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Phvul.003G225900.1 IFATRIFDLFDVKKKGVIDFEDFVRSLNVFHPNVSLEDKIAFSFRLYDLRNTGFIERAEVKEMLIALLYES-DMKLADDVIETILNKTFSEADLNEDGKIDLEEWTNFVAKNP-SLLKIMTLPYLR--DI 195

Phvul.003G088500.1 LFADRVFDLFDTKHNGILDFEEFARALSVFHPNAPIDDKIEFSFQLYDLKQQGFIERQEVKQMVVATLAES-GMNLSDDVVESIIDKTFEEADTKHDGKIDKEEWRNLVLRHP-SLLKNMTLQYLK--DI 210

Phvul.008G086100.1 LFADRVFDLFDTKHNGILGFEEFARALSVFHPNAPIDDKIEFSFQLYDLKQQGFIERQEVKQMVVATLAES-GMNLSDDVIESIIDKTFEEADTKHDGKIDKEEWRNLVLRHP-SLLKNMTLQYLK--DI 210

Phvul.009G052700.4 LFADRIFDLFDLKRNGVIEFGEFVRSLGVFHPNAPLEDKITFAFRLYDLRQTGFIEREELKEMVLALLHES-DLELSDDMIESIVDKTFSDADINGDGKIDQDEWKAFVSKHP-SLIKNMTLPYLK--DI 196

Phvul.006G135900.1 LFADRVFDLFDTKHHGILDFKEFALALSVFHPNASVNDKIEFSFQLYDLKHQGFIQRQELKQMVVATLSEA-GMNLADDVIESIIDKTFEEADTKHDGKIDKEEWRNLVLRHP-SLLRNMTLQYLK--DI 211

Phvul.002G299400.1 LFADRVFDMFDIKRDGVISFGEFVRSLSIFHPNTSEEKKIEFAFRLFDLTQSGYIEHHELKEMVLATLTES-DVTVPDDVVEAIVDKTMTEVDSKGDGKIDNEEWRDYVTKNP-SLLKIMTLPYLK--DI 199

Phvul.001G034600.1 LFLDRVFDVFDQKRNGVIEFDEFVLALSVFHPNAPIDEKIDFAFKLYDLSQTGFIGRKEVKQMVVAILIES-DMNIPDDLLEAMVDKTIADVDKDSDGKISREDWKAFVSQNP-SLLMNMTLPYLK--DI 255

Phvul.002G002300.1 ---MQIFDLFDVKKKGVIDFGDFVRALNVFHPSAPIEVKIDFSFKLYDLDNTGFIERHEVKQMINALLCEA-EIKLSDDMIETIINKTFMDADPNQDGKIDKYEWKNFVFENP-SLLKVMTLPYLR--DV 123

Phvul.010G139700.1 LFLDRVFDVFDEKRNGVIEFEEFVHALNIFHPCTPPEKKIDFSFKLYDLRQTGYIEQEEVRQMVVAILSEY-GMDLEDEALDVIIDKTFQEADADRDDKISKEEWKAFVTRHP-TLLKHMTLPHLA--DI 238

Phvul.002G299300.1 FFTDRLFQLFDSNKDGVIEFGEFIRGLSVFHPSAPQAQKADFAFRLYDICQRGFMERDEVREMVLALLNES-DLVLSHDIIEVVIDKTFEEADSKGDGRIDPEEWQDFVGRKP-ILLRNMNIPYLK--DL 192

PpCBL1 LFADRVFDLFDLKQNGVIDFSEFVRSLSVFHPNAPLEDKIVFAFRLYDLRQTGYIEREEVKQMVVALLSES-DMKLSDEVIESILDKTFVEADTKHDGRIDLDEWKSLVLRHP-SLMKNMTLPYLK--DI 195

PpCBL2 LFSDRVFNLFDEKQKGYLEFSEFARALSVFHPNANVEDKIDFAFRLYDLQHQGFIERAEVKRMVVATLAES-GLNLTDDVIEDIINKTFAEADTKMDGKIDKEEWHTLVQQHP-SLLKNMTLPYLR--DI 197

PpCBL3 LFADRVFNLFDEKHKGYLEFPEFAQALSVFHPNANVEDKIDFAFRLYDLQQQGYIERSEVKRMVVATLAES-GLNLSDDVIEEIIDKTFLEADTKNDGRIDKEEWRTLVMQHP-SLLKNMTLPYLK--DI 216

PpCBL4 LFADRVFYLFDRKQNGVIEFGEFVRSLSVFHPMARAEDKIQFAFKLYDLHQTGYIEREEVKEMLDAILCES-TLDLSPEVIETILDMTFAEAGTKLAGRIDEEEWERLVRRHP-GLMQNMTLPYLR--DI 225

PpCBL5 LFADRVFDLFDLKQNGVIEFGEFVRSLSVFHPNASLEEKINFSFQLYDLRKTGYIERDEVKEMVIALLSES-DMKLSDDIIETILDKIFKEAETKQDERIDKGEWNSLVVRHP-SLMKNMTLPYLR--DI 166

CvCBL1 LFAERVFELFDIKQNSVIEFGEFVRSLSVFHPKAPLPEKAKFAFRIYDIGGNGRIERVELKRFLVALMADNPDVDLDEQALDEIVDQTFNEMDLTKDGVINPEEWMALVHRNP-DVISFMTLPVLT--EV 210

OtCBL1 LFSERIFACFDARGDGTVSFEEFVVGLDVFHPDASVEDKTAFAFRVYDLRGVGAINREDVRKMLEAVLRQSRAMSLTKEMTESVLDKTFEDCDLNKNGTISLSEFQILVKKND-RIIANMTMENLA--SL 196

CaCBL1 IFANRIFDLFDVKRKGVIDFDDFVRSLNVFHPNAPLEDKIDFSFRLYDLHNTGFIERQEVKQMLIALLFES-EMKLADDVIETIIDKTFLDADTNQDGKIDIVEWQKFVSENP-SLLKIMTLPYLR--DI 195

CaCBL2 LFADRVFDLFDTKHNGILDFEEFARALSVFHPNAPIDDKIEFSFQLYDLKQQGFIERQEVKQMVVATLAES-GMNLSDDVIESIIDKTFEEADTKHDGKIDKEEWRNLVLRHP-SLLKNMTLQYLK---- 208

CaCBL3 LFADRVFDLFDTKHNGILGFEEFARALSVFHPNAPIDDKIEFSFQLYDLKQQGFIERQEVKQMVVATLAES-GMNLSDDVIESIIDKTFEEADTKHDGKIDKEEWRNLVLRHP-SLLKNMTLQYLK--DI 210

CaCBL4 LFADRIFDLFDVKRNGVIEFGEFVRSLGVFHPNAPLEDKIAFAFRLYDLRQTGYIEREELKEMVLALLNES-DLVLSDDMIESIVDKTFKDADTKDDGKIDQDEWKAFVTQHP-SLIKNMTLPYLK--DI 204

CaCBL5 LFGDRVFHLFDSKNDGVIDFGEFVEALSVFHPAAPQGQKAAFAFRLYDIWQRGFIEPDELREMIEALLRDS-DLVLSHDIIEVIIDKAFKEADLKGDGKLDPEEWEKFVARNP-SLLKNMTIPYLK--DL 193

CaCBL6 LFAERVFDLFDTMHHGVLDFKEFALALSVFHPIASMDDKIEFLFRLYDLKQQGFIERQELKQMVVATLSES-GMNLSDEMVNTIIDKTFDEVDTNHDGKIDKEEWQSLVMQHP-SLLKNMTLHYLT--FA 212

CaCBL8 LLANRVFDMFDIKCNGVIEFGEFVRSLSIFHPKASEEKKIEFAFKLFDLGKNGYIEHCEVKEMVLATLTES-EVTIPDDIVESIVEKTMKEVDSKGDGKIDMEEWKEYAEKNP-SLLKIMTLPYLK--DI 200

CaCBL9 LFLDRVFDLFDEKKNGVIEFEEFVHALSVFHPYTSLEKKIDFAFRLYDLRQTGYIEREEVRQMVVAILSEC-GMDVENEILETIIDKTFQDADADKDDKISKEEWKEFVIKNP-SLLRHLTLPNLK--DI 236

CaCBL10 LFLDRVFDIFDEKRNGVIEFDEFVHALGVFHPYAPMDEKIDFAFKLYDLRQTGFIEPEEVKQMVIAILMES-EMNLSDDLLEAIVDKTIADADQDNDGKISKEDWKAFVNRNP-SLLKNMTLPYLK--DI 237

400 410 420 430 440 450 460 470 480
....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....

AtCBL1 TTTFPSFVFHSE----VDEIAT------------------------------------------------------------------------ 213

AtCBL2 TTTFPSFVFHSQ----VEDT-------------------------------------------------------------------------- 226

AtCBL3 TTTFPSFVFHSQ----VEDT-------------------------------------------------------------------------- 226

AtCBL4 NRTFPSFVSSCE----EEE--MELQNVSS----------------------------------------------------------------- 222

AtCBL5 PRIFPTFLR------------------------------------------------------------------------------------- 203

AtCBL6 TKTFPNFVFHTI----VTDTPSELDG-------------------------------------------------------------------- 226

AtCBL7 TTTFPSFVLHSQ----VEDT-------------------------------------------------------------------------- 214

AtCBL8 TLAFPSFVLDSE----VED--------------------------------------------------------------------------- 214

AtCBL9 TTTFPSFVFNSE----VDEIAT------------------------------------------------------------------------ 213

AtCBL10 TTAFPSFIFNTE----VED--------------------------------------------------------------------------- 256

Medtr5g013560.1 TTIFPSFVFNSK---VDDDIAT------------------------------------------------------------------------ 202

Medtr3g091440.3 TLAFPSFIARTE----VED--SERGLTGEEQIVTTV---------------------------------------------------------- 226

Medtr5g096420.1 TTTFPSFVFHSQ----VDDT-------------------------------------------------------------------------- 226

MedtrAC233669_22.1 TTTFPSFVFHSQ----VDDT-------------------------------------------------------------------------- 227

Medtr3g060730.1 TTTFPSFVFHSQ----VDDT-------------------------------------------------------------------------- 188

Medtr2g027440.1 TTTFPSFIFHTQ----VDDD-------------------------------------------------------------------------- 229

Medtr2g027500.1 TTAFPSFIFHTQ----VDDN-------------------------------------------------------------------------- 224

Medtr1g016430.3 TTAFPSFIFKSE----AGN--------------------------------------------------------------------------- 249

Medtr2g027520.1 TTKFPSFVFHSQ----VEDTEASALSC------------------------------------------------------------------- 238

MedtrAC235758_37.1 TLAFPSFMLNAE----TEESHSEIRKACNSQFSLRNSGNASRDTILTLQQILDSLPSRIPSIHAVCRLEPLDQDLPVFDELKIIVMPSSSNSSK 308

Medtr4g113510.1 TTYFPGFILNTTMD--DDQLISQVLHAQSECSTSTARNAQPGGSTSAAPDAQPECSTSVDHGQP------------------------------ 402

Medtr2g027480.1 TTTFPSFIFHTQ----VDDD-------------------------------------------------------------------------- 229

Glyma05g05580.1 TTSFPSFIFNSN----VDEITA------------------------------------------------------------------------ 213

Glyma11g04160.2 TTTFPSFVFHSK---AEDEIAD------------------------------------------------------------------------ 212

Glyma17g15893.2 TISFPSFIFNSTNVERVDETSTRL---------------------------------------------------------------------- 219

Glyma07g39936.1 TTTFPSFVFHSQ----VDDT-------------------------------------------------------------------------- 226

Glyma17g00830.3 TTTFPSFVFHSQ----VDDT-------------------------------------------------------------------------- 226

Glyma08g44580.1 TTTFPSFVFHSQ----VDDT-------------------------------------------------------------------------- 226

Glyma18g08230.2 TTTFPSFVFHSQ----VDDT-------------------------------------------------------------------------- 226

Glyma04g41430.2 TLAFPSFVIRTD----IEE--SEM---------------------------------------------------------------------- 223

Glyma06g13420.1 TLAFPSFVTGTD----IEE--SEM---------------------------------------------------------------------- 223

Glyma09g01870.4 TTTFPSFVFHSQ----VDDV-------------------------------------------------------------------------- 226

Glyma07g01300.2 TTLFSSFIFNTE----VDDSHWHFNGNHKH---------------------------------------------------------------- 263

Glyma05g36800.2 TTQFPSFKLTSG----IEDCTSSSST--EKDIILEGQVQRCQH--------------------------------------------------- 230

Glyma08g02740.1 TTQFHSFKLTSG----IEDCTSRSSTSPEKDNILELKDNFNGVSIN------------------------------------------------ 235

Glyma08g20700.2 TTLFTSFIFNTE----VDDSHWHINGNH------------------------------------------------------------------ 261

Glyma17g34761.1 TSVLSSFVFKTE----AKP--------------------------------------------------------------------------- 258

Phvul.003G225900.1 TTSFPSFIFNSN----VDEVAA------------------------------------------------------------------------ 213

Phvul.003G088500.1 TTTFPSFVFHSQ----VDDT-------------------------------------------------------------------------- 226

Phvul.008G086100.1 TTTFPSFVFHSQ----VDDT-------------------------------------------------------------------------- 226

Phvul.009G052700.4 TLAFPSFVVRTE----IEE--SDM---------------------------------------------------------------------- 214

Phvul.006G135900.1 TTTFPSFVFHSQ----VDDV-------------------------------------------------------------------------- 227

Phvul.002G299400.1 TLAFPSFILHSE----VED--------------------------------------------------------------------------- 214

Phvul.001G034600.1 TTVFPSFFFTME----EI---------------------------------------------------------------------------- 269

Phvul.002G002300.1 TTAFPSFVFHSK---VEDEITE------------------------------------------------------------------------ 142

Phvul.010G139700.1 STLFTSFIFNTE----VDDSHWQINGNHKH---------------------------------------------------------------- 264

Phvul.002G299300.1 NRQFPCFKQTSG----IEDYTSSSSPEKDNSSSLEGQSQQCQHQYYANKRDNL----------------------------------------- 241

PpCBL1 TTTFPSFIFHSE----LDDGSA------------------------------------------------------------------------ 213

PpCBL2 TTTFPSFIFHSR----VEDN-------------------------------------------------------------------------- 213

PpCBL3 TTTFPSFIFHSL----VEET-------------------------------------------------------------------------- 232

PpCBL4 ITAFPSFSRKID----KD---------------------------------------------------------------------------- 239

PpCBL5 TTTFPSFVFHSE----VEDASS------------------------------------------------------------------------ 184

CvCBL1 CQRYPTPTRPRT----REQ--------------------------------------------------------------------------- 225

OtCBL1 TKRYPEFLFADYS--------------------------------------------------------------------------------- 209

CaCBL1 TTSFPSFVFNSN----VDEIVA------------------------------------------------------------------------ 213

CaCBL2 ---------------------------------------------------------------------------------------------- 208

CaCBL3 TTTFPSFVFHSQ----VDDT-------------------------------------------------------------------------- 226

CaCBL4 SMAFPSFIARTE----VEE--QEL---------------------------------------------------------------------- 222

CaCBL5 NMQFRGFELISD----IEDDTISTP--------------------------------------------------------------------- 214

CaCBL6 TLSTRDESLASL----LN---------------------------------------------------------------------------- 226

CaCBL8 TLAFPSFVLHTE----VED--------------------------------------------------------------------------- 215

CaCBL9 TTVFTSFIFNTG----VDDSHWQVNG-------------------------------------------------------------------- 258

CaCBL10 TTAFPSFIFKSE----AEL--------------------------------------------------------------------------- 252

S2 Fig. Multiple sequence alignment of CBL genes from various plant species. 


