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Supplementary Table S2 - PWMs

The position weight-matrix identifiers of the PWMs taken from Transfac Professional [1] (6) and Jaspar [2]
(1) databases. PWMs were not available for the TFs BDP1, BRF1, BRF2, RPC155, TAF1, and TFIIIC-
110. If more than one PWM was available for a given TF, the PWM with the highest information
content after division by PWM length was chosen. Also shown are the sequence logos made from the
motif sequences using WebLogo [3].
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