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Distribution of SVA subtypes within 1kb, 10kb, 20kb and 100kb upstream of a 

transcriptional start site 

 

The distribution of SVA subtypes within regions upstream of a transcriptional start 

site. There is a significant difference in the distribution of the subtypes within the first 

kilobase compared to the whole genome. (1kb X2=16.30, df=6, p<0.05), (10kb 

X2=2.97, df=6, p=0.81), (20kb X2=1.30, df=6, p=0.97), (100kb X2=0.20, df=6, 

p=0.99). 

 

0.00 

10.00 

20.00 

30.00 

40.00 

50.00 

60.00 

P
e

rc
e
n

ta
g
e

 o
f 

S
V

A
 S

u
b

ty
p

e
s
 i
n
 t

h
e

 
w

h
o

le
 g

e
n

o
m

e
 a

n
d

 i
n
 s

p
e

c
if
ic

 r
e
g
io

n
s
 

u
p

s
tr

e
a

m
 o

f 
tr

a
n

s
c
ri
p

ti
o

n
a

l 
s
ta

rt
 s

it
e

s
  

SVA Subtype 

Whole 
Genome 

1kb 

10kb 

20kb 

100kb 


