
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
                                                                                                                                                                                              
                                                                                                                                                                                              
Hs_PI3KCA   LEECRIMSSAKRPLWLNWENPDIMS-ELLFQNNEIIFKNGDDLRQDMLTLQIIRIMENIWQNQGLDLRMLPYGCLSIG       DCVGLIEVVRNSHTIMQIQCKGGLK-GALQFNSHTLHQWLKDKNKG-----EIYDAAIDLFTRSCAGYCVATFILGIGDRHNSNIMVKDDGQLFHIDFGHFLDH  940 
Hs_PI3KCG   IEKCKVMASKKKPLWLEFKCADP--TALSNETIGIIFKHGDDLRQDMLILQILRIMESIWETESLDLCLLPYGCISTG       DKIGMIEIVKDATTIAKIQQSTVGN--TGAFKDEVLNHWLKEKSPTE----EKFQAAVERFVYSCAGYCVATFVLGIGDRHNDNIMITETGNLFHIDFGHILGN  971 
Hs_PI3KCB   VEKCKYMDSKMKPLWLVYNNK-----VFGEDSVGVIFKNGDDLRQDMLTLQMLRLMDLLWKEAGLDLRMLPYGCLATG       DRSGLIEVVSTSETIADIQLNSSNVAAAAAFNKDALLNWLKEYNSG-----DDLDRAIEEFTLSCAGYCVASYVLGIGDRHSDNIMVKKTGQLFHIDFGHILGN  944 
Hs_PI3KCD   VEQCTFMDSKMKPLWIMYSNEE----AGSGGSVGIIFKNGDDLRQDMLTLQMIQLMDVLWKQEGLDLRMTPYGCLPTG       DRTGLIEVVLRSDTIANIQLNKSNMAATAAFNKDALLNWLKSKNPG-----EALDRAIEEFTLSCAGYCVATYVLGIGDRHSDNIMIRESGQLFHIDFGHFLGN  918 
Hs_PI3KC2A  IKSCSFFSSNAVPLKVTMVNADP-----LGEEINVMFKVGEDLRQDMLALQMIKIMDKIWLKEGLDLRMVIFKCLSTG       RDRGMVELVPASDTLRKIQVEYGVT---GSFKDKPLAEWLRKYNPSE----EEYEKASENFIYSCAGCCVATYVLGICDRHNDNIMLRSTGHMFHIDFGKFLGH 1275 
Hs_PI3KC2B  PRDCSYFNSNAVPLKLSFQNVDP-----LGENIRVIFKCGDDLRQDMLTLQMIRIMSKIWVQEGLDMRMVIFRCFSTG       RGRGMVEMIPNAETLRKIQVEHGVT---GSFKDRPLADWLQKHNPGE----DEYEKAVENFIYSCAGCCVATYVLGICDRHNDNIMLKTTGHMFHIDFGRFLGH 1220 
Hs_PI3KC2G  HDACSYFTSNALPLKITFINANL-----MGKNISIIFKAGDDLRQDMLVLQLIQVMDNIWLQEGLDMQMIIYRCLSTG       KDQRLVQMVPDAVTLAKIHRHSGLI---GPLKENTIKKWFSQHNHLK----ADYEKALRNFFYSCAGWCVVTFILGVCDRHNDNIMLTKSGHMFHIDFGKFLGH 1058 
Hs_PI3KC3   PETATLFKSALMPAQLFFKTEDG-------GKYPVIFKHGDDLRQDQLILQIISLMDKLLRKENLDLKLTPYKVLATS       TKHGFMQFIQ-SVPVAEVLDTEGS-----------IQNFFRKYAPSENGPNGISAEVMDTYVKSCAGYCVITYILGVGDRHLDNLLLTKTGKLFHIDFGYILGR  768 
Plfa_PI3K   PEQSYVLRSSLYPIVIACLVRKK [220] SIKKYIYKAGDDLRQDHLVIQIIYVMDNIWKRYGLDLKMTLYRVLALS       TDDGFIEFVDYAESISSIKKNYKG----------EIRQYFIDNSTCSSSPLGFDTEILQNFISSCAGYSVITYILGIGDRHLDNLMVTKDGRFFHIDFGYIFGE 2015 
Plvi_PI3K   PEQSYVLRSSLYPIVIACLVRKK [145] SIKRYIYKAGDDLRQDHLVIQIICIIDNIWKRYGLDLKLTLYKVLALS       TDDGFIEFVNYAESISSIKKNYKG----------EIRQYFIEMSTDSKSPLGFDAIILDNFISSCAGYSVITYLLGIGDRHLDNLMVSRDGCFFHIDFGYIFGE 1661 
Hs_PIK4CB   ----RRIREGSPYGHLPNWRLLS-----------VIVKCGDDLRQELLAFQVLKQLQSIWEQERVPLWIKPYKILVIS       ADSGMIEPVVNAVSIHQVKK----------QSQLSLLDYFLQEHGSY--TTEAFLSAQRNFVQSCAGYCLVCYLLQVKDRHNGNILLDAEGHIIHIDFGFILSS  696 
Plfa_PIK4CB ----KRIRKVSPYGKLKTWDLKC-----------VIIKGGDDLRQELLASQLIKQFKIIFENAGLPLWLRPYEILVTG       SNSGIIEYVNDTCSVDSLKR---------KFGADSISTIFNIVFSDY-----IFEAK-KNFIESHAAYSLISYLLQVKDRHNGNLLLDSDGHLIHIDYGFMLTN 1437 
Plvi_PIK4CB ----KKIRKTSAYGKLKTWDLKC-----------VIVKGGDDLRQELLASQLIRQFKIIFENAGLPLWLRPYEILVTG       ANSGIIEYVNDTCSVDSLKR---------KFGADSISTIFNVVFADY-----IFEAK-KNFIESHAAYSLVSYLLQVKDRHNGNLLLDSDGHLIHIDYGFMLTN 1403 
Hs_PIK4CA   KSGTPMQSAAKAPYLAKFKVKRCGVDGQKISWQAAIFKVGDDCRQDMLALQIIDLFKNIFQLVGLDLFVFPYRVVATA       PGCGVIECIPDCTSRDQLGRQTDFG-----MYDYFTRQYGDEST-------LAFQQARYNFIRSMAAYSLLLFLLQIKDRHNGNIMLDKKGHIIHIDFGFMFES 1924 
Plfa_PIK4CA -–NIKILMSATRSPLFLTFKTI [182] FEDISYIYKVNDDVRQDKLVIQTIYIFIHILNEYKLCYNLFPYNIITNK [167] NFGAVIEVLTNTKSRHDIGK----------KYQ-NIIKFYHLK---Y-SNIIVYIYALKNFISSLAAYSLLSFILQVKDRHNGNLLFDDNGNIIHIDFGYILNI 4912 
Plvi_PIK4CA -–EVKILMSATRTPILLTFQTS [171] CEDVSYIYKVNDDVRQDKLVIQIIHIFIHILSDYKSFYNLFPYNIVTNK [129] NFGAVIEVLANTKSRHEIGR----------KYK-NIIKFYHLK---F-SHINTYIYALKNFICSLAAYSLLSFVLQVKDRHNGNLLFDDYGNIIHIDFGYILNI 4245 
                                                                                                                                                                                              
 
 
 




