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Apafl (apoptotic proteases-activating
factor 1)
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* phylogenetic tree of Apafl
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Experimental Post-Translational Modification Sites
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hologouws
Resource Pubmed ID Protein
Cluster
HPFRD 9.0 17081583
PhespheELM.10011 17081983
SysPTHM 1.1 17081983
Swiss-Prot 1010711 17081583

Phosphositeplus. 1010730 21906983

17081983

HPR |
LRk 20068221
PhespheELM.10011 17081583
17081983
Phosphositeplus. 1010730 20068231
21406692
SysPTM 1.1 17081982
Swiss-Prot 1010711 17081983
170815%82
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HERE:9.4 20068231
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Phosphositeplus.1010730 20068231
21406692
SysPTH 1.1 17081582
Swiss-Prot 1010711 17081582

Phesphositeplus. 10107230 22246183

Phesphesiteplus. 1010730 21906983

Phesphositeplus. 1010730 22246185 ¥
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Predicted Post-Translational Modification Sites by profile HMM - Download
Lo;:;i;“! Modification Su:::e Secondary Structure  Accessible Surface Area (%) Resource pumﬂzlg:;lr
65 N-linked_Asparagine LKKDNDSYV HHHCCCEEE 48.35 HMM Predicted show 602 N-linked_Asparagine INKKNITNL cecooecec 48.18 HMM Pradicted shaw
68 Phosphotyrosine(EGFR) DNDSYVSFY CCCEEEEEE 11.72 HMM Predicted show €05  N-linked_Asparagine KNITNLSRL CCCCOCEEE 32.02 HMM Predicted show
88 Phosphotyrosine(INSR) DNDSYV SFY CCCEEEEEE 11.72 HMM Predicted M §24  Phosphesering(CKL) HACFSEDGQ EEEECCCCE 3436 HMM Predicted ﬂ
80  Phosphotyrosine(Syk) LHEGYKDLA HHHHHHHHH 3.80 HMM Predicted show 709 N-linked_Asparagine CHFTMSSHH EEEECCCC 4034 HMM Predicted show
96  Phosphosering(CDC2) PVVE855GK CEECCCCCC 19.53 HMM Predicted M 891  Phosphosering(ATM) GVMFSPDGS EEEECCCCE 12.18 HMM Predicted show
193 Phosphoserine(IKK) KQDKSGLLM CCCCOHHHH 42.85 HMM Predicted show 896  Phosphoserine(IKK) PDGSSFLTS CCCCEEEEE 23.79 HMM Pradicted shai
213 Phosphoserine(ATM) DESFSQRLP HCcoooeee 24.54 HMM Predicted show 899 O-linked_Threonine_Man SSFLTSSDD CEEEEEECC 24.95 HMM Pradicted shaw
268 P hos phos erine(IKK) TRDKSVTDS ECCHHHHCC 34,24 HMM Predicted M 967  S5-palmitoyl_cysteine QVSCCCLSP CEEEEEECC 1.72 HMM Predicted M
268 Phosphosering(PKB) TROKSVTDS ECCHHHHCC 34,24 HMM Predicted show 968 S-palmitoyl_cysteine VECCCLEPH EEEEEECCC 503 HMM Predicted show
272 Phosphoserine(IKK) SVTDSVMGP HHHCECCCC 12,49 HMM Predicted ﬂ 975  Phosphotyrosine(lak) PHLQYIAFG CCCCEEEEE 10.6% HMM Predicted show
320 Phosphoserine(CDC2) ECKESPLYY HHCCCCHHH 10.68 HMM Predicted shaw 1060  Phosphoserine(CAMK2) SRLLSWEFD CEEEEEECC 25.85 HMM Predicted show
361 Phosphotyrosine(Syk) SSYDYEALD CCCHHHHHH 8.55 HMM Predicted show 1062  Phosphoserine(IKK) LLEWSFDGT EEEEECCCE 15.30 HMM Predicted shaw
361 Sulforyrosine SEYDYEALD CCCHHHHHH 8.55 HMM Predicted ﬂ 1103 0-linked_Thrzonine_Man KFSSTSADK EEEEEECCC 27.08 HMM Predicted ﬂ
369  Phosphoserine(CK1) DEAMSISVE HHHHHHHHC 20.82 HMM Predicted £how 1186  Phosphoserine(CDC2) DLCFSPDGK EEEECCCEC 22.53 HMM Predicted show
420 N-linked_Asparagine QEFVNKSLL HHHHECEEE 33.25 HMM Predicted M 1216  N-linked_Asparagine TFYTNGTNL EEECCCCEE 43.86 HMM Predicted show
448 N-linked Asparagine LTEKNCSQL HHHHHHHHH 2517 HMM Predicted 3z 1219 N-linked_Asparagine TNGTHLKKI CCCCEEEEE 51.73 HMM Predicted ﬂ
451 Phosphoserine(ATM) EKNCSQLOD HEHHHEHHH 43.23 HMM Predicted shaw 1226  Phosphoserine(CDK) KIHVS2DFK EEEECCCCE 12.46 HMM Predicted show
577 Phosphotyrosine(SRC) TSEVYQQAK cececoece 7.28 HMM Predicted sy 1232  Phosphotyrosine(INSR) DFKTYVTVD CCCEEEEEE 2.50 HMM Predicted show

http://dbptm.mbc.nctu.edu.tw/
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. EUnlprotmﬁ%’?(HDAC AND
organism:"Human [9606]") AND
reviewed:yes AND gene:HDAC
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o RIEECHRAEL, HEAEZBLES
7 N VIAClasses:

Classl(HDAC1,2,3,8);Classli(HDACA4,5,6,7,9
,10);ClassllI(Sirtuins);ClassIV(HDAC11).
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