
                   *         300       *         *         *         *         350       *         *         *         *         400
CBK1_YEAST  287 KLKIENFYQSSVKYAIERNERRVELETELTSHNWSEERKSRQLSSLGKKESQFLRLRRTRLSLEDFHTVKVIGKGAFGEVRLVQKKDTGKIYAMKTLLKSEMYKKDQLAHVKAERDVLAG
ORB6_SCHPO      KKY IE HYYKVAVDHAVERN QRR IN LE QRL ATERG SEERK NRQLRAS GE KESQFLR F RRTRLSLEDF STI KVIGKGAFGEVRLVQK L DTGKIYAMK S LLK TEMF KRDQLAHVKAERD L L VE
NDR_TRIAD       KVT IE S FYQNLILQFG ER RR RQET LE KAMEDMQLPI E EREDKRRQ L AAKE TE FLRL KRARLS TEDF EPL KI IG RGAFGEVRLVQKKDTG HIYAMK I L RKADMLE KE QVAHVRAERDVL VE
NDR_CAEEL       RIS IE SY YSKR VTQCAER ENRLKK LE EDISARGLSD E E KEEKRKIHHS KE TDY LRL KRTRL TVNDFESL KVIG RGAFGEVRLVQK HDTGHIYAMK I L RKSEMVE KE QTAHVRAERD I L SE
NDR_DROME       KVTL ENYYSNL VTQYGER KQRLAK LE AQL KDESLS E AQRQEKRLQHAQKE TEY LRL KRL RL GVEDF EAL KVIG RGAFGEVRLVQKKDTG HVYAMKVL RKADMLE KE QVAHVRAERDVL VE
NDR_DANRE       KVTL ENFY SNLISQHE ER EMRQQKLE KVMDQEGLADE E KRLRR S EHAR KE TE FLRL KRTRL GLEDF ESL KVIG RGAFGEVRLVQKKDTG HVYAMKI L RKADMLE KE QVGHIR AERD I L VE
NDR1_HUMAN   24 KVTL ENFY SNLIAQHE ER EMRQKKLE KVMEEEGLKD E E KRLRR S AHARKE TE FLRL KRTRL GLEDF ESL KVIG RGAFGEVRLVQKKDTG HVYAMKI L RKADMLE KE QVGHIR AERD I L VE

                   *         *         *         *         450       *         *         *         *         500       *         *
CBK1_YEAST  407 SDSPWVVSLYYSFQDAQYLYLIMEFLPGGDLMTMLIRWQLFTEDVTRFYMAECILAIETIHKLGFIHRDIKPDNILIDIRGHIKLSDFGLSTGFHKTHDSNYYKKLLQQDEATNGISKPG
ORB6_SCHPO      SDSPWVVSLYY AFQDSL YLYLIMEFLPGGDLMTMLI NYDTF S EDVTRFYMAEC VLAI ADVHRMGYIHRDIKPDNILID RDGHIKLSDFGLSTGF YKQDQS ASYMKPR-------------
NDR_TRIAD       A DHAWVVKMFYSFQDA ENLYLIMEFL AGGDLMTL L MKRDTLS E NEARF LI AESV LAI NSVHE LGFIHRDIKPDN L L L DSK GHIKLSDFGL CTGLKNS HQTDFYRDIT-------------
NDR_CAEEL       A DCDWVVKMYYSFQD YSN LYL VMEFLPGGDMMTL LI KKDTL TE EATQFY I AEAALAI QFIH S LGFIHRDIKPDN L L L DARGHVKLSDFGL CTGLK KF HRTDHYRNWP-------------
NDR_DROME       A DHQWVVKMYYSFQD PVNLYLIMEFLPGGD MMTL L MKKDTLS E EGTQFY IS E TALAI DSIH KLGFIHRDIKPDN L L L DARGHL KLSDFGL CTGLK KS HRTDF YRDL S-------------
NDR_DANRE       A DSL WVVKMFYSFQD KMNLYLIMEFLPGGD MMTL L MKKDTLTE EATQFY I AETV LAI DSIH QLGFIHRDIKPDN L L L DS RGHVKLSDFGL CTGLK KAHRTEF YRNL N-------------
NDR1_HUMAN  144 A DSL WVVKMFYSFQD KLN LYLIMEFLPGGD MMTL L MKKDTLTE EE TQFY I AETV LAI DSIH QLGFIHRDIKPDN L L L DSK GHVKLSDFGL CTGLK KAHRTEF YRNL N-------------

                   *         *         550       *         *         *         *         600       *         *         *         *
CBK1_YEAST  527 TYNANTTDTANKRQTMVVDSISLTMSNRQQIQTWRKSRRLMAYSTVGTPDYIAPEIFLYQGYGQECDWWSLGAIMYECLIGWPPFCSETPQETYRKIMNFEQTLQFPDDIHISYEAEDLI
ORB6_SCHPO      ----- TGNTVKRG Q--M VDAI WLTMS SKDKMATWKKNRR VMAYSTVGTPDYIAPEIFL QQGYGQDCDWWSLGAIMF ECLIGWPPFCSE NSHETYRKI I NWRETL TFP NDIH L S I EARDLM
NDR_TRIAD       ------I DKANQLL-------HIPSNY RDRQASWKKNRR AMAYSTVGTPDYIAPE VFL QTGYTKS CDWWSLGVIMYE MLIG YPPFCSETP KETY HKI L NWRSAL I FP PETP IS DKARDLV
NDR_CAEEL       ------STLPPDFIS-------KPFESKRKAE TWKRNRR AYAYSTVGTPDYIAPE VF QPNGYTKS CDWWSLGVIMYE MLIG YPPFCSE L PQETYRK VI NWQQTL VFP S DVP IS I EAKAT I
NDR_DROME       ------QAKPSDFIGTCASLSCSP MDSKRRAES WKRNRR AL AYSTVGTPDYIAPE VFL QTGYGPACDWWSLGVIMYE ML MGYPPFCS DNPQDTYRK VMNWRETL I FP PE I PIS E EAKET I
NDR_DANRE       ------HSLPSDFT-------FQN MNSKRKAE TWKRNRR QLAF STVGTPDYIAPE VF MQNGYNKL CDWWSLGVIMYE MLIG YPPFCSETPQETYRK VMNWRETL I FP PEVP IS EK AKDLI
NDR1_HUMAN  251 ------HSLPSDFT-------FQN MNSKRKAE TWKRNRR QLAF STVGTPDYIAPE VF MQTGYNKL CDWWSLGVIMYE MLIG YPPFCSETPQETY KKVMNWKETL TFP PEVP IS EK AKDLI

                   650       *         *         *         *         700       *         *         *         *         750  
CBK1_YEAST  647 RRLLTHADQRLGRHGGADEIKSHPFFRGVDWNTIRQVEAPYIPKLSSITDTRFFPTDELENVPDSPAMAQAAKQREQMTKQGGSAPVKEDLPFIGYTYSRFDYLTRKNAL
ORB6_SCHPO      D RL MTDSEHRLGR - GGAI EI MQHPFF TGI DWDHIR ETA APF IP NL KSITDT HYFP VDELE QVP EQPVTQQPASVDP QTLE QTN------- L AF L GYTY KK F NYLT MKGAL
NDR_TRIAD       K RL CCDAEF RI GKL- GVGEIK QHS FF TGI DWENIR NRPSAIRVNIK S FDDTSNF -- DDFPDLNP---------------EDKDWV------- FI NYT FK RF EGLT QRGLK
NDR_CAEEL       K RFCCE AER RLG NHGGL DEIK QCPF VKRI DWNHIR ERPP PIRVTVK SI DDTSNF -- DDFPDEDLTWP--TSTLI RPEEQPGRRGE------- F VDF TY KRFD GLT QKMRY
NDR_DROME       INFCCE ADRRLG SQRGLEDL KS VPFFRGVDWEHIR ERP AAIPVEVR SI DDTSNF -- DEFPD VSLEIP---S APIPQGGEIAKDWV------- FI NYTY KRF EVRNLE---
NDR_DANRE       L RFCCEGEH RI GAT- GVE EIK TNAFF E GVDYDHIR ERP AAIPIEIK SI DDTSNF -- DEFPDSDILQPS ATTVVSNHTEADLKSKDW V----- FI NYTY KRF EGLT ARGGI
NDR1_HUMAN  358 L RFCCEWEHRI GAP- GVE EIKS NSFF E GVDWEHIR ERP AAISIEIK SI DDTSNF -- DEFPESDILKP--TV ATSNHPETDYKNKDW V----- FI NYTY KRF EGLT ARGAI
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Figure S1. Multiple sequence alignment of Ndr kinases.





