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Supplementary Figure 1. Performance of Domain Adaptation methods for cross-species prediction of
histone marks in terms of (A) accuracy and (B) PR AUC scores.



0.2

0.1

hg38 - mm10 0

-0.2

0.5

0.4

0.3

0.2

mm10 = hg38 0.1
0
-0.1
-0.2

-0.3

0.2

0.1

hg38 - mm10 0

-0.2

0.4
0.3
0.2

mm10 = hg38

-0.1
-0.2
-0.3

CTCF CTCF RAD21 SPI1 TBX21
Lung - Lung Neural - Retina Blood - Macrophages Blood - Hematopoietic_Stem_Cells Blood - Neutrophils Blood - Thi_Cells
0.707+0.2
s
% *
0.826+0.1 > 0.803+0.09)
¥ - ¢
0.926+0.03 0.925+0.04 0.824+0.02 oH® v 88 *
€ * 8 *q * a 4 a
& & - v MEE T
A v p . v dq o > ) <o
zo 4p
& > & >
o ]
0.539+0.4
s
*
F a
0.798+0.1 v
v
0.919+0.03 0.92440.02 0.842+0.06 P * 0.7*?81»0‘09
! B B +0. <
g v P * L) ‘ > 8
8 * %8 Y A 4 LRMN
N < dh R v d
& & Av ¢ oo >
Ay Ay 4
- oo >l go > | [EO >
[0 ADDA @ AFN <} CDAN $8 DAN A DANN W JAN % McC < MCD [ MDD
CTCF CTCF RAD21 SPI1 SPI1 TBX21
Lung - Lung Neural - Retina Blood - Macrophages Blood - Hematopoietic_Stem_Cells Blood - Neutrophils Blood - Thi_Cells
0.788+0.2
s
% *
0.9+0.08 i 0.908+0.05|
3 5 +0.
0.972+0.01 0.975+0.02 0.898+0.04 %8 * %
7 y % P q 8
8 * 8 * 4 n v L 4
b v A > & av >
v N N < o
A 4 v av
4p 4
- o >(|lo ¢
oo <o >
0.598+0.4
v
*
0.865+0.1 b AT
0.922+0.05 % * 0.851+0.08
0.971+0.02 0.976+0.01 % *
' 4 P * ® > 8
8 * q 8 * g P 52 < <
ap v 4 o &8 Odb >
N o AY
T a oP >
v o AY o d
] <o > O >
[m]

[ ADDA @ AFN <k CDAN $8 DAN A DANN w7 JAN % MCC < MCD ) MDD

Supplementary Figure 2. Performance of Domain Adaptation methods for cross-species prediction of
transcription factors in terms of (A) accuracy and (B) PR AUC scores.
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Supplementary Figure 3. Comparative performance of 9 DA models tested on TFs and HMs human-
mouse and mouse-human cross-species predictions in terms of (A) accuracy and (B) PR AUC metrics.
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Supplementary Figure 4. Comparison of DA model performance across tissues for histone marks in

terms of (A) accuracy and (B) PR AUC metrics.
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Supplementary Figure 5. Comparison of DA model performance across tissues for transcription factors
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in terms of (A) accuracy and (B) PR AUC metrics.
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Supplementary Figure 6. Comparison of performance of different source DL models — CNN, LSTM or
CNN+LSTM — used with DA approach for the H3K27ac histone mark in terms of (A) accuracy and (B)
PR AUC metrics.
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Supplementary Figure 7. Comparison of performance of different source DL models — CNN, LSTM or
CNN+LSTM — used with DA approach for the TBX21 transcription factor in terms of (A) accuracy and
(B) PR AUC metrics.



