
                                                                                                                                                                          HsPKA/1-351                                                                                        
HsPKA/1-351   .....................................................................................

HsGSK3b/1-420 .....................................................................................

HsCAMK1/1-370 .....................................................................................

HsSrc/1-536        1 ...........................................................................MGSNKSKPKD

HsCK2A1/1-391 .....................................................................................

HsCDK2/1-298  .....................................................................................

TgPKAc/1-333  .....................................................................................

TgAGC/1-514        1 ...........................................................................MP......LR

TgROP5/1-461  .....................................................................................

TgROP7/1-575       1 ....................................MG.......HPTSF...GQPSCLV........WLAAAFLVLGLCLVQQ.

TgROP8/1-575       1 .........................MFS..VLRNRNMR.......HGPSI...GSSSCLI........WLAAAFFVSALGHVQQ.

TgROP16/1-707      1 ............................................................MKVTTKGLAFALALLFCTRCATA..

TgROP18/1-554 .....................................................................................

TgRON13/1-1375     1 MLPRMQSERSVARQSLGATRSRCLLRFATKKWASRGLGSSNRPGRPPPSSAAGHRASCPFFPRSSFSASFALRFLCPVLCSLLLA
                                                                                                                                                                          TgRON13/1-1375

                                                                                                                                                                          HsPKA/1-351                                                                                        
HsPKA/1-351   .....................................................................................

HsGSK3b/1-420 .....................................................................................

HsCAMK1/1-370 .....................................................................................

HsSrc/1-536       11 AS................................QR..RRS..LEPAEN.......VHGAGGGAFPASQT...............

HsCK2A1/1-391 .....................................................................................

HsCDK2/1-298  .....................................................................................

TgPKAc/1-333  .....................................................................................

TgAGC/1-514        5 T......................MSVTSGQYPVQPHQRRPLF..GRGNLFFFLNSGSSDGAAVG.....TPGVSP.SRE....QS

TgROP5/1-461  .....................................................................................

TgROP7/1-575  .....................................................................................

TgROP8/1-575  .....................................................................................

TgROP16/1-707     24 ..RYMSFEEAQ...................KASEAAK.RQIATLPSPDS.TLSNPGSKHRNRGGSPAAGQPSQSTLQPEQAAAEV

TgROP18/1-554 .....................................................................................

TgRON13/1-1375    86 TLFFVSPREVDALKFRGNGGRHLNAELDGNWAKRFQ...ETQRAAPPDSFFVSDSEISGRTSLLSLASSEQGTSTVDSR....FV
                                                                                                                                                                          TgRON13/1-1375

                                                                                                                                                                          HsPKA/1-351                                                                                        
HsPKA/1-351   .....................................................................................

HsGSK3b/1-420 .....................................................................................

HsCAMK1/1-370 .....................................................................................

HsSrc/1-536       38 .....................PSKPASADGHRGPSAAFAPAAAEPKLFGGFNSSDTVTSPQRAGPLAGGVTTFVALYDYESRTET

HsCK2A1/1-391 .....................................................................................

HsCDK2/1-298  .....................................................................................

TgPKAc/1-333  .....................................................................................

TgAGC/1-514       56 GFQMLTKRSLFGVSHPPTHS..SRTVAQ..MAPRSQAYTPQPH.....................R...............SSGDC

TgROP5/1-461  .....................................................................................

TgROP7/1-575      31 GAGIQRP.HQWKSSEAALSVSPA.....................G.........DIV...................DKYSHDSTE

TgROP8/1-575      40 GAGVVRP.RHWQNSEAAVSVRSP.....................G.........GAS...................PRHFHSPIE

TgROP16/1-707     86 GLGAG......GSTQGQ.....GRTGGSAGAREERRSPSPQSAY....................P...............ATSSA

TgROP18/1-554      1 MFSVQRP.........PLTRTVVRMG.............................LATLLPKTAC...........LAGLNVALV

TgRON13/1-1375   164 GLSGQKPRHIWGSQEETGERREDRQEESEGRRGNEDAYHPHTF.....................S...............H.SSS
                                                                                                                                                                          TgRON13/1-1375

                                                                                                                                                                          HsPKA/1-351                                                                            X           
HsPKA/1-351        1 .........................................................................MG...NAA....

HsGSK3b/1-420      1 ..........................MSGRPRTTSFA.....................ESCKPV....QQPSAFG...S......

HsCAMK1/1-370 .....................................................................................

HsSrc/1-536      102 DLSFKK....GERLQIVNNTEGDWWLAHSLSTGQTGY.....................I...PSNYV.............APSDS

HsCK2A1/1-391      1 ..........................MSGPVP....................................SRARVYT...D......

HsCDK2/1-298  .....................................................................................

TgPKAc/1-333  .....................................................................................

TgAGC/1-514      101 ST.......................AEK..............................ASCPTGSAAVHQATNMG...SVSAVAG

TgROP5/1-461       1 ...........................MSG............................GRVPRVPA.SSTTT......SASEGIF

TgROP7/1-575      66 GENTVS....EG..EAEGSRGGSWLEQEGV............................ELRPPLLDSQTGTS......TASPTGF

TgROP8/1-575      75 PVAFID....GE..HDEDKHEGSWLEQEAA............................EDVTPLPGSHTEAQ......TQSPSAF

TgROP16/1-707    125 SLRGYQTQLSPSHLPPRSSGPGGWFPTESIFTPWS.........................SPPQPLTQRKP.SLS...GVVVTEF

TgROP18/1-554     37 FLLFQV.....QDGTGITLGPSKLDSKPTSLD..SQQHVADKRWLATVGHYKHLAGATESTRDVSLLEERAQHRVNAQETNQRRT

TgRON13/1-1375   212 SMPFY................GALFDSSSAFPPFSAA.....................VSSPPFSMTVSPADRVI...QALPIAF
                                                                                                                                                                          TgRON13/1-1375

                                                                                                                                                                          HsPKA/1-351                                                                                        
HsPKA/1-351        6 ..................................AAK................................................

HsGSK3b/1-420     26 ....................M.............K..................................................

HsCAMK1/1-370 .....................................................................................

HsSrc/1-536      146 I.....QAEEWYFGKITRRESERLLLNAENP...RGT..............FLVRES............................

HsCK2A1/1-391     15 ....................V.............N..................................................

HsCDK2/1-298  .....................................................................................

TgPKAc/1-333  .....................................................................................

TgAGC/1-514      130 P......LGRMWGKLSSMSTM.............ATS................................................

TgROP5/1-461      24 .R.RLVRRLRR.GRGTA.................DGAGV...ADETHQEPRPPLRKRL...........................

TgROP7/1-575     111 .R.RFLRHLRFWRRGST.................RGSDD...AAEVSRRTRVPLHTRL...........................

TgROP8/1-575     120 .R.RLTRRLRFWRRGVT.................GGSDA...GEEAPQTPRPPLRTRI...........................

TgROP16/1-707    181 Q.....EPQEQYGAASSLASSPKRYVSGASSSALSGKAVPTPASLGQENPLFPVQSATLDSGIQSPAQERRGSPQRQIAMSTENP

TgROP18/1-554    115 IFQRLLNLLRRRE.........................RD..GEVSGSAADSSSRPRLS..........................

TgRON13/1-1375   257 A.....EHK.SGGEKASREET.............GGK................................................
                                                                                                                                                                          TgRON13/1-1375



Subdomain
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LG G FG
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II N-lobe insertion
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K
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                                                                                     HsPKA/1-351   

HsPKA/1-351        9 ....................................................K.G........SE................... .
HsGSK3b/1-420 .................................................................................... .
HsCAMK1/1-370 .................................................................................... .
HsSrc/1-536      181 .ETTKGAYCLSVSDFDNAKGLNVK.HYKIRKLDSGGF....YITSRTQFNSLQQLVAYYSKHADGLCHRLTTVCP.TSKPQ... .
HsCK2A1/1-391 .................................................................................... .
HsCDK2/1-298  .................................................................................... .
TgPKAc/1-333  .................................................................................... .
TgAGC/1-514      148 ....................................................R.G........DSLLSTSSRT........... .
TgROP5/1-461      59 .....AQHFRRLRGFFGRLTPR...WLSG...............LGRRAQRWWR..........G.................RQ R
TgROP7/1-575     147 .....LQHLRRVGRFFRHGIPA......A...............AGRFFRRVWP..........E.................RP Q
TgROP8/1-575     156 .....LQYLRRVGTFFRRDIPA......A...............ALRFFRRFRR..........V.................RQ P
TgROP16/1-707    261 ADSGASQLASSVSSYVAVQTPHVKRSERIRRVRLSE.............EGLE.EVQQLKAAAAQLLVAVPDYEAMRAVLQE.. .
TgROP18/1-554    147 ....VRQRLAQLWRRAKSLFKR....GIRRYFPQGRNRQRSLRAQRRR...................................S E
TgRON13/1-1375   275 ....................................................K.D........DQALSFLGDT........... .

                                                                                     TgRON13/1-1375

                                                      .......................        HsPKA/1-351   

HsPKA/1-351       13                                                L                                     ......................................QESV..KEF AKAKED.......................FLKKWES P
HsGSK3b/1-420     28                                                V                                     .......................VSRDKDGSK..V.........TTV ................................ATPG Q
HsCAMK1/1-370      1                                                L                                     ..............................................M GAVEG..........................PRW.. .
HsSrc/1-536      255                                                L                                     ............................................TQG AKDA.........................WEIP... .
HsCK2A1/1-391     17 .......................THRPRE.................YW................................DYES H
HsCDK2/1-298  .................................................................................... .
TgPKAc/1-333       1 .............................................................................MQKPLL. .
TgAGC/1-514      160                                                L                                     ..................S.VAVECSPRATQP..PPNVADRE..SQI SQVRYD.............................. L
TgROP5/1-461      94                                                M                                     PLLDPS...............................FHGLEAGDSF RDLLKREKELIGYCREEALKEPAAMVEAVTATVWPQ N
TgROP7/1-575     179                                                I                                     PVFTEGDPPDLET....................NSLYYRDKVPGEVI REVLGKVAGFGPTSGHG...VFAAYENAFSEMLWAE G
TgROP8/1-575     188                                                I                                     VFPPDEFPEDVDT....................NPIYFRGTDPGDVV EELFNRIPQANVRTTSD..YMQSAADSLVSTSLWNI G
TgROP16/1-707    329                                                M                                     ........AVLSEQRVATRKRKRKQPPGAVESAVDEVFPPNE..RVM .................................INA N
TgROP18/1-554    189                                                L                                     LVFEKAD...............................SGCVIGKRI AHMQEQIG....QPQALENSERLDRILTVAAWPPDV P
TgRON13/1-1375   287 ..................KSASELNPPRLVCPDKPPTLPPRE..EQVR...............................KAYA. .

                                          ..    ...............................      TgRON13/1-1375

                                                          .......................... .HsPKA/1-351   

HsPKA/1-351       35                      LGTG F  V  V                    AMKI                            ......AQNTAHLDQFERIKT    S GR ML KHKE...........TGNHY    L.......................... .
HsGSK3b/1-420     47                      IGNG F  V  A                    AIK                             ......GPDRPQEVSYTDTKV    S GV YQ KLCD...........SGELV   KV.......................... .
HsCAMK1/1-370     11                      LGTG F  V  A                    AIK                             ......KQAEDIRDIYDFRDV    A SE IL EDKR...........TQKLV   CI.......................... .
HsSrc/1-536      267                      LGQG F  V                       AIK                             ...........RESLR.LEVK    C GE WMGTWNGT..........T..RV   TL.......................... .
HsCK2A1/1-391     30                      LG G Y  V  A                    VVKI                            ......VVEWGNQDDYQLVRK  R K SE FE INIT...........NNEKV    L.......................... .
HsCDK2/1-298       1                      IG G Y  V  A                    ALK                             ............MENFQKVEK  E T GV YK RNKL...........TGEVV   KI.......................... .
TgPKAc/1-333       7                      LGTG F  V  A                    AVKL                            .......PPGTGKEAFEFGPT    S GR KS KYLKSTSTNVDDPTQVPPRV    L.......................... .
TgAGC/1-514      192                      VGTG F  V  V                    ALKI                            ......LARNLSIDDFLFHET    S GR CI DLRGA........AGWYPPM    L.......................... .
TgROP5/1-461     148                      L  G    V  V                    ALKV                            AETTVDSLLSQGERKLKLVQP RV DRSV FL RDVE...........RLEYF    F.......................... .
TgROP7/1-575     241                      I       L  A                     V V                            GAVTVISELGRPGRQLVRGNL NIVDGGL FQ TDQA...........TGEPMT L G.......................... .
TgROP8/1-575     251                      LGQ        A                     VHV                            QPFRVESELGERPRTLVRGTL   EDPYAYVE TDQE...........TGESFE   P.......................... .
TgROP16/1-707    371                      LGSG F  V  A                    AAKV                            ......GVP....IALYNRGH    H GA IK SLDD............GTLY    P.......................... .
TgROP18/1-554    239                      LGSG F  V  A                    AVKV                            KR..FVSVTTGETRTLVRGAP    G AT YE TDVE...........TNEEL    F.......................... .
TgRON13/1-1375   319                      LGSG F  V  L                    AVKI                            .......LPLCELPWDDLGPM    T GR YP RRPACTEVT...KGFVGRKF    FWLKRKGMMNLFDTISQGGTPSAEQTD P

              TT                                                                     TgRON13/1-1375

..................................................                     ......      T THsPKA/1-351   

HsPKA/1-351       76                                                                   E   L              ..................................................DKQKVVKLKQIEHTLN KRI ......QAVN.FP F
HsGSK3b/1-420     88                                                                   E   M              .........................................................LQDKRFKNR LQI ......RKLD.HC N
HsCAMK1/1-370     52                                                                M  E   L              ....................................................AKEALEGKEGS EN IAV ......HKIK.HP N
HsSrc/1-536      301                                                                   E   M              ......................................................KPGTMSPEAFLQ AQV ......KKLR.HE K
HsCK2A1/1-391     71                                                                I  E   L              ......................................................KPVKK..KK KR IKI ......ENLRGGP N
HsCDK2/1-298      36                                                                A  E   L              ...................................................RLDTETEGVPST IR ISL ......KELN.HP N
TgPKAc/1-333      58                                                                I  E   L              ..................................................KKAAIIKLKHVDH IN KKI ......LALD.HP L
TgAGC/1-514      236                                                                V  E   L              ..................................................SKHKIVKMKQVEH KD KRI ......SSIE.HP F
TgROP5/1-461     195                                                                A      L              ..............................TMGAENSRSELERLHEATFAAA.RLLG.ESPEE RDRRRL ............. .
TgROP7/1-575     288                                                                A      L              ..............................STWNKPSGKDLDKLRHQALAIG.LFQKVKNPYL NRYLRF ............. .
TgROP8/1-575     298                                                                A      I              ..............................LSKEKPSSNTIKQMKQEVLRLR.LLRGIKNQKQ KVHLRF ............. .
TgROP16/1-707    407                                                                L  E   A              ............................................YSQIVPNA.....DATSAE EA ISS RAELVKTIRQELD V
TgROP18/1-554    284                                                                A      M              ...............................MSEKEPTDETMLDLQRESSCYRNFSLAKTAKD QESCRF ............. .
TgRON13/1-1375   394                                                                   E                  GTIAAIKSEIRSLPTSSSAFRDMVRIADPTVDVEKIKGMADSLTVETIMKEAKTLRTVINTNGFYT VGETGTI.FTQMEKFVQ A

                                                                          .          TgRON13/1-1375

                                                          TT      ..........   ..... .HsPKA/1-351   

HsPKA/1-351      104                                                     MVM  V                           LVKLEFSFKDN.....................................SNLY   EY PGGEMFSH..........LRR..... .
HsGSK3b/1-420    109                                                     LVL  V                           IVRLRYFFYSSG............................E...KKDEVYLN   DY PETVYRVARH.......YSRA..... .
HsCAMK1/1-370     78                                                     LIM  V                           IVALDDIYESG.....................................GHLY   QL SGGELFDR..........IVE..... .
HsSrc/1-536      325                                                     IV   M                           LVQLYAVVS.E.....................................EPIY  TEY SKGSLLDFL.........KGETGKYL R
HsCK2A1/1-391     94                                                     LV   V                           IITLADIVKDPV...................................SRTPA  FEH NNTD.............FKQL..... .
HsCDK2/1-298      63                                                     LV   L                           IVKLLDVIHTE.....................................NKLY  FEF HQDLKKFMD.........ASA..... .
TgPKAc/1-333      86                                                     LVM  V                           TVRCFGSFQDS.....................................RYLY   EL PGGEFFTH..........LRK..... .
TgAGC/1-514      264                                                     ILM  V                           IVNLLAAFQDE.....................................KRLF   EY NGGELFSH..........LRR..... .
TgROP5/1-461     234                                                     LLM  A                           ..LPSDVVAVQSQ....................PPFAQLSPGQSDYAVANYL   PA SGGE...................... .
TgROP7/1-575     328                                                     LLL  I                           ..APFDLVTIPGK....................PLVQKAKSHNEVGWVINLL   PA EIDMGRFVEEL.YELPTEDR...... .
TgROP8/1-575     338                                                      L   M                           ..FPFDLVKDPQK................K....KMIQGVSDEGAGWIVNGFF YPR QTNLQTLGEVL.LSHSSTHK...... .
TgROP16/1-707    443                                                     MLL  I                           RDKLVAKGLTLTET..AEQYGLPLCQMTLTLPENKATVVRRGSRLVVVSKEV   PL DGSPSNSL..........VQ...... .
TgROP18/1-554    324                                                     LLM  A                           ..VPSDVVMLEGQ....................PASTEVVIGLTTRWVPNYF   MR EADMSKV...ISWVFGDASVNKS... .
TgRON13/1-1375   478                                                     LLI                              HRPEIWSTLSKASQEAQASKYAEIGLADNHWSLPLARVLVKD..KNDVKHWA   ELFDGDLQPKTDKTGYSLDGWNAKSGGNV V

                                            TT                               TT      TgRON13/1-1375

α1 
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.      .                                  ...  TT              TT                    HsPKA/1-351   

HsPKA/1-351      136                 QIV     L     LI  DLKP NLL   I    G      I V DFG A               T   .IGRFSE.PHARFYAA   LTFEY HSL.D  YR    E   ... DQQ. .....Y Q T   F KRVK...GRTWTLCG ...
HsGSK3b/1-420    150                 QL   L  I     I H DIKP NLL   L           L L DFG A               S   .KQTLPV.IYVKLYMY  FRS AY HSF.G C R    Q   ... DPD.TA....V K C   S KQLVRGE.PNVSYIC ...
HsCAMK1/1-370    110                 QVL  V  L     IVH DLKP NLL   L           I I DFG                 T   .KGFYTE.RDASRLIF   DA KY HDL.G   R    E   YYS DED.S.....K M S   LSKMED.PGSVLSTACG ...
HsSrc/1-536      363                 QIA  M  V      VH DLR  NIL   V             V DFG A                   .......LPQLVDMAA   SG AY ERM.NY  R   AA   ... GEN......LVCK A   L RLIE..DNEYTARQGAKFP
HsCK2A1/1-391    125                  IL  L        IMH DVKP NVM   I           L L DWG A               S   .YQTLTD.YDIRFYMYE  KA DYCHSM.G   R    H   ... DHE.HR....K R I   L EFYHPGQ.EYNVRVA ...
HsCDK2/1-298      96                 QLL  L        VLH DLKP NLL   I    G      I L DFG A               T   .LTGIPL.PLIKSYLF   QG AFCHSH.R   R    Q   ... NTE. .....A K A   L RAFGVPVRTYTHEVV ...
TgPKAc/1-333     118                 QIV     L     II  DLKP NML   L    G      V L DFG A               T   .AKRFDN.DTARFYAA   DIFDY HSQ.N  YR    E   ... DKD. .....Y K T   F KVVE...FRTDTLCG ...
TgAGC/1-514      296                  I      L     IV  DLKP NLL   I    G      I I DFG A               T   .RNCIPT.DQARLYAAE TLAFQY HQR.H  YR    E   ... DSQ. .....H K T   F KVVK...DRTWTLCG ...
TgROP5/1-461     274                 QLI  A  L     LVH    P NL    L    G      V L D   L               S   ......GILARHILTA   RL AN QSK.G   GRFT D  F... MPY. .....P M G VSA WKVG..TR....GPA SVP
TgROP7/1-575     383                 QAV  V  L     VVH  I P S     L    G      L L DFG L                   ....PLADAARLYLTV   RL AH QDE.G   GK M D FC... KRE. .....G Y R   S VRAG..TK....VVAENA.
TgROP8/1-575     393                 QVI  L  L     LVH   R   IV   L    G      V L  F  L               T   ....SLVHHARLQLTL   RL AG HHY.G   TFF AVD  ... DQR. .....G F TG EH VRDG..DR....VVS VC.
TgROP16/1-707    509                  AI  L  L      AH DVK  NMM   I    G        M D G V                   ...SQPPFLFQRAVARE  IA AK HEL.GF  G   LN   ... DVH. .....FGH L M S RPVDSCVSEEDKY..Y...
TgROP18/1-554    380                 QAI  V  V     IVH DIKP N L   L    G      L L DFG                     ....EFGLVVRMYLSS   KL AN QAQ.G   T    A F ... LKD. .....R F G   TYRINNSVGR.......AIGT
TgRON13/1-1375   561                  LV     M     L H DIKP NLL        G      V A DFG A               T   LREIFSSREALIGLTSK  KPFVV QNLYS G F    P   YKYFPGEK RASRLS A G   M GLLHG....DMILRG ...

                                     TTT        TTT            TT   TT               TgRON13/1-1375

                                                     .                               HsPKA/1-351   

HsPKA/1-351      203   Y  PEI                    VD W LGVLI  M     P                                      PE LA   ILS.........KG..YNKA  W A     YE AAGYP FFADQP.IQIYEKIVS...................G..
HsGSK3b/1-420    220   Y  PEL                    IDVW AG VL  L     P                                      RY RA   IFG........ATD..YTSS    S  C  AE LLG.Q IFPGDSGVDQLVEIIKVLGTPTREQI.REMNPNYT...
HsCAMK1/1-370    182   Y  PEV                    VD W IGVIA  L     P                                      PG VA   LAQ.........KP..YSKA  C S     YI LCGYP FYDEND.AKLFEQILK...................A..
HsSrc/1-536      429   W  PEA                     DVW  GILL  L                                            IK TA   ALY.........GR..FTIKS   SF    TE TTKGRVPYPGMVNREVLDQVERGYRMPCP...............
HsCK2A1/1-391    195   F  PEL                    LDMW LG ML  M     P                                      RY KG   LVD........YQM..YDYS    S  C  AS IFRKE FFHGHDNYDQLVRIAKVLGTEDLYDYIDKYNIELDPRF
HsCDK2/1-298     166   Y  PEI                    VDIW LG I   M                                            LW RA   LLG........CKY..YSTA    S  C FAE VTR.RALFPGDSEIDQLFRIFRTLGTPDEVVW.PGVTS..MPDY
TgPKAc/1-333     185   Y  PEV                    VD W LGILI  M     P                                      PE IA   LLN.........KG..HGKP  W T     YE MVGYP FLDDDP.LGIYQKILA...................G..
TgAGC/1-514      363   Y  PE                     VD W LGILL  M     P                                      HE LA  SITR.........RG..HGLP  W A     FE LAGHP FVDENP.LGIYRKIIA...................G..
TgROP5/1-461     337   Y                         L AW LGL I  V     P                                      VT APR.........EFLNANTATFTHA N  Q   S YR WCLFL FGLVTPGIKGSWKRPSLL....................
TgROP7/1-575     447   F  PEV                    MDAW LGA I  I     P                                      QG SP   RGSRGGLLFG.PRKTQMTHG    G   T FF WCFKA TTGPEEEY..............................
TgROP8/1-575     457   F  PEL                     DAW LGLVI  I     P                                      RG EP   EARRATISYHRDRRTLMTFSF   A     YW WCADL NTKDAPLG..............................
TgROP16/1-707    576      PEL                    LDVW LGLAI                                               LRLWA   AKSQHT....SQQTCLKRGA    A     FEFVCFNRLPYSLSNLPSSLWSRVEHLSRLRLSDF............
TgROP18/1-554    444   Y  PE                      DAW LGI L  I     P                                      PG EP  RPFQATG........ITYTFPT   Q   T YC WCKER T..........PADGIWD....................
TgRON13/1-1375   639   F  PEM                     DVY L L L                                               LA MA   ERV........SGGLVAKPSY   A A T ASFWTAATELRDHYPWV...EKCIK....PTLKKM....K..DAP..

                                                       ...     ....                  TgRON13/1-1375

             TT                                          TT  TT                      HsPKA/1-351   

HsPKA/1-351      255                                                             R                                                                     L  LL  LL  D              I     F       ........KVRFPSHF..........................SSD KD  RN  QV LTK FGNLKNGVND KNHKW ATTD...
HsGSK3b/1-420    290                                                             R                                                                     A  L   LL                 A     F  L    EFKFPQIKAHPWTKVFR......................PRTPPE IA CSR  EYTPTA LTPLE..... CAHSF DE RDPN
HsCAMK1/1-370    234                                                             R                                                                     A   I  LM  D              A             ........EYEFDSPYW......................DDISDS KDF RH  EK PEK FTCEQ..... LQHPWIAGDTALD
HsSrc/1-536      488                                                             R                                                                     L  LM      E              A     F       .......................................PECPES HD  CQCWRK PEE PTFEYL...Q FLEDY TSTEPQY
HsCK2A1/1-391    270                                                             R                                                                     A   L  LL  D              A     F  V    NDILGRHSRKRWERFVHSENQ..................HLVSPE LDF DK  RY HQS LTARE..... MEHPY YT VKDQ
HsCDK2/1-298     237                                                             R                                                                        LL  ML  D              A     F  V    KPSFPKWARQDFSKVVP......................PL.DEDGRS  SQ  HY PNK ISAKA..... LAHPF QD TKPV
TgPKAc/1-333     237                                                             R                                                                     A  LV  LL  D              I     F  V    ........KFVFPKFF..........................DKD KV  KK  QA LSK WGNLKNGVRD KECRW CT V...
TgAGC/1-514      415                                                             R                                                                     A  LV  LL  D              V     F  I    ........KIEFPRSF..........................DYA KS  KR  TH PLK YGCLKDGAED KNHKF KG D...
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