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mouse PKPAPQPYTFPASLSTINFDEFSPMLLPSGQISNQALALAPSSAPVLAQ
rat PKPAPQPYAFSTSLSTINFDEFSPMVLPPGQISNQALALAPSSAPVLAQ
hamster ~-KPAPQPYTFPTSLSTINFDEFPPMVLPSGQISNQALA-———
camel PKPAPQPYPFTPSLSTINFEEFSPMVEFPSGQIPSQTSALAPAPAPVLAQ
cow PKPAPQPYSFTPSLSTINFEEFSPMVEFPSGQIPSQTSALAPAPTPVLTQ
lemur PKPAPQPYPFTSSLSTINFDEFSPMVESSGQIPSQASALAPA
guinea pig ~-KPAPQTYTFPPSLSTINFEEFPPMVLPSGQIPSQASAL-PAPASVLSQ
human PKPAPQPYPFTSSLSTINYDEFPTMVFPSGQIS-QASALAPAPPOVL
aardvark PKPAPQPYPFTPSLSTINFEEFSPMMFSSGQMPSQA~ —————
manatee PKPAPQPYTFTPSLSTINFEEFSPMIFSSGQIPSQ
ferret PKPAPQPYPFTPSLSTINFEEFSPMVEPSGQIPNQ
whale PKPAPQPYPFTPSLSTINFEEFSPMVEPSGQIPSQ
horse PKPAPQPYPFTPSLSTINFEEFSPMVEPSGTIPSQ
elephant shrew PKPAPQPYAFTPSLSTINFEEFSPMMESSGQMPSQ
dog PKPAPQSYPFTPSLSTINFEEFSPMVESSGQISSQ
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GST- GST-
p65CT GST-TA3L 1Asmut GST
Crebbp, Cbp 67 2 4 6
EP300, P300 54 3 2 5
Med1 52 2 5 5
Chd4 13 0 1 0
Med15 12 0 3 0
Med16 12 2 0 1
Top'1 11 18 7 2
Zbtb7a 19 17 5 1
Gen1l1 78 14 3 5
Ddx56;Ddx21 26 14 4 1
Cream1, Gtf3 20 13 3 1
Rbbp5, Rbqg3 10 10 5 3
Eif2b5 10 8 3 7
Sin3a 30 8 2 1
Ddx55 7 8 2 6
Kpna2,Rch1 9 5 1 3
Zfp91,Fksg11 9 4 1 1
Polrmt 11 2 1 3
Ddb1, Xap1 53 46 33 26
Vprbp 60 40 25 13
Anapc, Tsg24 59 35 19 25
Lmnb1 14 3 19 8
Fancd2, Facd 32 7 13 4
Rpn1 15 8 12 6
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