Supplementary Figures

Figure A in S1 File. An example of a CTCF motif binding site

An example of a CTCF motif binding site, which is well annotated by DNase-seq,
DNasel digital genomic footprint (DGF), and corresponding TF ChlP-Seq data in H1
cells, that can only be discovered by iFORM and not by the other five classical

methods.

Figure B in S1 File. ROC curves of five TFs from a previous study

ROC curves of multiple algorithms using “gold-standard” data for five TFs that were
generated in a previous study. (A) REST. (B) GABPA. (C) SRF. (D) MAX. (E)

JUND.

Figure C in S1 File. Precision-recall curves of diverse TFs across different cells/tissues

from different labs

Precision-recall curves of multiple algorithms using “gold-standard” data for three
TFs from diverse human cells/tissues. (A) CTCF in GM12878 cells provided in a
previous study; (B) CTCF in GM12878 cells that was generated in our study. (C)
GABPA provided in a previous study. (D) SRF provided in a previous study. (E)
CTCF in GM12878 cells as generated from a Broad Institute lab. (F) CTCF in H1

cells as generated from a university of Washington (UW) lab.



Figure D in S1 File. ROC curves of three TFs across diverse cells/tissues from different

labs

ROC curves of multiple algorithms using “gold-standard” data for three TFs from
diverse human cells/tissues. (A) REST in K562 cells as generated from a Broad
Institute lab. (B) CTCF in GM12878 cells as generated from a Broad Institute lab. (C)

CTCF in H1 cells as generated from a university of Washington (UW) lab.

Figure E in S1 File. Performance assessment of iFORM using correlation methodology

(A-E) Scatter plot of the correlation between the log of odds from FIMO (A),
CONSENSUS (B), RSAT (C), HOMER (D), and STORM (E) with the square-root
transformed count of ChlP-seq reads in the 400 bp region surrounding each CTCF
motif instance. (F-J) Scatter plot of the correlation between the log of odds from
FIMO (F), CONSENSUS (G), RSAT (H), HOMER (1), and STORM (J) with the
square-root transformed count of “control” reads in the 400 bp region surrounding

each CTCF motif instance.
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