
Histogram of y[[1]]

y[[1]]

Fr
eq
ue
nc
y

1700 1800 1900 2000 2100

0
20

40
60

80
10
0

Histogram of x[[1]]

x[[1]]
Fr
eq
ue
nc
y

250 300 350 400

0
50

10
0

15
0

Distribu(on	  of	  Predicted	  Damaging	  
AA	  Changing	  Variants	  

Distribu(on	  of	  Variants	  in	  
Predicted	  High	  Impact	  TFBS	  	  

Number	  of	  Variants	   Number	  of	  Variants	  

Addi(onal	  File	  15:	  Distribu(on	  of	  the	  number	  of	  variants	  predicted	  to	  have	  func(onal	  
consequences	  in	  QTL	  intervals	  (indicated	  by	  the	  red	  bar)	  and	  in	  1000	  sets	  of	  randomly	  
selected	  non-‐QTL	  regions	  of	  similar	  size.	  A.	  The	  distribu(on	  of	  amino-‐acid	  changing	  muta(ons	  
predicted	  to	  be	  damaging	  by	  at	  least	  one	  algorithm	  (LRT,	  PolyPhen,	  SIFT);	  p<	  2.2e-‐16.	  B.	  The	  
distribu(ons	  of	  variants	  falling	  in	  transcrip(on	  factor	  binding	  site	  mo(fs	  that	  are	  predicted	  to	  
have	  a	  high	  impact	  (predic(ons	  generated	  by	  MOODS	  soWware);	  p<	  2.2e-‐16.	  
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