
 Section 1
1 4610 20 30(1)
----------------------------------------------AtCAM1 NP_001154755 (1)
----------------------------------------------OsCaM LOC_Os05g41210 (1)
----------------------------------------------AtCAM2 NP_001189724 (1)
----------------------------------------------OsCaM3 LOC_Os01g17190 (1)
----------------------------------------------CeCaM NP_503386 (1)
----------------------------------------------DrCaM BC164893 (1)
----------------------------------------------HsCML3 NP_005176 (1)
----------------------------------------------ScCaM NP_009667 (1)
----------------------------------------------MmCam4 NP_064420 (1)
----------------------------------------------AtCBL4 AF192886 (1)
----------------------------------------------OsCBL4 ABA54179 (1)
----------------------------------------------TaCBL4 (1)
----------------------------------------------OsCBL7 ABA54182 (1)
----------------------------------------------TaCBL7 (1)
MESGYGFRFSDDDVESASSLTVGERLCAAFLPFVAIAEAVFFALTDOsCBL9 ABA54184 (1)
MASRFNSRISSGDLRSGSSLTVGERLCAVVLPFVAIAEFVFFALTDTaCBL9 (1)
----------------------------------------------AtCBL1 AAC26008 (1)
----------------------------------------------AtCBL9 AF411958_1 (1)
----------------------------------------------OsCBL1 ABA54176 (1)
----------------------------------------------TaCBL1 (1)
----------------------------------------------AtCBL7 AF290434_1 (1)
------------------------------------------MMMQAtCBL6 AF192884_1 (1)
-------------------------------------------MSQAtCBL2 AAC26009 (1)
-------------------------------------------MSQAtCBL3 AAC26010 (1)
-------------------------------------------MVQOsCBL2 ABA54177 (1)
-------------------------------------------MVQOsCBL3 ABA99199 (1)
-------------------------------------------MVQTaCBL2 (1)
-------------------------------------------MLQTaCBL3 (1)
-------------------------------------------MVDOsCBL6 ABA54181 (1)
-------------------------------------------MVDTaCBL6 (1)

Consensus (1)

 Section 2
47 9260 70 80(47)
----------------------------------------------AtCAM1 NP_001154755 (1)
----------------------------------------------OsCaM LOC_Os05g41210 (1)
----------------------------------------------AtCAM2 NP_001189724 (1)
----------------------------------------------OsCaM3 LOC_Os01g17190 (1)
----------------------------------------------CeCaM NP_503386 (1)
----------------------------------------------DrCaM BC164893 (1)
----------------------------------------------HsCML3 NP_005176 (1)
----------------------------------------------ScCaM NP_009667 (1)
----------------------------------------------MmCam4 NP_064420 (1)
-------MGCSVSK-------KKKKNAMR-PPG-------------AtCBL4 AF192886 (1)
-------MGCASS-----------KQFKR-PPG-------------OsCBL4 ABA54179 (1)
-------MGCVLSS-------P--RRSRR-TPG-------------TaCBL4 (1)
-------MGCISS-----------KQFKR-AAE-------------OsCBL7 ABA54182 (1)
-------MGCVSS-----------KQFRR-APP-------------TaCBL7 (1)
CLADLLPPSAAAS----RHRRSAASSYLAAVAR--KWNHQQRGRVGOsCBL9 ABA54184 (47)
CLAGICSPPSASSSSHPRRDPSAPSFFLTAKKGSHHHHHLLRRRVATaCBL9 (47)
-------MGCFHSK-------AAKEF-----RG-------------AtCBL1 AAC26008 (1)
-------MGCFHST-------AAREF-----PD-------------AtCBL9 AF411958_1 (1)
-------MGCFQST-------ARRP--R---PG-------------OsCBL1 ABA54176 (1)
-------MGCIQST-------PKRRQHP---AG-------------TaCBL1 (1)
-MDSTRNSASSNST-------GCFTDQK------------------AtCBL7 AF290434_1 (1)
CLDGLKHLALILLT-------CCDADPP---KV-------------AtCBL6 AF192884_1 (5)
CVDGIKHLCTSVLG-------CFDLDLYKQSGG-------------AtCBL2 AAC26009 (4)
CIDGFKHVCSSFFR-------CFDIDIYKQSGG-------------AtCBL3 AAC26010 (4)
CLDGVRQLLAVVFK-------CCDLELK-QPRG-------------OsCBL2 ABA54177 (4)
CLDGVRQLLAVVFK-------CCDLELK-QPRG-------------OsCBL3 ABA99199 (4)
CLDGVKHLLAVLFK-------CCDLELK-QPRG-------------TaCBL2 (4)
CLEGVRHLGGVLLK-------CCDIDLK-QPKG-------------TaCBL3 (4)
SSEGLRRLAALLFK-------CCSLDSSNRPNG-------------OsCBL6 ABA54181 (4)
FPEGLRRLAALMLK-------CCDLDIPNRPKG-------------TaCBL6 (4)

M GConsensus (47)



 Section 3
93 138100 110 120(93)
-------------MADQLTDEQISEFKEAFSLFDKDGDVFVLSDLGAtCAM1 NP_001154755 (1)
-------------MADQLTDEQIAEFKEAFSLFDKDG---------OsCaM LOC_Os05g41210 (1)
-------------MADQLTDDQISEFKEAFSLFDKDGDG-------AtCAM2 NP_001189724 (1)
-------------MADQLTDDQIAEFKEAFSLFDKDG---------OsCaM3 LOC_Os01g17190 (1)
-------------MADQLTEEQIAEFKEAFSLFDKDG---------CeCaM NP_503386 (1)
-------------MADQLTEEQIAEFKEAFSLFDKDG---------DrCaM BC164893 (1)
-------------MADQLTEEQVTEFKEAFSLFDKDG---------HsCML3 NP_005176 (1)
-------------MSSNLTEEQIAEFKEAFALFDKDN---------ScCaM NP_009667 (1)
-------------MSHGFTKEEVAEFQAAFNRFDKNK---------MmCam4 NP_064420 (1)
--------YEDPELLASVTPFTVEEVEALYELFKKLSSSII-----AtCBL4 AF192886 (19)
--------YEEPAVLAAQTTFTVNEVEALRELYNKMSYSII-----OsCBL4 ABA54179 (15)
--------YEEPTVLASQTSFTVNEVEALYELYKKLSYSIF-----TaCBL4 (17)
--------HEDPAILAKETTFSVSEVEALYELFKKISHSIF-----OsCBL7 ABA54182 (15)
--------HEDAALLAKETTFSLNEVEALYELFKKISYSIF-----TaCBL7 (15)
IGCTSLTLRQLARLADESRCFSVNEVEALFELYEKTSCSII-----OsCBL9 ABA54184 (87)
PGCSSLSFRDLARLADESRCFSVNEVEALFELYKKISCSII-----TaCBL9 (93)
--------HEDPVKLASETAFSVSEVEALFELFKSISSSVV-----AtCBL1 AAC26008 (15)
--------HENPVKLASETAFSVSEVEALYELFKSISSSVV-----AtCBL9 AF411958_1 (15)
--------YEDPVGLASETAFSVSEVEALFELFKSISGSVI-----OsCBL1 ABA54176 (15)
--------YEDPVHLASQTAFSVSEVEALFELFKSISGSVI-----TaCBL1 (17)
--------KRK---ALYEVFKKLSGVDCQRNEGNVVEGVTC-----AtCBL7 AF290434_1 (21)
--------RQNPKDVARGTVFTVNEIEALYELFKSIS---------AtCBL6 AF192884_1 (28)
--------LGDPELLARDTVFSVSEIEALYELFKKISSAVI-----AtCBL2 AAC26009 (30)
--------LGDPELLARETVFSVSEIEALYELFKKISSAVI-----AtCBL3 AAC26010 (30)
--------LEDPQVLARETVFSVSEVEALYELFKKISSAVI-----OsCBL2 ABA54177 (29)
--------LEDPQVLARETVFSVSEVEALYELFKKISSAVI-----OsCBL3 ABA99199 (29)
--------LEDPQVLARETVFSVSEVEALYELFKKISSAVI-----TaCBL2 (29)
--------LEDPEVLARETVFSVSEVEALYELFKKISSAVI-----TaCBL3 (29)
--------LQDPERLARETVFNVNEIEALYELFKKISSAVV-----OsCBL6 ABA54181 (30)
--------LEDPERLARETVFSVNEIEALYELFKKISSAVV-----TaCBL6 (30)

EDP MLA T FSVSEVEALFELFKKIS SVIConsensus (93)

 Section 4
139 184150 160 170(139)
FDFKRLSNCLETTPELSHGCITTKELGTVMRSLGQNPTEAELQDMIAtCAM1 NP_001154755 (34)
-----------------DGCITTKELGTVMRSLGQNPTEAELQDMIOsCaM LOC_Os05g41210 (25)
-------MLHPPFPSIIVGCITTKELGTVMRSLGQNPTEAELQDMIAtCAM2 NP_001189724 (27)
-----------------DGCITTKELGTVMRSLGQNPTEAELQDMIOsCaM3 LOC_Os01g17190 (25)
-----------------DGTITTKELGTVMRSLGQNPTEAELQDMICeCaM NP_503386 (25)
-----------------DGTITTKELGTVMRSLGQNPTEAELQDMIDrCaM BC164893 (25)
-----------------DGCITTRELGTVMRSLGQNPTEAELRDMMHsCML3 NP_005176 (25)
-----------------NGSISSSELATVMRSLGLSPSEAEVNDLMScCaM NP_009667 (25)
-----------------DGHISVEELGDVMKQLGKNLPEKDLKALIMmCam4 NP_064420 (25)
----------------DDGLIHKEEFQLALFRNRNR-RNLFADRIFAtCBL4 AF192886 (52)
----------------KDGLIHKEEFQLALFRNSRK-ANLFADRVFOsCBL4 ABA54179 (48)
----------------KDGLIHKEEFRLALFRTSKG-ANLFADRVFTaCBL4 (50)
----------------KDGLIHKEEFQLALFRNSNK-KNLFADRIFOsCBL7 ABA54182 (48)
----------------KDGLIHKEEFQLALFRNSNR-KNLFADRIFTaCBL7 (48)
----------------DDGLTHKEEPQPALFRTPSG-RNLFLDWVFOsCBL9 ABA54184 (128)
----------------NDGLIHKEELQLALFKTPSG-QNLFLDRVFTaCBL9 (134)
----------------DDGLINKEEFQLALFKSRKR-ENIFANRIFAtCBL1 AAC26008 (48)
----------------DDGLINKEEFQLALFKNRKK-ENLFANRIFAtCBL9 AF411958_1 (48)
----------------DDGLINKEEFRLALFKNKRK-ENLFANRIFOsCBL1 ABA54176 (48)
----------------DDGLINKEEFQLALFKNTRK-ENLFANRIFTaCBL1 (50)
----------------YYGEMNKEQFHVAIFQTDKN-ESLFSERVFAtCBL7 AF290434_1 (51)
----------------KNGLIDKEQFQLVLFKMNTT-RSLFADRVFAtCBL6 AF192884_1 (57)
----------------DDGLINKEEFQLALFKTNKK-ESLFADRVFAtCBL2 AAC26009 (63)
----------------DDGLINKEEFQLALFKTNKK-ESLFADRVFAtCBL3 AAC26010 (63)
----------------DDGLINKEEFQLALFKTSKK-ESLFADRVFOsCBL2 ABA54177 (62)
----------------DDGLINKEEFQLALFKTSKK-ESLFADRVFOsCBL3 ABA99199 (62)
----------------DDGLINKEEFQLALFKTSKK-ESLFADRVFTaCBL2 (62)
----------------DDGLINKEEFQLALFKTSKK-ESLFADRVFTaCBL3 (62)
----------------DDGLINKEEFQLALFKTNRK-DSMFADRVFOsCBL6 ABA54181 (63)
----------------DDGVINKEEFQLALFKTNRK-DSMFADRVFTaCBL6 (63)

DGLI KEEFQLALFK KK LFADRVFConsensus (139)
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 Section 5
185 230190 200 210 220(185)
NEVDADGNGTIDFPEFLNLMAKKMKDTDSEEELKEAFRVFDKDQNGAtCAM1 NP_001154755 (80)
NEVDADGNGTIDFPEFLNLMAKKMKDTDSEEELKEAFRVFDKDQNGOsCaM LOC_Os05g41210 (54)
NEVDADGNGTIDFPEFLNLMARKMKDTDSEEELKEAFRVFDKDQNGAtCAM2 NP_001189724 (66)
NEVDADGNGTIDFPEFLNLMARKMKDTDSEEELKEAFRVFDKDQNGOsCaM3 LOC_Os01g17190 (54)
NEVDADGNGTIDFPEFLTMMARKMKDTDSEEEIREAFRVFDKDGNGCeCaM NP_503386 (54)
NEVDADGNGTIDFPEFLTMMARKMKDTDSEEEIREAFRVFDKDGNGDrCaM BC164893 (54)
SEIDRDGNGTVDFPEFLGMMARKMKDTDNEEEIREAFRVFDKDGNGHsCML3 NP_005176 (54)
NEIDVDGNHQIEFSEFLALMSRQLKSNDSEQELLEAFKVFDKNGDGScCaM NP_009667 (54)
SKLDTDGDGKISFEEFLTAIEKYKKGHRAG-ELRAVFNVLDQNGDGMmCam4 NP_064420 (54)
DVFDVKRNGVIEFGEFVRSLGVFHPSAPVHEKVKFAFKLYDLRQTGAtCBL4 AF192886 (81)
DLFDLKRNGVIEFGEFVRSLSVFHPKAPKSEKTAFAFKLYDLRGTGOsCBL4 ABA54179 (77)
DLFDLKRNGVIEFGEFVRSLSIFHPKAPESDKTAFAFKLYDLRGTGTaCBL4 (79)
DLFDLKRNGVIDFGEFVRSLNIFHPETPLAEKIAFAFRLYDLRGTGOsCBL7 ABA54182 (77)
DLFDLKRNGVIEFEEFVRSLHIFHPDTPMADKIAFAFRLYDLRGTGTaCBL7 (77)
DLFDEKKNGVIEFDEFIHALSVFHPLAPLEDKINFAFRLYDLRQTGOsCBL9 ABA54184 (157)
DLFDEKKNGVIEFEEFIHALSVFHPLAPVEDKINFAFRLYDLRQTGTaCBL9 (163)
DMFDVKRKGVIDFGDFVRSLNVFHPNASLEDKIDFTFRLYDMDCTGAtCBL1 AAC26008 (77)
DLFDVKRKGVIDFGDFVRSLNVFHPNASLEEKTDFTFRLYDMDCTGAtCBL9 AF411958_1 (77)
DLFDVKKRGVIDFGDFVRALNVFHPNIPMEEKIDFSFKLYDMDNTGOsCBL1 ABA54176 (77)
DLFDVKKRGVIDFGGFVRALNVFHPNFPVEEKIDFSFKLYDMDGTGTaCBL1 (79)
DLFDTNHDGLLGFEEFARALSVFHPSAPIDDKIDLSFQLYDLKQQGAtCBL7 AF290434_1 (80)
DLFDTKNTGILDFEAFARSLSVFHPNAKFEDKIEFSFKLYDLNQQGAtCBL6 AF192884_1 (86)
DLFDTKHNGILGFEEFARALSVFHPNAPIDDKIHFSFQLYDLKQQGAtCBL2 AAC26009 (92)
DLFDTKHNGILGFEEFARALSVFHPNAPIEDKIDFSFQLYDLKQQGAtCBL3 AAC26010 (92)
DLFDTKHNGILGFDEFARALSVFHPSAPLDEKIDFSFQLYDLKQQGOsCBL2 ABA54177 (91)
DLFDTKHNGILGFDEFARALSVFHPSAPLDEKIDFSFQLYDLKQQGOsCBL3 ABA99199 (91)
DLFDTKHNGILGFEEFARALSVFHPNASVEEKIDFSFQLYDLKQQGTaCBL2 (91)
DLFDTKHNGILGFEEFARALSVFHPSAPPEEKIDFSFQLYDLKQQGTaCBL3 (91)
DLFDTKHNGILGFEEFARALSVFHPNAPIDDKIDFAFKLYDLKQQGOsCBL6 ABA54181 (92)
DLFDTKHNGILEFEEFVRALSVFHPNAPVDDKIDFAFKLYDLKQQGTaCBL6 (92)
DLFD K NGVIDF EFVRALSVFHP APLEEKI FAFRLYDLKQQGConsensus (185)

 Section 6
231 276240 250 260(231)
FISAAELRHVMTNLG------EKLTDEE--VEEMIREADVDGDGQIAtCAM1 NP_001154755 (126)
FISAAELRHVMTNLG------EKLTDEE--VDEMIREADVDGDGQIOsCaM LOC_Os05g41210 (100)
FISAAELRHVMTNLG------EKLTDEE--VDEMIKEADVDGDGQIAtCAM2 NP_001189724 (112)
FISAAELRHVMTNLG------EKLTDEE--VEEMIREADVDGDGQIOsCaM3 LOC_Os01g17190 (100)
FISAAELRHVMTNLG------EKLTDEE--VDEMIREADIDGDGQVCeCaM NP_503386 (100)
YISAAELRHVMTNLG------EKLTDEE--VDEMIREADIDGDGQVDrCaM BC164893 (100)
FVSAAELRHVMTRLG------EKLSDEE--VDEMIRAADTDGDGQVHsCML3 NP_005176 (100)
LISAAELKHVLTSIG------EKLTDAE--VDDMLREVS-DGSGEIScCaM NP_009667 (100)
YITVDELKESLSKLG------ESLSQEE--LEDMIRVADVDQDGKVMmCam4 NP_064420 (99)
FIEREELKEMVVALLHESELVLSEDMIEVMVDKAFVQADRKNDGKIAtCBL4 AF192886 (127)
YIEKEELREMVLALLDESDLHLSECAVEAIVDNTFSQADSNGDGRIOsCBL4 ABA54179 (123)
YIEKEELREMVVALLDESDLCLSDSAVEEIVDNTFSQADSNGDDRITaCBL4 (125)
YIEREELYEMVLAILNESDLLLSDDAVEQIVDQTFKQADLNSDGKIOsCBL7 ABA54182 (123)
SIEREELKEMVLAILNESDLLLSDDAVQQIVDQTFKQADLNSDGRITaCBL7 (123)
FIEREEVMQMVIAILSESDMKLSEELLEAIIDKTFEDADADRDGKIOsCBL9 ABA54184 (203)
FIEREEVMQMVIAILNESHVELSHDLLEAILDKTFEDADTDRDGKITaCBL9 (209)
YIERQEVKQMLIALLCESEMKLADETIEIILDKTFEDADVNQDGKIAtCBL1 AAC26008 (123)
FIERQEVKQMLIALLCESEMKLADDTIEMILDQTFEDADVDRDGKIAtCBL9 AF411958_1 (123)
FIERKEVKQMLIALLGESEMRLSDEIIETILDKTFSDADTNQDGRIOsCBL1 ABA54176 (123)
FIERKEVKQMLIALLGESEMRLSDEIVETILDKAFSDADTNQDGKITaCBL1 (125)
FIERQGVKQLVVATLAASGMSQSDEIVESIIDKTFVQADTKHEGMIAtCBL7 AF290434_1 (126)
YIKRQEVKQMVVRTLAESGMNLSDHVIESIIDKTFEEADTKLDGKIAtCBL6 AF192884_1 (132)
FIERQEVKQMVVATLAESGMNLKDTVIEDIIDKTFEEADTKHDGKIAtCBL2 AAC26009 (138)
FIERQEVKQMVVATLAESGMNLSDEIIESIIDKTFEEADTKHDGRIAtCBL3 AAC26010 (138)
YIERQEVKQMVVATLAESGMNLSDEIIESIIDKTFEEADTKHDGRIOsCBL2 ABA54177 (137)
YIERQEVKQMVVATLAESGMNLSDEIIESIIDKTFEEADTKHDGRIOsCBL3 ABA99199 (137)
FIERQEVKQMVVATLAESGMNLSDEIIENIIDKTFEEADTKHDGKITaCBL2 (137)
FIERQEVKQMVVATLAESGMNLSDEVIESIIDKTFEEADTKHDGKITaCBL3 (137)
FIEKQEVKQMVVATLAESGMNLSDEIIEGIIDKTFEEADTKHDGKIOsCBL6 ABA54181 (138)
FIEKQEVKQMVVATLAESGMNLSDEVIEGIIDKTFEEADTKHDGKITaCBL6 (138)
FIER EVKQMVVALL ES M LSDEIIE IVDKTF EADT DGKIConsensus (231)
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 Section 7
277 322290 300 310(277)
NYEEFVKIMMAK----------------------------------AtCAM1 NP_001154755 (164)
NYEEFVKVMMAK----------------------------------OsCaM LOC_Os05g41210 (138)
NYEEFVKVMMAK----------------------------------AtCAM2 NP_001189724 (150)
NYDEFVKVMMAK----------------------------------OsCaM3 LOC_Os01g17190 (138)
NYEEFVTMMTTK----------------------------------CeCaM NP_503386 (138)
NYEEFVQMMTAK----------------------------------DrCaM BC164893 (138)
NYEEFVRVLVSK----------------------------------HsCML3 NP_005176 (138)
NIQQFAALLSK-----------------------------------ScCaM NP_009667 (137)
KYEEFVRLHVEN----------------------------------MmCam4 NP_064420 (137)
DIDEWKDFVSLNPSLIKNMTLPYLKDINRTFPSFVSSCEEEEMELQAtCBL4 AF192886 (173)
DPEEWEEFVKANPASLRNMSLPYLQDITMAFPSFVMHSEAHD----OsCBL4 ABA54179 (169)
DPKEWEEFVKKNPASLRNMSLPYLQDITTAFPSFVMHSEVDDYSGITaCBL4 (171)
DPDEWKAFASKNPALLKNMTLPYLKDITMAFPSFVLNSGVDDEEL-OsCBL7 ABA54182 (169)
DPDEWKEFASKNPALLKNMTLPYLKDITMSFPSFVVYSGAGDEEL-TaCBL7 (169)
NQQEWKEFVLRHPNLLKNMTLPYLRDITTVFPSFVFNTAVED----OsCBL9 ABA54184 (249)
CQEEWKEFVLRHPKLLKNMTLPYLRDVTTAFPSFVFNTAVED----TaCBL9 (255)
DKLEWSDFVNKNPSLLKIMTLPYLRDITTTFPSFVFHSEVDEIAT-AtCBL1 AAC26008 (169)
DKTEWSNFVIKNPSLLKIMTLPYLRDITTTFPSFVFNSEVDEIAT-AtCBL9 AF411958_1 (169)
DRTEWENFVSRNPSLLKIMTLPYLKDITTTFPSFVFNSEVDDLVT-OsCBL1 ABA54176 (169)
DRTEWENFVSRNPSLLKIMTLSYLKDITTTFPSFVFHSEVDDIVT-TaCBL1 (171)
DEEEWMDLVFRHPLLLKNMTLQYLKDITTTFPSFVLHSQVEDT---AtCBL7 AF290434_1 (172)
DKEEWRSLVLRHPSLLQNMSLQHLKDVTKTFPNFVFHTIVTDTPSEAtCBL6 AF192884_1 (178)
DKEEWRSLVLRHPSLLKNMTLQYLKDITTTFPSFVFHSQVEDT---AtCBL2 AAC26009 (184)
DKEEWRTLVLRHPSLLKNMTLQYLKDITTTFPSFVFHSQVEDT---AtCBL3 AAC26010 (184)
DKEEWRNLVLRHPSLLKNMTLQYLKDITTTFPSFVFHSQVDDT---OsCBL2 ABA54177 (183)
DKEEWRNLVLRHPSLLKNMTLQYLKDITTTFPSFVFHSQVDDT---OsCBL3 ABA99199 (183)
DREEWHNLVLRHPSLLKNMTLQYLKDITTTFPSFVFHSQVDDT---TaCBL2 (183)
DKEEWRNLVLRHPSLLKNMTLQYLKDITTTFPSFVFHSQVDDT---TaCBL3 (183)
DKEEWRNLVLRHPSLLKNMTLPYLRDITTTFPSFVFNSQVEDA---OsCBL6 ABA54181 (184)
DKEEWRNLVLRHPSLLKNMTLPYLRDITTTFPSFVFNSQVEDA---TaCBL6 (184)
D EEW LVLR PSLLKNMTL YLKDITTTFPSFVF S VDDConsensus (277)

 Section 8
323326(323)
----AtCAM1 NP_001154755 (176)
----OsCaM LOC_Os05g41210 (150)
----AtCAM2 NP_001189724 (162)
----OsCaM3 LOC_Os01g17190 (150)
----CeCaM NP_503386 (150)
----DrCaM BC164893 (150)
----HsCML3 NP_005176 (150)
----ScCaM NP_009667 (148)
----MmCam4 NP_064420 (149)
NVSSAtCBL4 AF192886 (219)
----OsCBL4 ABA54179 (211)
SK--TaCBL4 (217)
----OsCBL7 ABA54182 (214)
----TaCBL7 (214)
----OsCBL9 ABA54184 (291)
----TaCBL9 (297)
----AtCBL1 AAC26008 (214)
----AtCBL9 AF411958_1 (214)
----OsCBL1 ABA54176 (214)
----TaCBL1 (216)
----AtCBL7 AF290434_1 (215)
LDG-AtCBL6 AF192884_1 (224)
----AtCBL2 AAC26009 (227)
----AtCBL3 AAC26010 (227)
----OsCBL2 ABA54177 (226)
----OsCBL3 ABA99199 (226)
----TaCBL2 (226)
----TaCBL3 (226)
----OsCBL6 ABA54181 (227)
----TaCBL6 (227)
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Suntao
线条

Suntao
打字机文本
EF hand 4



Additional file 5: Analysis of EF-hand motifs in calcium binding proteins of representative species. 

Multiple sequence alignment was performed using the ClustalX1.83. Identical amino acids are shaded 

in yellow, conservative amino acids are shaded in light blue and similar amino acids are shaded in 

green. The four EF-hand motifs are indicated in the figure. 




