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PI3K-Related Kinase Catalytic Domains
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PI3Ko PI3Ka 896  LFTRSCAGYCVATFILGIGDRHNSNIMVK-DDGQLFHIDFGHFLDHKKKKFGYKRERVPFVLTQD
P42336 DNAPK 3903  HFASSHALICISHWILGIGDRHLNNFMVAMETGGVIGIDFGHAFGSAT-QFLPVPELMPFVLTRQ
— 0.39715 ATR 2456 AYCRSTAVMSMVGYILGIGDRHGENILFDSLTGECVHVDFNCLFNKGE-TFE-VPEIVPFVLTHN
ATM 2851 AYTRSVATSSIVGYILGIGDRHVQNILINEQSAELVHIDLGVAFEQGK-ILP-TPETVPFVLTRD
DNAPK mTOR 2319  NYTRSLAVMSMVGYILGIGDRHPSNLMLDRLSGKILHIDFGDCFEVAM-TREKFPEKIPFRLTRM
TRRAP 3671  MFTIQLALIGFAEFVLHLNRLNPEMLQIAQDTGKLNVAYFRFDINDAT-GDLDANRPVPFRLTPN
gggégiz SMG1 3456  KSWQDNIQTVLFTLVQAMGQVRSQEHVEMLQEITPTLKELKTQSQSIYNNLVSFASPLVTDATNE
. [ ) (1)
PI3Ka 960  FLIVISKGAQECTKTREFERFQEMCYKAYLAIRQHANLFIN--LFSMMLG----------
| ——ATR DNAPK 3967  FINLMLPMKETGLMYSIMVHALRAFRSDPGLLTNTMDVFVKEPSFDWKNFEQKMLKKGGS
Q13535 ATR 2519 MVNGMGPMGTEGLFRRACEVTMRLMRDQREPLMSVLKTFLHDPLVEWSKP-~--- -~~~
0.26989 ATM 2914  IVDGMGITGVEGVFRRCCEKTMEVMRNSQETLLTIVEVLLYDPLFDWTMNPL--------
mTOR 2383  LTNAMEVTGLDGNYRITCHTVMEVLREHKDSVMAVLEAFVYDPLLNWRLMDTNTKGNKRS
TRRAP 3735  ISEFLTTIGVSGPLTASMIAVARCFAQPNFKVDGILKTVLRDEITAWHKK----------
ATM SMGL 3521  CSSPTSSATYQPSFAAAVRSNTGQKTQPDVMSQNARKLIQKNLATSADTPPS--------
Q13315
0.30658 PI3Ka 1008  ------ SGMPELQSFDDIAYIRKTLALDKTEQEALEYFMKQMN~-----------
DNAPK 4027  WIQEINVAEKNWYPRQKICYAKRKLAGANPAVITCDELLLGHEKAPAFRDYVAVA
mTOR ATR 2569  --m--- VKGHSKAPLNETGEVVNEKAKTHVLDIEQRLQGVIK~ -~ - -~~~
P42345 ATM 2966  KALYLQQRPEDETELHPTLNADDQECKRNLSDIDQSFDKVAER---------- VL
mTOR 2443  RTRTDSYSAGQSVEILDGVELGEPAHKKTGTTVPESIHSFIGDGLVKPEALNKKA
0.33848 TRRAP 3785  —----- TQEDTSSPLSAAGQPENMDSQQLVSLVQKAVTAIMTR - == - =~ ==~
SMGL 3573 ----TVPGTGKSVACSPKKAVRDPKTGKAVQERNSYAVSVIWKR------------
TRRAP ° o o
Q9Y6H4 PI3Ka 1045  ——----- DAHHGG---------- WTTKMDWIFH 1060
039291 DNAPK 4082  RGSKDHNIRAQEP----- ESGLSEETQVKCLMD 4108
: ATR 2605 ~ ------ LA fc— LPLSIEGHVHYLIQ 2625
ATM 3011 MRLQEKLKGVEEG------ TVLSVGGQVNLLIQ 3037
SMG1 mTOR 2447  IQIINRVRDKLTGRDFSHDDTLDVPTQVELLIK 2530
Q96Q15 TRRAP 3822 ----LHNLAQFEG---------~- GESQVNTLVA 3840

0.49533 SMG1 3612 ------ VKAKLEGRDVDPNRRMSVAEQVDYVIK 3638



