1 IL31RA

The protein encoded by this gene belongs to the type I cytokine receptor family. This receptor, with
homology to gp130, is expressed on monocytes, and is involved in IL-31 signaling via activation of STAT-
3 and STAT-5. It functions either as a monomer, or as part of a receptor complex with oncostatin M
receptor (OSMR). Several alternatively spliced transcript variants encoding different isoforms have been

noted for this gene.

The gene IL31RA is weakly expressed in all human and not expressed in any bat datasets. The last

intron contains a low amount of multiple read mappings, which may refer to a novel detected ncRNA.
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Figure 1:

IGV Genome Browser screenshot of gene IL31RA.
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Figure 2: Sashimi plot of gene IL31RA.



Scale 2010t i hto
chrs: 1 55,155,000 | 55,160,000 | 55,165,000 | 55,170,000 | 55,175,000 | 55,180,000 | 55,185,000 | 55,190,000 | 55,195,000 | 55,200,000 | 55,205,000 | 55,210,000 | 55,215,000 |
18 Sbola_segeméntFIUR ook ah_ 3

- - a . i 1 4 o i ‘e wdl we oo
hg19_ebola_tophat-HUH-Mock-3f_all
- . 4 . i u Lo . . wal Lo
hg19_ebola_segemeht-HUH-Mock 7h _all
L S : ] . [ S ™)
hgt9._ebola_tophat-HUH-Mock-7h_all
A ' . 114 . [T Y
f hg19_ebola_segemenl-HUH-Mock'23h_al , i 111 i
) hg19_ebola_tophat-HUH-Mock-23n _al \ | 1 1 11
. . g I 1 L
" haty_ebola_segemen-HUH-EBOV-3h_all X \
- . R . . FEPEN .
n hg19_ebola_tophat-HUH-EBOV'3n _al
- . A s . L . IAPER ' .
hgt_ebola_segemenl-HUH-EBOV-7h _al X
- - h hg19_ebola_tophat-HUH-EBOV-7h_al : 1 : '
s : ‘ ; hg19_ebola_segemehl-HUH-EBOV-23n_all I
1A 11T 11T hgia_ebola_tophat HUH-EBOV-23n ~ all : T T 1117
RN A e A ] (e s “ L ' N || L4 - |4
J a9 marburg_segementHUH MARV-3h_all |
NEEN 4 | . . v . . N 4 .
919 marburg_tophat HUH-MARY-3h _al X
A . . a u . L PRFEN i .
hg19_marburg_segemehl-HUH-MARV-7h_al
N . ' . . - .- SRR .
hg18_marburg_tophat-HUH-MARV-7h_all
' i - 1 . LS b U i
y hg19_marburg_segemehl-HUH-MARV-23h _all |
nER I . : hg18_marbirg_tophat HUH-MARV-23h _all : 11711 . RN
.- - . - - - . B R L L
- UCSC Genes (RefSeq, GenBank, CCDS, Rfam, tRNAS & Comparative Genomics
IL31RA
1L
I31RA
[x
e
L3
i
BLAT contigs rae
contigt
conligag2450]  contigz9es41| contig86579 1 contigzs8a251
Contigass087 |
Conlig#40331
Contiges94s
Contiq3143941
RefSeq Genes
Publcatons: Sequences in Scientii Arles
Seauences | 1
‘SN [ |
Human mRNAs from GenBank
Human
Human ESTs That Have Been Spliced
Soliced ESTs b # 1 " i ' 1
0 _ H3K27Ac Mark (Often Found Near Active Regulatory Elements) on 7 cell lines from ENCODE
Layered HaK27Ac
a DNasel G 25 Gell types from ENCODE (V3
fasel rsitivity Clusters n 125 cel
T Factor ChiF B n il g ranscription Factgr ChiP-seq (161 factors) from with Factorbook Motfs |\ e . ) m | [aun
458 100 vertebrates Basewise Conservation by PhyloP
B O U AL A AP S0 0 0 S 5 SV VU UV PSP SOOI N ASUST LI USRI U0 FOT FFUIDRAAD 06 USSR IS PU S EOSII PAI TI UM WA DU/ SRRV LID S WO IR DIBINS VU S PINAY W o | A R

Common SNPs(4t) 1 TNII 111 10T Wt v e e e SORENRESE TP RN RN PR w0 w wncwomemee c vme
T LR RETITIRT B BT T T | 1

RepeathaskerMINN| 1NN N N1 W mEN M| - 1| | — s (R BT I ERT

Figure 3: UCSC Genome Browser screenshot of gene IL31RA.
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