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Figure S3
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Figure S4

A) Decision Trees (K562)
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B) Random Forests (K562)
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C) XGBoost (K562)
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D) Decision Trees (GM12878)
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E) Random Forests (GM12878)
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F) XGBoost (GM12878)
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Figure S5
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Figure S6

A) Decision Trees (K562)
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B) Random Forests (K562)
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C) XGBoost (K562)
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D) Decision Trees (GM12878)
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E) Random Forests (GM12878)
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F) XGBoost (GM12878)
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Figure S7
A) Architectural
Decision Trees Random Forests XGBoost
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B) Transcription factors
Decision Trees Random Forests XGBoost
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C) Architectural-anchors
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bin 500 left CTCF bin 500 left CTCF bin 1 right CTCF
bin 500 in CTCF bin 1 right RAD21 bin 1in CTCF
bin 1in CTCF bin 1 right CTCF bin 500 in CTCF
bin 1 right RAD21 ~ mmmm— bin 500 in CTCF bin 500 left CTCF
bin 499 left CTCF bin 1in CTCF bin 465 left RAD21
bin 1 right CTCF s bin 500 left RAD21 bin 1in RAD21 I
bin 1in RAD21 mmmm bin 1in RAD21 I bin 500 in RAD21 —
bin 500 left RAD21 Wl bin 500 in RAD21 — bin 486 left RAD21 I
bin 2 right CTCF Il bin 2 right CTCF  IE——— bin 470 in CTCF
bin 470 in RAD21 = bin 499 left CTCF  numm—m— bin 457 left RAD21 I ——
bin 500 in RAD21 ® bin 2 right RAD21 ~Im— bin 458 left RAD21 IE—
bin 489 in RAD21 W bin 3 right CTCF bin 16 in CTCF I —
N bin 7 in RAD21 ® bin 499 left RAD21 mm— bin 476 in RAD21 E—
bin 450 left CTCF ® bin 498 left CTCF bin 500 left RAD21 I ——
@ bin 19in RAD21 ® bin 4 right CTCF s bin 1 right RAD21  I—
L() bin2in CTCF B bin 497 left CTCF bin 499 left CTCF  E—
! bin 4in RAD21 B bin 499 in CTCF s bin 2 right CTCF I ——
bin 30 in CTCF B bin 2in CTCF mmmm bin 489 in RAD21 E——
bin 499 in RAD21 B bin 498 left RAD21 bin 477 in RAD21 —
bin 483 left CTCF B bin 496 left CTCF mmm bin 472 left CTCF  n——
bin 29 in CTCF § bin 5 right CTCF bin 38 right CTCF  nE——
bin 498 left CTCF 1 bin 3 right RAD21 bin 16 right RAD21 I——
bin 497 in RAD21 & bin 495 left CTCF bin 9in RAD21
bin 475 left RAD21 1 bin 6 right CTCF Il bin 25 right RAD21 —
bin 460 left RAD21 1 bin 4 right RAD21 =l bin 31 in RAD21 E—
bin 36 in CTCF 1 bin 497 left RAD21 bin 13 right RAD21 IE——
bin 32in CTCF 1 bin 494 left CTCF =& bin 469 left CTCF  n——
bin 36 right CTCF 1 bin 493 left CTCF = bin 10 right CTCF  n—
bin 15 right RAD21 1 bin 5 right RAD21 = bin 476 in CTCF  —
bin 16 in CTCF 1 bin 2in RAD21 = bin 479 in RAD21
0.000 0.075 0.150 0.225 0.00 0.02 0.04 0.06 0.08 0.00 0.01 0.02 0.03 0.04
Relative Importance
bin 1 right RAD21 bin 500 left RAD21 bin 4 right CTCF
bin 500 in RAD21 bin 2 right RAD21 bin 4 right RAD21
bin 2 right RAD21 bin 1 right RAD21 bin 497 left RAD21
bin 500 in CTCF bin 2 right CTCF bin 499 left RAD21
bin 500 left RAD21 bin 499 left RAD21 I bin 496 left CTCF I
bin 1in RAD21 bin 500 in CTCF I bin 500 left RAD21 I
bin 4 right CTCF I —— bin 500 in RAD21 e —— bin 1in CTCF | —
bin 499 left RAD21  I—— bin 1in RAD21 S —— bin 2 right RAD21
bin 1in CTCF n— bin 1in CTCF I —— bin 500 in RAD21 I ——
bin 1 right CTCF  nm— bin 499 left CTCF  num—— bin 1 right RAD21  E——
w bin 500 left CTCF bin 1 right CTCF I— bin 500 in CTCF
'\ bin 3 right CTCF bin 3 right RAD21 bin 1in RAD21
bin 8 right CTCF bin 3 right CTCF I bin 2 right CTCF I
o0 bin 7 right CTCF mm bin 500 left CTCF  — bin 7 right CTCF  n—
N bin 499 in CTCF mm bin 498 left CTCF  n— bin 498 left RAD21 IE———
H bin 6 right RAD21 bin 4 right CTCF  n— bin 492 left CTCF  nm———
bin 465 in RAD21 = bin 498 left RAD21 IE——— bin 498 left CTCF  n—
E bin 455 left RAD21 = bin 497 left CTCF  nm— bin 8 right CTCF  n—
bin 499 in RAD21 = bin 496 left CTCF  nmm— bin 6 right CTCF  n—8
(D bin 11in CTCF ® bin 4 right RAD21 I bin 490 left CTCF  E——
bin 475 left CTCF bin 497 left RAD21 - bin 500 left CTCF  ———
bin 465 in CTCF ® bin 5 right CTCF bin 1 right CTCF  —
bin 31in CTCF = bin 6 right CTCF bin 22 right CTCF  nm—
bin 40 right RAD21 = bin 5 right RAD21 bin 11 right CTCF  nm—
bin 4in RAD21 = bin 495 left CTCF bin 36 right CTCF  nm—
bin 25in CTCF = bin 7 right CTCF bin 497 left CTCF  nmm—8
bin 477 left RAD21 W bin 496 left RAD21 . bin 491 left CTCF  E——
bin 23 right CTCF H bin 6 right RAD21 bin 3 right RAD21 E—
bin 18 right RAD21 W bin 499 in CTCF mmm bin 499 left CTCF  nummm—
bin 462 left RAD21 ® bin 499 in RAD21 mm bin 19 right CTCF

0.000 0.025 0.050 0.075 0.100 0.000 0.015 0.030 0.045 0.00 0.01 0.02  0.03 0.04

D) Transcription factors-anchors
Decision Trees Random Forests XGBoost
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