1 LRRCSA

Involved in B-cell development. Expression pattern different between treatments and species.
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Figure 2: Sashimi plot of gene LRRCS8A.
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Figure 3:

Sashimi plot of gene LRRCSA.



hg1s_ebola_segemeht HUH- Mock-3h_
Mock-3n_al
“hg1o_ebola_segemehl-HUHMock-7h_al
hg19_ebola_tophat-HUH-Mock-7h_all
hg19_ebola_segemehl-+HUH-Mock-23n_all
{19_ebola_tophat-HUH-Mock23h “all ™
hg19_ebola_segemehl-HUH-EBGV-3_all
hg19_ebola_tophat-HUH-EBOV-3h_all
_hg19_ebola_segenieh-HUH-EBOV-7h_al
hg19_ebola_tophat-HUH-
 Tho19_ebola_segemen-HUF-£BOV-23h_all

Scale + i ng19
chr 131,645,000 | 131,650,000 | 131,655,000 | 131,660,000 | taLes000 | 131,670,000 | 131,675,000 | 131,680,000 |
A

M. - [ T S— L
g19_ebola_Tophat-HUH-EBOV-23h_all
1L il - [P
Tai8_marburg_Segemehl-HUH-MARV-3h_all N
h hg19_marbuirg_tophat-HUH-MARV-3h_ all r N I -
] h19_marburg_segemen-HUHVARY-7h_i r n T
L _ = T 4 - v - 4L
hg19_marburg_segemehi-HUH-MARV-23h_all
i “hg19_marburg_Topha: HUF-NARV-23h_all Tt r
UCSC Genes (RefSeq, GenBank, CCDS, Rfam, {RNAs & Comparative Genormics) r
— 3
—
(RRCBA =
RetSeq Genes
Refsea
Publications: Sequences in Scientiic Aricles
Seauences 1 1 |
SNes
Human mRN
Human
Human ESTs That Have Been Spliced
Soliced ESTs
00 o  HAK27Ac Mark (Often Found Near Active Regulatory Elements) on 7 cell lines from ENCODE
Layered HaK27AC ) . .
0 —_‘.“_.—‘_‘_A-_<____.M_ el ol g e
el Fypersensiivit Clustega 0125 cellipes (10ENCODE (V3
DNase Clusters I B I 1 - o - aese! = s(ﬁ'ﬂi( w?:o il n(vk7 == N . — - — -
Transcrition Factor ChIP-seq (161 fagiors) from ENCOD) clorbaok Mot
Tun Factor ChiP II/I 10 MM 5% | 1 | - i 9 (161 figgps) ) v — W w [T O ]
488 100 vertebrates Basewise Conservation by PhyioP i
wovercms oL M L ARRRRAR L LU L | i
45

-IW

T R e e

Euepna.ﬂ IR 8 SRR

Zeeh
amorey
Simple Nycfeotde Polymorphisms (bSINP 141) Found in >= 19 of Say
CommonSNPstan) I ML L1 L4 LW U v Lo Pl NS for T P'IE‘ TRt s T N TR T T L
igg Elemants r
ReueatMasker. - - = mm amm u -_— ] -—Eeﬂef‘ﬁa b T 0 - ——— [ ] ] [ | - m
LAT conigs rae
comiggsset b 9 — contig3247211
contig 5| 3
:unng?ﬂslml — el
— i
contig1841701 non\\gggg;f!gl ig¢ HHEHHE
conti )40 I
:unngaggggg_ i
Conig200607 IEEEGEG_—__—.— i
contig545623 | contig: 368
contig506159 8
Coittig911160 EEEE
nigs3A011 |
Contg31 14851
Nlig602885 -
Contigs420131
Corlig05534 BEF

BLAT supercontigs rae

upercontiga2726
Supercontiqa2727

Figure 4: UCSC Genome Browser screenshot of gene LRRCS8A.
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