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Legend to Supplementary Figures
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Figure S1. Motif frequency distribution for short tandem repeats (STRs) identified in avian promoters. In
this study STRs were counted only if they contained at least 6 tandem repeat units in repetitive sequences.
Data from perfect and imperfect repeats were combined here.
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Figure S2. A pairwise comparison of motif frequencies among avian species. The F-test is used to identify
a significantly biased distribution of STR motifs between bird taxa.
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Figure S3. Screening for evolutionary conserved STRs among avian promoters based on the criteria of
sequence motif profiles. See Methods section for more details about the screening criteria. Abbreviations
used in this figure are pfc [perfect (pure) repeat], imp [imperfect (interrupted) repeat], Zfinch (zebra finch),
and Fcatcher (flycatcher).
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Figure S4. Trends in the number of repeat units embedded within evolutionary conserved STRs relative to
those of chicken orthologs.
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Figure S5. Repeat unit length of the evolutionary conserved STRs (ecSTRs) relative to chicken orthologs.
Values in the parentheses indicate the number of ecSTRs loci analyzed here.
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Figure S6. The relative distance of transcription factor binding site (TFBS) each from evolutionary
conserved STRs identified between chicken and other bird taxa. The vertical axe of the stacked graph shows
the percentage of TFBSs detected in each 100 bp bin.



