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BSK3N182AQAL msertlon (bSk3 5)

BSK3%25S (hsk3-6)

BSK3"®R (kinase dead)

EYIVSEHGEKAPNVVYKGKLE---NQKKIAVKRFTRMAWPDSRQFLEEARSVGQLRSERM
ENVVSEHGETAPNVVYQGKLE---NHMKIAIKRFSGTAWPDPRQFLEEARLVGQLRSKRM
——————— VKKLOMLCIKGNWI---IKDVLLLEGLIGKLGLILVSFWRK-KAVGQLRNYRM
ENIVSEHGERAPNVVYKGKLE---NQRRIAVERFNRKSWPDSRQFLEEAKAVGQLRNHRM
————————————— VVYKGRLE---DDRWIAVERFNRSAWPDTRQFLEEAKAVGQLRNERL
DNIVSEHGEKAPNVVYRGRLD---DGRLIAVERFNRLAWADHRQFLDEAKAVGSLRSDRL
————————————— IVYKGQLN---DGRKIAVERFQRLSWPDSLEFIEEAQAVGRCRSEHM
————————————— IVYKGKLG---DGRRIAVERFQRLSWPDPFEFINEAQAVGRLRSEHM
————————————— VVYRGKLE---GNHLVAIKRFSRQSWPDAQQFVVEATGVGKLRNKRI
—————————————— VYQGCIRSDKDKRLIAVKKFSKTTWPDPKQFATEARAIGSLRHVRL
—————————————— VYKGRLQ---NRRWIAVKKFTKMAWPEPKQFAEEAWGVGKLRHNRL
————————————— VVFKGRLQ---NGGFVATI RFNNMAWSDPKLFLEEAQRVGKLRHKRL

H HEH *

BSK3R156K (bsk3-3)

ANLLGCCCEGDERLLVAEFMPNETLAKHLFHWETQPMKWTMRLRVVLYLAQALEYCTSKG
ANLLGYCCEGGERLLVAEFMPNETLAKHLFHWDTEPMKWAMRLRVALYISEALEYCSNNG
ANLLGCCYEGEERLLVAEFMPNETLAKHLFHWESQPMKWAMRLRVALHIAQALEYCTGKG
ANLLGCCYEDEERLLIAEFMPNETLAKHLFHWESQPMKWAMRLRVALHIAQALEYCTSKG
ANLIGFCCEGDERLLVAEFMPFETLSKHLFHWDSQPMKWSMRLRVALYLAQALEYCSSKG
ANLIGCCFEGEERLLVAEFMPHETLAKHLFHWENNPMKWAMRLRVALCLAQALEYCSNKG
ANLIGCCSEGHERLLVAEYMPNETLAKHLFHWEKRPMKWEMRLRVALHTATALEYCNDWG
ANLIGCCCDDNERLLVAEYMPNGTLAKHLFHWEKRPMKWEMRLKVALHTARALEYCNDKG
VSLIGCCAEGDERLLVAEYMPNDTLSKHLFHWEKQPLPWDMRVRIADYIAEALDYCNIEN
VNLIGYCCEGDERLLVSEYMPNESLTKHLFHWEKQTMEWAMRLRVALYVAEALEYCRQSG
ANLIGYCCDGDERLLVAEFMPNDTLAKHLFHWENQTIEWAMRLRVGYYIAEALDYCSTEG
VNLIGYCCDGDKRFLVADFMANDTLAKRLFQRKYQTMDWSIRLRVAYFVAEALDYCNTAG

Jkak kg skakgasasak, skekakky .3 K gk s Kk gkk

RTLYHDLNAYRVLFDEECNPRLSTFGLMKNSRDGKSYSTNLAFTPPEYLRTGRITPESVI
HTLYHDLNAYRVLFDEECNPRLSTFGLMKNSRDGKSYSTNLAFTPPEYLRTGRITAESVI
RALYHDLNAYRVLFDDDSNPRLSCFGLMKNSRDGKSYSTNLAFTPPEYLRTGRVTPESVM
RALYHDLNAYRVLFDDDANPRLSCFGLMKNSRDGKSYSTNLAFTPPEYLRTGRVTPESVI
RALYHDLNAYRILFDQDGNPRLSCFGLMKNSRDGKSYSTNLAFTPPEYLRTGRVIPESVV
RALYHDLNAYRVLFDKDGNPRLSCFGLMKNSRDGKSYSTNLAFTPPEYLRTGRVTPESVV
IDLYHDLNTYRILFDKVGNPRLSCFGLMKCSREGKSYSTNLAFAPPEYLRLGTVIPESVT
IDLYHDLNPYRIMFDKTGIPKLSCFGLMKNSHEGKIYSTNLAFAPPEYLRLGTVIAESVT
RKIYHDLNAYRILFDEEGDPRLSTFGLMKNSRDGKSYSTNLAYTPPEFLRTGRVIPESVI
LKLYHDLNTCRVLFDENGSPRLSCFGWMKNSKDGKNFSTNLAYTPPEYLRS———-— ESVV
RPLYHDLNAYRVLFDEDGDPRLSCFGLMKNSRDGKSYSTNLAYTPPEYLRNGRVTPESVT
FASYNNLSAYKVLFDEDGDACLSCFGLMKEINNDQ ————————————— ITTGSVNPENVI

PN Lok kk k% s s : * %

YSFGTLLLDLLSGKHIPPSHALDLIRDRNLQTLTDSCLDGQFSDSDGTELVRLASRCLQY
YSFGTLLLDLLTGKHIPPSHALDLIRDRNLQTLTDSCLEGQFSDSDGTELVRLTSCCLQY
YSYGTLLLDLLSGKHIPPSHALDLIRDRNIQMLIDSCLEGQFSSDDGTELIRLASRCLQY
YSFGTLLLDLLSGKHIPPSHALDLIRDRNIQMLMDSGLEGQFSSDDGTELIRLASRCLQY
YSFGTLLLDLLSGKHIPPSHALDLIRGKNFLMLMDSCLDGHFSNDDGTDLVRLASRCLQY
FSFGTVLLDLMSGKHIPPSHALDLIRGKNCAMLMDSALEGHFSNEDGTELVRLATRCLQY
FSFGTLLLDLMSGRHIPPNHALDLFRGKNYLVLMDSALDGQFSDEDRTELIHLASRCLRP
FSFGTLLLDLMSGRHIPPNHALDLFRGKNYLVLMDSALDGQFSDEDRTELIHVASRCFKT
FSYGTILLDLLSGKHIPPSHALDIIRGKNALLLMDSSLEGQYANDDATKLVDLASKCLQS
FSFGTFLLDLLSGKHIPPSHAVGTIQKQNLNVLMDSHLEGNYPEEDAAMVFDLASKCLHN
YSFGTVLLDLLSGKHIPPSHALDMIRGKNIILLMDSHLEGKFSTEEATVVVELASQCLQY
YRFGTVLVNLLSGKQIPPSHAPEMIHRKNVFKLMDPYLKGKFSIDEANVVYKLASQCLKY

shk kggkgakgohkdk kK HEE A ok, k3. .8 : HE R

EARERPNTKSLVTALTPL---- 255
EARERPNIKSLVTAL----——— 252
EPRERPNPKSLVTAMI---——— 245
EPRERPNPKSLVSAM-—————- 252
EARERPNVKSLVSSL—===——- 239
EARERPNVKSLVTSL----——— 252
EPDERPSIKFLMSALSRL-——- 242
EPEERPSIKFLKATLSRLOKRA 246
EAKDRPDTKFLLSAV—----——— 239
NPNERPEIGDIISVI-——=——— 236
EPRERPNTKDLVATL——————— 238
EGQESPNTKEIVATL——————- 226
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BSK36%26¢ (bsk3-4)
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