK it Fior
Cwfl9 MGG_03116 MGG_13500 US small nuclear ribonucleoprotein 0.999
MGG_01426 MGG_00102
- MGG_08133 Pre — mRNA processing factor 17 0.999
MGG, 08641 MGG_01426 Pre — mRNA splicing factor CEF1 0.999
MGG_08133 MGG_08641 Pre - mRNA splicing factor CWC2 0.985
MGG_03116 Spliceosome component 0.985
Cwfl6 MGG_08133 Pre — mRNA processing factor 17 0.999
MGG_03116 Spliceosome component 0.999
MGG_01426 Pre — mRNA splicing factor CEF1 0.999
MGG_05616 Pre - mRNA splicing factor prp46 0. 840
MGG_13209 U2 small nuclear ribonucleoprotein A 0.754
MGG_11351 Pre — mRNA splicing factor, RNA helicase prpl6 0.754
MGG_08641 Pre — mRNA splicing factor CWC2 0.754
MGG_07754 Uncharacterized protein 0.999
Cwifl4 MGG_05616 MGG_13500 U5 small nuclear ribonucleoprotein 0.999
MGG_13500

MGG_08641 Pre — mRNA splicing factor CWC2 0.985
MGG_08133 MGG_08133 Pre — mRNA processing factor 17 0.999
MGG_07472 Pre — mRNA processing factor 45 0.999
MGG_04013 MGG_07087 Pre - mRNA splicing factor SYF1 0.999
Lo tso0 MGG_05720 Pre — mRNA splicing factor CLF1 0.999
MGG_05616 Pre — mRNA splicing factor prp46 0.999
& MGG_05244 Pre — mRNA processing factor 8 0.999
MGG_04013 Small nuclear ribonucleoprotein SmD2 0.999
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MGG_01426 F1 MGG_08641 #5255 41 it & 19 1 423 1l
TR, R BIAATTAT RE 7 S [m] 0% 18 455 20 B S 19 A 1)
R IEE
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Al 207 BRAHFIE I ARAE X 3 2 SR 04
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