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SRC

Homo sapiens v-src sarcoma (Schmidt-Ruppin A-2) viral oncogene homolog (avian) (SRC). This gene
is highly similar to the v-src gene of Rous sarcoma virus. This proto-oncogene may play a role in the
regulation of embryonic development and cell growth. The protein encoded by this gene is a tyrosine-
protein kinase whose activity can be inhibited by phosphorylation by ¢c-SRC kinase. Mutations in this
gene could be involved in the malignant progression of colon cancer. Two transcript variants encoding
the same protein have been found for this gene.
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Figure 1: IGV Genome Browser screenshot of gene SRC.

e
|

Elrngnn &
C itk

i
1o/ 2 S S W

HUHT-Mock-Th tophat soted bam

[

N i

i — — — NS4 36 5 31
o e
- ) . a i
e I ——— ' P O ik
— oo/ S YW 30
e o . gy i
s ] [ ™ Y ik
S B —— <G 2 Y Ny S P 13
e e § T
2 I P2 P N
i —— B ke
= o 5 Ko e Wi
o = . " . e
16 — T | R X 2 Ny
/—)ﬁ 23
1 J N ( [ Ll
_— . ———— . E—— B | ST A N e
oo T
e - o R — — o O
E——— [ — a b
S — . — S, 3 \Sr G i
v e
ssorizEs Tosaes SeatieT Semtosss

Figure 2:

—
—
——

—

——
——
—
——

[ i

[t

Sashimi plot of gene SRC.
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Figure 3: UCSC Genome Browser screenshot of gene SRC.
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