SUPPLEMENTARY MATERIALS

to the article V.G. Levitsky, T.Yu. Vatolina, V.V. Raditsa
“Linking hierarchical classification of transcription factors to their binding motif variability”

Table S1. List of TF that break down human TFs by the similarity of TFBS motifs according to the hierarchical
classification of the TFClass database

The analysis included TF from the seven large classes: Basic leucine zipper factors (bZIP) {1.1}, Basic helix-loop-helix factors (bHLH)
{1.2}, Nuclear receptors with C4 zinc fingers {2.1}, C2H2 zinc finger factors {2.3}, Homeo domain factors {3.1}, Fork head / winged helix
factors {3.3} and Tryptophan cluster factors {3.5}. The column “Branch” shows the branch identifier, which includes the numerical
designation of the highest (parent) level of the hierarchy, in which the branch is located completely or partially, as well as letters
in the alphabetical order A, B, C...., Z, AA, AB, etc. mark different branches belonging to the one such parent level. The column «List
of classes/families/subfamilies/TFs» contains a list of specific classification units united by a branch; the list consists the units of a
classification level one step lower than that of the parent level. The similarity column displays the value of the TF similarity metric
Q2 based on binding site motifs for a branch. For branches consisting of two or more TFs, calculations are performed using the
formulas (2) and (4). For branches consisting of one TF with two or more motifs — according to the formula (3). The symbol «#»
means that the branch has one TF with one motif of binding sites, so similarity calculations were not made.
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Table S1 (continued)
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{3.1.31A ALX {3.1.3.1}, DRGX {3.1.3.6}, ISX {3.1.3.12}, MIX {3.1.3.14}, ARGFX {3.1.3.2}, PRRX {3.1.3.21}, UNCX 5.605
{3.1.3.27}, RAX {3.1.3.22}, ESX {3.1.3.8}, SHOX {3.1.3.25}, VSX {3.1.3.28}, HESX {3.1.3.10}
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Table S1 (end)
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Fig. S1. Heatmap showing the similarity of TFs by TFBS motifs for the family FOX {3.3.1}.

A brown circle on the heatmap diagonal means that the subfamily has only one TF in with one TFBS motif. The color
reflects the value of the Q2 similarity metric.
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Fig. S2. Heatmap showing the similarity of TFs by TFBS motifs for three families of the Homeo domain factors {3.1} class, each family
splitting into two or more branches.

Panels a, b and c represent the Paired-related HD {3.1.3}, HD-ZF {3.1.8} and POU {3.1.10} families.
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