Sub-Saharan Cosmopolitan

TF Model® SNP Score®  In(p-value)® Score® In(p-value)®
h 1174 7.37 -9.68 - -
slbo 1174 3.74 -5.52 - -
Trl 1174 4.29 -6.36 - -
twi 1174 4.83 -6.94 - -
ara 1063 - - 4.79 -5.45
br(var.3) 1063 - - 3.58 -5.41
br(var.4) 1063 - - 1.44 -3.68
caup 1063 - - 4.18 -5.24
DIl 1063 3.37 -5.2 3.04 -4.93
fkh 1063 - - 5.13 -7.12
mirr 1063 - - 5.01 -6.14
slpl 1063 6.41 -8.06 5.8 -7.6
br(var.2) 67 - - 2.31 -4.13
slbo 67 4.1 -5.87 - -

*Matrix models of predicted transcription factor binding sites were obtained from the
JASPAR CORE Insecta database [1].

®Score and In(p-value) were calculated using Patser [2] to survey a representative
cosmopolitan and sub-Saharan CG9509 enhancer sequence (GenBank accession numbers
HF913659.1 and HF913717.1).
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