CKHS profiles for all the 83 proteins in Mounz dataset
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CKHS Profile and Annotations for ADAR
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CKHS Profile and Annotations for ANAPC1

Z-score:

CKHS_regions:
SIFT Score:
Pfam Domains:
SS Predict:

Helix Sheet
Exons:
Phosphorylation:
Acetylation:
Ubiquitination:

Methylation:

AA_location:

OV OO0 OO OO0 T

ANAPC1

COCORRTE TmE 1 D e emwm reenr mu i s mmersepsenmaemne m

Il AR {1/ —

380 570 760 950 1140 1330 1520 1710 1900



CKHS Profile and Annotations for ATR
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CKHS Profile and Annotations for AURKA

Z-score: .

CKHS_regions:
SIFT Score: I[N (NI Y 11
Pfam Domains:

SS Predict: | |

Helix Sheet
Exons:
Phosphorylation: | [ |
Acetylation:

Ubiquitination:

Methylation:

AA_location:

Pkinase

120

160 200 240

280

320 360

400



CKHS Profile and Annotations for AURKB
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CKHS Profile and Annotations for BRAF
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CKHS Profile and Annotations for BRD4
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CKHS Profile and Annotations for BUB3
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CKHS Profile and Annotations for CCND1
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CKHS Profile and Annotations for CDC37

0
Z-score: -1 L.
2 T

CKHS_regions:

SIFT Score: | INNEIRI 000 0TC00 (OO RV T T O MY (R O e i

Pfam Domains:

CDC37_N CDC37_M
SS Predict: I I IS IR
Helix Sheet
Exons:
Phosphorylation: | | 11

Acetylation:

Ubiquitination:

Methylation:

AA_location:

90 120 150 180 210 240



0.5

CKHS Profile and Annotations for CDK4
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CKHS Profile and Annotations for CDK7
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CKHS Profile and Annotations for CDK9
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CKHS Profile and Annotations for CENPA
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CKHS Profile and Annotations for CHD4
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CKHS Profile and Annotations for CLTC
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CKHS Profile and Annotations for CMYC
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CKHS Profile and Annotations for COPA
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CKHS Profile and Annotations for CRKL
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CKHS Profile and Annotations for CSK
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CKHS Profile and Annotations for CSNK1A1
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CKHS Profile and Annotations for CTCF
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CKHS Profile and Annotations for CTNNB1
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CKHS Profile and Annotations for DDX27
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CKHS Profile and Annotations for DOT1L
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CKHS Profile and Annotations for FLJ20323
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CKHS Profile and Annotations for FOSL1
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CKHS Profile and Annotations for FRAP1
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CKHS Profile and Annotations for GPX4
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CKHS Profile and Annotations for HDAC3
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CKHS Profile and Annotations for HUWE1
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CKHS Profile and Annotations for MCL1
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CKHS Profile and Annotations for MDM2
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CKHS Profile and Annotations for MED12
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CKHS Profile and Annotations for MEN1
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CKHS Profile and Annotations for MRE11A
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CKHS Profile and Annotations for MYST1
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CKHS Profile and Annotations for PIK3CA
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CKHS Profile and Annotations for PLK1
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CKHS Profile and Annotations for POLR2A
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CKHS Profile and Annotations for PPP6C
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CKHS Profile and Annotations for PRPF6
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