1 GRBI10

The growth factor receptor-bound protein 10 is an adapter protein which modulates coupling of a number
of cell surface receptor kinases with specific signaling pathways. Binds to, and suppress signals from,
activated receptors tyrosine kinases, including the insulin (INSR) and insulin-like growth factor (IGF1R)
receptors. It does not present a particularly interesting differential expression pattern in the analyzed
samples.
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Figure 1: IGV Genome Browser screenshot of gene GRB10.



(ERTARRRAATA (ARRNNAAN

S2my 36 5
-5 I's 26 4 — HUHT. h.tophat.sorted.b
b 1t~ R | — — —— ' an ; 5
282 35T 38 23 <32~ A5y =
—%~a0 34 40 12 i a e
J 0 —s == ——T1 ~
1758~ 131 — | 1. —~— —_—
39 62 46 19 75—~ = = = R
>, r“\za 44 154 HUH7-Mock-23h tophat sorted.bam
27 ,7\47/ z«;o 84
w0611 239 3 29 tophat.sorted.b
h f \ | .‘ ‘ ] SH "
251 22507 35 22

1 6550 -
S T e
55~1-64

5 SR 573t

0123 2323
g !

F3U T3 71

10-91]

f0-138 249y 18 7
) I <
7 X e :
e ——y——
50667056 50737842 50808628 50879415

e ey
— <
——
jin
i
— H i SD—
pEDEDE-H-1
Scale | i hgt9
chr?: I 50,670,000 | 50,680,000 | 50,690,000 | 50,700,000 | 50,710,000 50,720,000 | 50,730,000 | 50,740,000 | 50, 750 000 | 50,760,000 50,770,000 50,780,000 50,790,000 ! 50,800,000 50,810,000 50,820,000 ! 50,830,000 | 50,840,000 50,850,000 | 50.860,000 |
A i ) ebola, sagemehl- HUF Aiock-3h_al
\ i 7 TITR TS hg|Siebulailophal—HUH—Mnnk—Snizll I - e I 11 T
B - T | holo_ebia ségemon HUA GOk a1 - L] i 1T T
L J oo o L | L . E 4
, | haio_ebola_ségemeh.HUFtMock'Zan
§ 1 T hgi9_ebola tophat-HUH-Mock-23h_all 1 T 1 B - 7
P Y R R | 1 NEFERAN A ' ! [ANE . ! . s
15 ebola_Segemeh-HUH-EBOV-3n_al
M il ) aadel LI . RN | I AL 411
hgi9 ebola.tophat-HUH-EBOV-Gh_ ail
PPV VR Y R AR AR bl | |1 IRRRRRRN LI 111
b et - RERERER JULLA I ] ] (esebeppopemd S IR AENRER . Jd
) 775 _ebola_iophatHUH-EBOV-7h_all
MLl [ 117 111117 = g3 ebola segemeh-HUH-EBOV-23h. ] 117 NN -
g . | h919_ebola tophat HUH-EBOV-23n_al - T [ 1 [ .
I " - thlé marburg_segemehl-HUH-MARV-3h_"all - T ) [ 111 I .
\ T T M L hato marburg tophat-HUH-MARV-3h_al = 1 1 1 B M RN T
. Y J | ! . L
s | hatd_mlting_seGémentHUHMARY-7A_al
7\ 1 1 | hatd_marburg 1 tophat-HUH-MARV:7h éu 11 r T 1 | N
] 1 T P19 mburg_segemeh-HUH-MARY- 2 al [ IRl ] N T
[ i T Tig19_marburg_iophat HUH-MARV-23h._all i ] (rlr 1]
J— Iy N Iy " UCSC Genes (RefSeq, GenBank, 6CDS, Rfam, IANAS & Comparative Genomics) | - 1 rir 1" T
GRB10
GRE10
R0
GRB10
GRE10
GRE10
RefSeq Genes
o | | | i j ‘ Publications: Seqgences in Scientiic Artcles |
o
Human mRNAs from GenBank
Human mAtAg Human ESTs That Have Been Spl
Sosond E5TY uman ESTs That Have Been Spliced
BLAT contios o
contig282676 H contgeosel EonfigdgsE contige739241 contig9668s7| ontgeza 1 | contigd0gss|
contigb1970| contigasaest | cunugaoaas\
conugisarce! 06671
940 1940668 |
008131
Coniigoessss
Conig3640451 Coniigeeador |
Gontgeesaoz|
100_ H3K27Ac Mark (Often Found Near Active Regulatory Elements) on 7 cell lines from ENCODE
Layerod HaK27AC I
0 ik
ONaseT Fypsresravy Clusfes i 125 elyoes from ENGODE (73
DNase Clusters 1 1 I T 1 wonmn e IEPI“” :I:n ) CEW:;D:M 3 :ln ?m ki W m 1 1 R -
Tan Factor ChiP 1 1 o 1 woa Jipnpgipton factog G ijeq (ot factors) fromgENGODE with Factorbaok e [Tl 1 vewon L
488 100 vertebrates Basewise Conservation by PhyioP
wovercons ol TRREEEVA | o . LUl Al AL e
45
Rhesus

Muuse ==--=||..==.=q- === =41 8 B ) ——— =l =il

I (.
oo inimlngl mzﬁnmﬁﬂmmm == o] o ol 0 T

e Eee——————
X_tropicalis:
Sl

wwu?m‘iﬂ?‘ﬁﬁﬂh‘ﬁh’w{ﬂmWi\\ﬁ’ii”ﬁﬂ‘i il

Common SNPs(141) 11 | M lII ] i LR N R 00
o
RepeatMaskerll | | MINI WEN| WIm ||||| o LI TR I |F“WW|FWT F‘Piﬁﬂﬁf IRTARTL Y IR TN wworn | -
supercon
supercontiad3927 1 supercontia3392s | SUpercantassoss | supercontia33e30l | supercontiadasaz | Supercontiadagas|

Figure 3: UCSC Genome Browser screenshot of gene GRB10.
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