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uman Epidermal Growth Factor Receptor
Tyrosine Kinase Catalytic Domain
Erlotinib (black) (Residues 671-998) PDB: 1M17
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Protein Kinase Catalytic Domains
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VLGSGAFGTVYKGLWIPEGEKVKIPVAIKELREATSPKANKEILD--EAYVMASV-DNPHVCRLL
KLGQGCFGEVWMGTWNG----- TTRVAIKTLKPGT--MSPEAFLQ--EAQVMKKL-RHEKLVQLY
SIGKGRFGEVWRGKWRGEE------ VAVKIFSSRE----ERSWFREAEIYQTVML-RHENILGFI
KIGQGASGTVYTAMDVATG----QEVATIKQMNLQQQ-PKKELIIN--EILVMREN-KNPNIVNYL
ELGKGAFGVVRRCVKVLAG----QEYAAKTINTKKLSARDHQKLER-EARICRLL-KHPNIVRLH
VLGKGSFGKVMLADRKGTE-~---ELYAIKILKKDVVIQDDDVECTMVEKRVLALLDKPPFLTQLH
PVGSGAYGSVCAAFDTKTG----LRVAVKKLSRPFQSIIHAKRTYR-ELRLLKHM-KHENVIGLL
KIGSGSFGDIYLAINITNG----EEVAVKLESQKAR---HPQLLY--ESKLYKILQGGVGIPHIR

[ ]
GICLT------- STVQLITQLMPFGCLLDYVR-EHKDNIGSQYLLNWCVQIAKGMNYLE-
AVVSE------- EPIYIVTEYMSKGSLLDFLKGETGKYLRLPQLVDMAAQIASGMAYVE-
AADNKDNG--TWTQLWLVSDYHEHGSLFDYLN---RYTVTVEGMIKLALSTASGLAHLHM
DSYLVG------ DELWVVMEYLAGGSLTDVVT---ETCMDEGQIAAVCRECLQALEFLH-
DSISEE------ GHHYLIFDLVTGGELFEDIV--AREYYSEADASHCIQQILEAVLHCH-
SCFQTV------ DRLYFVMEYVNGGDLMYHIQ--QVGKFKEPQAVFYAAEISIGLFFLH-
DVFTPARSLEEFNDVYLVTHLMG-ADLNNIVK---CQKLTDDHVQFLIYQILRGLKYIH-
WYGQEK------ DYNVLVMDLLG-PSLEDLFN-FCSRRFTMKTVLMLADQMISRIEYVH-
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——————— DRRLVHRDLAARNVLVK---TPQHVKITDFGLAKLLG----AEEKEYH
——————— RMNYVHRDLRAANILVG---ENLVCKVADFGLARLIE----DNE-YTA
EIVGTQGKPATIAHRDLKSKNILVK---KNGTCCIADFGLAVRHD--SATDTIDIA
——————— SNQVIHRDIKSDNILLG---MDGSVKLTDFGFCAQIT----PEQSKRS
——————— QMGVVHRDLKPENLLLASKLKGAAVKLADFGLAIEVE----GEQQAWF
——————— KRGITYRDLKLDNVMLD---SEGHIKIADFGMCKEHM----MDGVTTR
——————— SADITHRDLKPSNLAVN---EDCELKILDFGLARHTD----DEMTGYV
——————— TKNFIHRDIKPDNFLMGIGRHCNKLFLIDFGLAKKYRDNRTRQHIPYR

®e0 ()
AEGGKVPIKWMALESIL-HRIYTHQSDVWSYGVTVWELMTFGSK 913
RQGAKFPIKWTAPEAAL-YGRFTIKSDVWSFGILLTELTTKGRV 463
PNHRVGTKRYMAPEVL----------- DDSINMKHFESFKRADI 401
TMVG--TPYWMAPEVVT-RKAYGPKVDIWSLGIMAIEMIEGEPP 463
GFAG--TPGYLSPEVLR-KDPYGKPVDLWACGVILYILLVGYPP 212
TFCG--TPDYIAPEITA-YQPYGKSVDWWAYGVLLYEMLAGQPP 537
ATRW----- YRAPEIMLNWMHYNQTVDIWSVGCIMAELLTGRTL 221
EDKNLTGTARYASINAHLGIEQSRRDDMESLGYVLMYFNRTSLP 220



