
                           iiiiiiii     jjjjjjjk  jjjjjk                                                    TT       TT CepA_WT_AAA21532.1|hlab 
1       10        20        30        40        50        60X        X         X         X         X         X         X

CepA_WT_AAA21532.1|hlab ccccccccccccccc ccccccccccc ccccccccccccccccccccccccccc ccccDEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEMQKRLIHLSIIFFLL PALVVAQNSPL TQLKKAIEGKKAEIGIAVIIDGQDTIT NNDI               C           E                           V    

CepA_01_AAA21533.1|hlab ccccccccccccccc ccccccccccc ccccccccccccccccccccccccccc ccccKdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddMQKRLIHLSIIFFLL PALVVAQNSPL TQLKKAIEGKKAEIGIAVIIDGQDTIT NNDI               C           E                           V    

CepA_02_AAA21534.1|hlab ccccccccccccccc ccccccccccc ccccccccccccccccccccccccccc ccccKdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddMQKRLIHLSIIFFLL PALVVAQNSPL TQLKKAIEGKKAEIGIAVIIDGQDTIT NNDI               C           E                           I    

CepA_03_AAA21535.1|hlab ccccccccccccccc ccccccccccc ccccccccccccccccccccccccccc ccccKdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddMQKRLIHLSIIFFLL PALVVAQNSPL TQLKKAIEGKKAEIGIAVIIDGQDTIT NNDI               C           E                           V    

CepA_04_CBX07046.1|hlab ccccccccccccccc ccccccccccc ccccccccccccccccccccccccccc ccccKdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddMQKRLIHLSIIFFLL PALVVAQNSPL TQLKKAIEGKKAEIGIAVIIDGQDTIT NNDI               C           E                           V    

CepA_05_KXU41062.1|hlab ccccccccccccccc ccccccccccc ccccccccccccccccccccccccccc ccccKdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddMQKRLIHLSIIFFLL PALVVAQNSPL TQLKKAIEGKKAEIGIAVIIDGQDTIT NNDI               C           E                           V    

CepA_06_CBX07043.1|hlab ccccccccccccccc ccccccccccc ccccccccccccccccccccccccccc ccccKdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddMQKRLIHLSIIFFLL PALVVAQNSPL TQLKKAIEGKKAEIGIAVIIDGQDTIT NNDI               C           E                           V    

CepA_07_EGM96002.1|hlab ccccccccccccccc ccccccccccc ccccccccccccccccccccccccccc ccccKdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddMQKRLIHLSIIFFLL PALVVAQNSPL TQLKKAIEGKKAEIGIAVIIDGQDTIT NNDI               C           E                           V    

CepA_08_EIY42666.1|hlab ccccccccccccccc ccccccccccc ccccccccccccccccccccccccccc ccccKdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddMQKRLIHLSIIFFLL PALVVAQNSPL TQLKKAIEGKKAEIGIAVIIDGQDTIT NNDI               C           E                           V    

CepA_09_EIY95316.1|hlab ccccccccccccccc ccccccccccc ccccccccccccccccccccccccccc ccccKdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddMQKRLIHLSIIFFLL PALVVAQNSPL TQLKKAIEGKKAEIGIAVIIDGQDTIT NNDI               C           E                           I    

CepA_10_EXY19300.1|hlab ccccccccccccccc ccccccccccc ccccccccccccccccccccccccccc ccccKdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddMQKRLIHLSIIFFLL PALVVAQNSPL TQLKKAIEGKKAEIGIAVIIDGQDTIT NNDI                           E                           V                   Y                                            

CepA_11_EXY28329.1|hlab ccccccccccccccc ccccccccccc ccccccccccccccccccccccccccc ccccKdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddMQKRLIHLSIIFFLL PALVVAQNSPL TQLKKAIEGKKAEIGIAVIIDGQDTIT NNDI               C           E                           V    

CepA_12_EXY47305.1|hlab ccccccccccccccc ccccccccccc ccccccccccccccccccccccccccc ccccKdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddMQKRLIHLSIIFFLL PALVVAQNSPL TQLKKAIEGKKAEIGIAVIIDGQDTIT NNDI               C           E                           V    

CepA_13_EXY66440.1|hlab ccccccccccccccc ccccccccccc ccccccccccccccccccccccccccc ccccKdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddMQKRLIHLSIIFFLL PALVVAQNSPL TQLKKAIEGKKAEIGIAVIIDGQDTIT NNDI               C           E                           V    

CepA_14_EXZ06368.1|hlab ccccccccccccccc ccccccccccc ccccccccccccccccccccccccccc ccccKdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddMQKRLIHLSIIFFLL PALVVAQNSPL TQLKKAIEGKKAEIGIAVIIDGQDTIT NNDI               C                                       V                               K                                

CepA_15_EXZ14938.1|hlab ccccccccccccccc ccccccccccc ccccccccccccccccccccccccccc ccccKdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddMQKRLIHLSIIFFLL PALVVAQNSPL TQLKKAIEGKKAEIGIAVIIDGQDTIT NNDI               C           E                           V    

CepA_16_EXZ20393.1|hlab ccccccccccccccc ccccccccccc ccccccccccccccccccccccccccc ccccKdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddMQKRLIHLSIIFFLL PALVVAQNSPL TQLKKAIEGKKAEIGIAVIIDGQDTIT NNDI               C           E                           V    

CepA_17_EXZ91867.1|hlab ccccccccccccccc ccccccccccc ccccccccccccccccccccccccccc ccccKdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddMQKRLIHLSIIFFLL PALVVAQNSPL TQLKKAIEGKKAEIGIAVIIDGQDTIT NNDI               C           E                           V    

CepA_18_EYA72157.1|hlab ccccccccccccccc ccccccccccc ccccccccccccccccccccccccccc ccccKdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddMQKRLIHLSIIFFLL PALVVAQNSPL TQLKKAIEGKKAEIGIAVIIDGQDTIT NNDI               C           E                           V    

CepA_19_YP_098534.1|hlab ccccccccccccccc ccccccccccc ccccccccccccccccccccccccccc ccccKdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddMQKRLIHLSIIFFLL PALVVAQNSPL TQLKKAIEGKKAEIGIAVIIDGQDTIT NNDI               C           E                           V    

CepA_20_RHD49540.1|hlab ccccccccccccccc ccccccccccc ccccccccccccccccccccccccccc ccccKdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddMQKRLIHLSIIFFLL PALVVAQNSPL TQLKKAIEGKKAEIGIAVIIDGQDTIT NNDI               C           E                           V    

CepA_21_RDT77422.1|hlab ccccccccccccccc ccccccccccc ccccccccccccccccccccccccccc ccccKdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddMQKRLIHLSIIFFLL PALVVAQNSPL TQLKKAIEGKKAEIGIAVIIDGQDTIT NNDI               C           E                           I    

CepA_22_AKA51196.1|hlab ccccccccccccccc ccccccccccc ccccccccccccccccccccccccccc ccccJIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMQKRLIHLSIIFFLL PALVVAQNSPL TQLKKAIEGKKAEIGIAVIIDGQDTIT NNDI               C           E                           I    

 jk llliiiiiiiiiiiiiii       jjk            iiiii      jjkii                          TT                                CepA_WT_AAA21532.1|hlab 
        70        80        90       100       110       120         X         X         X         X         X         X

CepA_WT_AAA21532.1|hlab cccccccccccccccccc cccccccc ccccccccccccc cccccc cccccccccccEEEEEEEEEEEEEEEEEEEEEEEEEEF DEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEHYPMMSVFKFHQALALAD MHHQKQPL TRLLIKKSDLKPD YSPLRE YPQGGIEMSIA                  Y                      T      T                                      E                                

CepA_01_AAA21533.1|hlab cccccccccccccccccc cccccccc ccccccccccccc cccccc cccccccccccddddddddddddddddddddddddddG KdddddddddddddddddddddddddddddddHYPMMSVFKFHQALALAD MHHQKQPL TRLLIKKSDLKPD YSPLRE YPQGGIEMSIA                  Y                      T                                             K                    I           

CepA_02_AAA21534.1|hlab cccccccccccccccccc cccccccc ccccccccccccc cccccc cccccccccccddddddddddddddddddddddddddG KdddddddddddddddddddddddddddddddHYPMMSVFKFHQALALAD MHHQKQPL TRLLIKKSDLKPD YSPLRE YPQGGIEMSIA                  Y                      T      T                                      K                                

CepA_03_AAA21535.1|hlab cccccccccccccccccc cccccccc ccccccccccccc cccccc cccccccccccddddddddddddddddddddddddddG KdddddddddddddddddddddddddddddddHYPMMSVFKFHQALALAD MHHQKQPL TRLLIKKSDLKPD YSPLRE YPQGGIEMSIA                  Y                      T      T                                      E                                

CepA_04_CBX07046.1|hlab cccccccccccccccccc cccccccc ccccccccccccc cccccc cccccccccccddddddddddddddddddddddddddG KdddddddddddddddddddddddddddddddHYPMMSVFKFHQALALAD MHHQKQPL TRLLIKKSDLKPD YSPLRE YPQGGIEMSIA                  Y                      T      T                                      E                                

CepA_05_KXU41062.1|hlab cccccccccccccccccc cccccccc ccccccccccccc cccccc cccccccccccddddddddddddddddddddddddddG KdddddddddddddddddddddddddddddddHYPMMSVFKFHQALALAD MHHQKQPL TRLLIKKSDLKPD YSPLRE YPQGGIEMSIA                  Y                      T      T                                      K                                

CepA_06_CBX07043.1|hlab cccccccccccccccccc cccccccc ccccccccccccc cccccc cccccccccccddddddddddddddddddddddddddG KdddddddddddddddddddddddddddddddHYPMMSVFKFHQALALAD MHHQKQPL TRLLIKKSDLKPD YSPLRE YPQGGIEMSIA                  Y                      T                                             K                    I           

CepA_07_EGM96002.1|hlab cccccccccccccccccc cccccccc ccccccccccccc cccccc cccccccccccddddddddddddddddddddddddddG KdddddddddddddddddddddddddddddddHYPMMSVFKFHQALALAD MHHQKQPL TRLLIKKSDLKPD YSPLRE YPQGGIEMSIA                  Y                      T      T                                      K                                

CepA_08_EIY42666.1|hlab cccccccccccccccccc cccccccc ccccccccccccc cccccc cccccccccccddddddddddddddddddddddddddG KdddddddddddddddddddddddddddddddHYPMMSVFKFHQALALAD MHHQKQPL TRLLIKKSDLKPD YSPLRE YPQGGIEMSIA                  Y                      T      T                                      E                                

CepA_09_EIY95316.1|hlab cccccccccccccccccc cccccccc ccccccccccccc cccccc cccccccccccddddddddddddddddddddddddddG KdddddddddddddddddddddddddddddddHYPMMSVFKFHQALALAD MHHQKQPL TRLLIKKSDLKPD YSPLRE YPQGGIEMSIA                                         T      T                             C        K                                

CepA_10_EXY19300.1|hlab cccccccccccccccccc cccccccc ccccccccccccc cccccc cccccccccccddddddddddddddddddddddddddG KdddddddddddddddddddddddddddddddHYPMMSVFKFHQALALAD MHHQKQPL TRLLIKKSDLKPD YSPLRE YPQGGIEMSIA                  Y                      T      T                                      E                                

CepA_11_EXY28329.1|hlab cccccccccccccccccc cccccccc ccccccccccccc cccccc cccccccccccddddddddddddddddddddddddddG KdddddddddddddddddddddddddddddddHYPMMSVFKFHQALALAD MHHQKQPL TRLLIKKSDLKPD YSPLRE YPQGGIEMSIA                  Y                      T      T                                      K                                

CepA_12_EXY47305.1|hlab cccccccccccccccccc cccccccc ccccccccccccc cccccc cccccccccccddddddddddddddddddddddddddG KdddddddddddddddddddddddddddddddHYPMMSVFKFHQALALAD MHHQKQPL TRLLIKKSDLKPD YSPLRE YPQGGIEMSIA                  Y                             T                                      K             I                  

CepA_13_EXY66440.1|hlab cccccccccccccccccc cccccccc ccccccccccccc cccccc cccccccccccddddddddddddddddddddddddddG KdddddddddddddddddddddddddddddddHYPMMSVFKFHQALALAD MHHQKQPL TRLLIKKSDLKPD YSPLRE YPQGGIEMSIA                  Y                      T      T                                      K                                

CepA_14_EXZ06368.1|hlab cccccccccccccccccc cccccccc ccccccccccccc cccccc cccccccccccddddddddddddddddddddddddddG KdddddddddddddddddddddddddddddddHYPMMSVFKFHQALALAD MHHQKQPL TRLLIKKSDLKPD YSPLRE YPQGGIEMSIA                  Y                      T      T                                      E                                

CepA_15_EXZ14938.1|hlab cccccccccccccccccc cccccccc ccccccccccccc cccccc cccccccccccddddddddddddddddddddddddddG KdddddddddddddddddddddddddddddddHYPMMSVFKFHQALALAD MHHQKQPL TRLLIKKSDLKPD YSPLRE YPQGGIEMSIA                  Y                      T                                             E                    I           

CepA_16_EXZ20393.1|hlab cccccccccccccccccc cccccccc ccccccccccccc cccccc cccccccccccddddddddddddddddddddddddddG KdddddddddddddddddddddddddddddddHYPMMSVFKFHQALALAD MHHQKQPL TRLLIKKSDLKPD YSPLRE YPQGGIEMSIA                  Y                      T      T                                      E                                

CepA_17_EXZ91867.1|hlab cccccccccccccccccc cccccccc ccccccccccccc cccccc cccccccccccddddddddddddddddddddddddddG KdddddddddddddddddddddddddddddddHYPMMSVFKFHQALALAD MHHQKQPL TRLLIKKSDLKPD YSPLRE YPQGGIEMSIA                  Y                      T                                             K                    I           

CepA_18_EYA72157.1|hlab cccccccccccccccccc cccccccc ccccccccccccc cccccc cccccccccccddddddddddddddddddddddddddG KdddddddddddddddddddddddddddddddHYPMMSVFKFHQALALAD MHHQKQPL TRLLIKKSDLKPD YSPLRE YPQGGIEMSIA                  Y                      T      T                                      K                                

CepA_19_YP_098534.1|hlab cccccccccccccccccc cccccccc ccccccccccccc cccccc cccccccccccddddddddddddddddddddddddddG KdddddddddddddddddddddddddddddddHYPMMSVFKFHQALALAD MHHQKQPL TRLLIKKSDLKPD YSPLRE YPQGGIEMSIA                  Y                      T      T                                      E                                

CepA_20_RHD49540.1|hlab cccccccccccccccccc cccccccc ccccccccccccc cccccc cccccccccccddddddddddddddddddddddddddG KdddddddddddddddddddddddddddddddHYPMMSVFKFHQALALAD MHHQKQPL TRLLIKKSDLKPD YSPLRE YPQGGIEMSIA                  Y                      T      T                                      K                                

CepA_21_RDT77422.1|hlab cccccccccccccccccc cccccccc ccccccccccccc cccccc cccccccccccddddddddddddddddddddddddddG KdddddddddddddddddddddddddddddddHYPMMSVFKFHQALALAD MHHQKQPL TRLLIKKSDLKPD YSPLRE YPQGGIEMSIA                                         T      T                             C        K                                

CepA_22_AKA51196.1|hlab cccccccccccccccccc cccccccc ccccccccccccc cccccc cccccccccccIIIIIIIIIIIIIIIIIIIIIIIIIIH JIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIHYPMMSVFKFHQALALAD MHHQKQPL TRLLIKKSDLKPD YSPLRE YPQGGIEMSIA                  Y                      T      T                                      K                                

iiiiiiii   iiiiiiiiiii  iiiiiiii       jjk   iiiiiii      jj                                                            CepA_WT_AAA21532.1|hlab 
       130       140       150       160       170       180         X         X         X         X         X         X

CepA_WT_AAA21532.1|hlab cccccccccccccccccccccccccccccccc ccccccccccccccccc cccccccccEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEF DEEEEEEEEDLLKYTLQQSDNNACDILFNYQGGPDAVNKYL SLGIRECAVIHTENDMH NLEFCYQNW                                H                                                                             K         

CepA_01_AAA21533.1|hlab cccccccccccccccccccccccccccccccc ccccccccccccccccc cccccccccdddddddddddddddddddddddddddddddddddddddddddddddddG KddddddddDLLKYTLQQSDNNACDILFNYQGGPDAVNKYL SLGIRECAVIHTENDMH NLEFCYQNW                                H                                                                             E         

CepA_02_AAA21534.1|hlab cccccccccccccccccccccccccccccccc ccccccccccccccccc cccccccccdddddddddddddddddddddddddddddddddddddddddddddddddG KddddddddDLLKYTLQQSDNNACDILFNYQGGPDAVNKYL SLGIRECAVIHTENDMH NLEFCYQNW                                H                                                                             E         

CepA_03_AAA21535.1|hlab cccccccccccccccccccccccccccccccc ccccccccccccccccc cccccccccdddddddddddddddddddddddddddddddddddddddddddddddddG KddddddddDLLKYTLQQSDNNACDILFNYQGGPDAVNKYL SLGIRECAVIHTENDMH NLEFCYQNW                                H                                                                             K         

CepA_04_CBX07046.1|hlab cccccccccccccccccccccccccccccccc ccccccccccccccccc cccccccccdddddddddddddddddddddddddddddddddddddddddddddddddG KddddddddDLLKYTLQQSDNNACDILFNYQGGPDAVNKYL SLGIRECAVIHTENDMH NLEFCYQNW                                H                                                                             E         

CepA_05_KXU41062.1|hlab cccccccccccccccccccccccccccccccc ccccccccccccccccc cccccccccdddddddddddddddddddddddddddddddddddddddddddddddddG KddddddddDLLKYTLQQSDNNACDILFNYQGGPDAVNKYL SLGIRECAVIHTENDMH NLEFCYQNW                                H                                                                             E         

CepA_06_CBX07043.1|hlab cccccccccccccccccccccccccccccccc ccccccccccccccccc cccccccccdddddddddddddddddddddddddddddddddddddddddddddddddG KddddddddDLLKYTLQQSDNNACDILFNYQGGPDAVNKYL SLGIRECAVIHTENDMH NLEFCYQNW                                H                                                                             E         

CepA_07_EGM96002.1|hlab cccccccccccccccccccccccccccccccc ccccccccccccccccc cccccccccdddddddddddddddddddddddddddddddddddddddddddddddddG KddddddddDLLKYTLQQSDNNACDILFNYQGGPDAVNKYL SLGIRECAVIHTENDMH NLEFCYQNW                                H                                                                             E         

CepA_08_EIY42666.1|hlab cccccccccccccccccccccccccccccccc ccccccccccccccccc cccccccccdddddddddddddddddddddddddddddddddddddddddddddddddG KddddddddDLLKYTLQQSDNNACDILFNYQGGPDAVNKYL SLGIRECAVIHTENDMH NLEFCYQNW                                H                                                                             K         

CepA_09_EIY95316.1|hlab cccccccccccccccccccccccccccccccc ccccccccccccccccc cccccccccdddddddddddddddddddddddddddddddddddddddddddddddddG KddddddddDLLKYTLQQSDNNACDILFNYQGGPDAVNKYL SLGIRECAVIHTENDMH NLEFCYQNW                                H                                                                             E         

CepA_10_EXY19300.1|hlab cccccccccccccccccccccccccccccccc ccccccccccccccccc cccccccccdddddddddddddddddddddddddddddddddddddddddddddddddG KddddddddDLLKYTLQQSDNNACDILFNYQGGPDAVNKYL SLGIRECAVIHTENDMH NLEFCYQNW                                H                                                                             K         

CepA_11_EXY28329.1|hlab cccccccccccccccccccccccccccccccc ccccccccccccccccc cccccccccdddddddddddddddddddddddddddddddddddddddddddddddddG KddddddddDLLKYTLQQSDNNACDILFNYQGGPDAVNKYL SLGIRECAVIHTENDMH NLEFCYQNW                                H                                                                             K         

CepA_12_EXY47305.1|hlab cccccccccccccccccccccccccccccccc ccccccccccccccccc cccccccccdddddddddddddddddddddddddddddddddddddddddddddddddG KddddddddDLLKYTLQQSDNNACDILFNYQGGPDAVNKYL SLGIRECAVIHTENDMH NLEFCYQNW                                H                                                                             E         

CepA_13_EXY66440.1|hlab cccccccccccccccccccccccccccccccc ccccccccccccccccc cccccccccdddddddddddddddddddddddddddddddddddddddddddddddddG KddddddddDLLKYTLQQSDNNACDILFNYQGGPDAVNKYL SLGIRECAVIHTENDMH NLEFCYQNW                                H                                                                             E         

CepA_14_EXZ06368.1|hlab cccccccccccccccccccccccccccccccc ccccccccccccccccc cccccccccdddddddddddddddddddddddddddddddddddddddddddddddddG KddddddddDLLKYTLQQSDNNACDILFNYQGGPDAVNKYL SLGIRECAVIHTENDMH NLEFCYQNW                                H                                                                             E         

CepA_15_EXZ14938.1|hlab cccccccccccccccccccccccccccccccc ccccccccccccccccc cccccccccdddddddddddddddddddddddddddddddddddddddddddddddddG KddddddddDLLKYTLQQSDNNACDILFNYQGGPDAVNKYL SLGIRECAVIHTENDMH NLEFCYQNW                                H                                                                             E         

CepA_16_EXZ20393.1|hlab cccccccccccccccccccccccccccccccc ccccccccccccccccc cccccccccdddddddddddddddddddddddddddddddddddddddddddddddddG KddddddddDLLKYTLQQSDNNACDILFNYQGGPDAVNKYL SLGIRECAVIHTENDMH NLEFCYQNW                                H                                                                             K         

CepA_17_EXZ91867.1|hlab cccccccccccccccccccccccccccccccc ccccccccccccccccc cccccccccdddddddddddddddddddddddddddddddddddddddddddddddddG KddddddddDLLKYTLQQSDNNACDILFNYQGGPDAVNKYL SLGIRECAVIHTENDMH NLEFCYQNW                                H                                                                             K         

CepA_18_EYA72157.1|hlab cccccccccccccccccccccccccccccccc ccccccccccccccccc cccccccccdddddddddddddddddddddddddddddddddddddddddddddddddG KddddddddDLLKYTLQQSDNNACDILFNYQGGPDAVNKYL SLGIRECAVIHTENDMH NLEFCYQNW                                H                                                                             E         

CepA_19_YP_098534.1|hlab cccccccccccccccccccccccccccccccc ccccccccccccccccc cccccccccdddddddddddddddddddddddddddddddddddddddddddddddddG KddddddddDLLKYTLQQSDNNACDILFNYQGGPDAVNKYL SLGIRECAVIHTENDMH NLEFCYQNW                                H                                                                             K         

CepA_20_RHD49540.1|hlab cccccccccccccccccccccccccccccccc ccccccccccccccccc cccccccccdddddddddddddddddddddddddddddddddddddddddddddddddG KddddddddDLLKYTLQQSDNNACDILFNYQGGPDAVNKYL SLGIRECAVIHTENDMH NLEFCYQNW                                N                 K         

CepA_21_RDT77422.1|hlab cccccccccccccccccccccccccccccccc ccccccccccccccccc cccccccccdddddddddddddddddddddddddddddddddddddddddddddddddG KddddddddDLLKYTLQQSDNNACDILFNYQGGPDAVNKYL SLGIRECAVIHTENDMH NLEFCYQNW                                H                                                                             E         

CepA_22_AKA51196.1|hlab cccccccccccccccccccccccccccccccc ccccccccccccccccc cccccccccIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIH JIIIIIIIIDLLKYTLQQSDNNACDILFNYQGGPDAVNKYL SLGIRECAVIHTENDMH NLEFCYQNW                                H                                                                             E         

α1 β1 β2 

β3 η1 α2 β4 α3 β5 

α4 α5 α6 β6 α7 β7 



k iiiiiiiiiiiii     iiiiiiiiiiii           lll     jjk  jk                                       TT                     CepA_WT_AAA21532.1|hlab 
       190       200       210       220       230       240         X         X         X         X         X         X

CepA_WT_AAA21532.1|hlab ccccccccccccccc cccccccccccccccccccccc cccccccccccc ccccccccEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEETTPLAAAKLLEIFRN NLFDKEYKNFIYQTMVECQTGQ RLIAPLLDKKVT GHKTGTGD               E                      D            M        

CepA_01_AAA21533.1|hlab ccccccccccccccc cccccccccccccccccccccc cccccccccccc ccccccccddddddddddddddddddddddddddddddddddddddddddddddddddddddddddddTTPLAAAKLLEIFRN NLFDKEYKNFIYQTMVECQTGQ RLIAPLLDKKVT GHKTGTGD               E                      D            M        

CepA_02_AAA21534.1|hlab ccccccccccccccc cccccccccccccccccccccc cccccccccccc ccccccccddddddddddddddddddddddddddddddddddddddddddddddddddddddddddddTTPLAAAKLLEIFRN NLFDKEYKNFIYQTMVECQTGQ RLIAPLLDKKVT GHKTGTGD               E                      D            M        

CepA_03_AAA21535.1|hlab ccccccccccccccc cccccccccccccccccccccc cccccccccccc ccccccccddddddddddddddddddddddddddddddddddddddddddddddddddddddddddddTTPLAAAKLLEIFRN NLFDKEYKNFIYQTMVECQTGQ RLIAPLLDKKVT GHKTGTGD               E                      D            M        

CepA_04_CBX07046.1|hlab ccccccccccccccc cccccccccccccccccccccc cccccccccccc ccccccccddddddddddddddddddddddddddddddddddddddddddddddddddddddddddddTTPLAAAKLLEIFRN NLFDKEYKNFIYQTMVECQTGQ RLIAPLLDKKVT GHKTGTGD               E                      D            M        

CepA_05_KXU41062.1|hlab ccccccccccccccc cccccccccccccccccccccc cccccccccccc ccccccccddddddddddddddddddddddddddddddddddddddddddddddddddddddddddddTTPLAAAKLLEIFRN NLFDKEYKNFIYQTMVECQTGQ RLIAPLLDKKVT GHKTGTGD               E                      D            M        

CepA_06_CBX07043.1|hlab ccccccccccccccc cccccccccccccccccccccc cccccccccccc ccccccccddddddddddddddddddddddddddddddddddddddddddddddddddddddddddddTTPLAAAKLLEIFRN NLFDKEYKNFIYQTMVECQTGQ RLIAPLLDKKVT GHKTGTGD               E                      D            M        

CepA_07_EGM96002.1|hlab ccccccccccccccc cccccccccccccccccccccc cccccccccccc ccccccccddddddddddddddddddddddddddddddddddddddddddddddddddddddddddddTTPLAAAKLLEIFRN NLFDKEYKNFIYQTMVECQTGQ RLIAPLLDKKVT GHKTGTGD               E                      D            M        

CepA_08_EIY42666.1|hlab ccccccccccccccc cccccccccccccccccccccc cccccccccccc ccccccccddddddddddddddddddddddddddddddddddddddddddddddddddddddddddddTTPLAAAKLLEIFRN NLFDKEYKNFIYQTMVECQTGQ RLIAPLLDKKVT GHKTGTGD               E                      D            M        

CepA_09_EIY95316.1|hlab ccccccccccccccc cccccccccccccccccccccc cccccccccccc ccccccccddddddddddddddddddddddddddddddddddddddddddddddddddddddddddddTTPLAAAKLLEIFRN NLFDKEYKNFIYQTMVECQTGQ RLIAPLLDKKVT GHKTGTGD               E                      D            I        

CepA_10_EXY19300.1|hlab ccccccccccccccc cccccccccccccccccccccc cccccccccccc ccccccccddddddddddddddddddddddddddddddddddddddddddddddddddddddddddddTTPLAAAKLLEIFRN NLFDKEYKNFIYQTMVECQTGQ RLIAPLLDKKVT GHKTGTGD               E                      D            M        

CepA_11_EXY28329.1|hlab ccccccccccccccc cccccccccccccccccccccc cccccccccccc ccccccccddddddddddddddddddddddddddddddddddddddddddddddddddddddddddddTTPLAAAKLLEIFRN NLFDKEYKNFIYQTMVECQTGQ RLIAPLLDKKVT GHKTGTGD               E                      D            M        

CepA_12_EXY47305.1|hlab ccccccccccccccc cccccccccccccccccccccc cccccccccccc ccccccccddddddddddddddddddddddddddddddddddddddddddddddddddddddddddddTTPLAAAKLLEIFRN NLFDKEYKNFIYQTMVECQTGQ RLIAPLLDKKVT GHKTGTGD               E                      D            M        

CepA_13_EXY66440.1|hlab ccccccccccccccc cccccccccccccccccccccc cccccccccccc ccccccccddddddddddddddddddddddddddddddddddddddddddddddddddddddddddddTTPLAAAKLLEIFRN NLFDKEYKNFIYQTMVECQTGQ RLIAPLLDKKVT GHKTGTGD                                      D            M                       K                                            

CepA_14_EXZ06368.1|hlab ccccccccccccccc cccccccccccccccccccccc cccccccccccc ccccccccddddddddddddddddddddddddddddddddddddddddddddddddddddddddddddTTPLAAAKLLEIFRN NLFDKEYKNFIYQTMVECQTGQ RLIAPLLDKKVT GHKTGTGD                                      D            M                       K                                            

CepA_15_EXZ14938.1|hlab ccccccccccccccc cccccccccccccccccccccc cccccccccccc ccccccccddddddddddddddddddddddddddddddddddddddddddddddddddddddddddddTTPLAAAKLLEIFRN NLFDKEYKNFIYQTMVECQTGQ RLIAPLLDKKVT GHKTGTGD               E                      D            M        

CepA_16_EXZ20393.1|hlab ccccccccccccccc cccccccccccccccccccccc cccccccccccc ccccccccddddddddddddddddddddddddddddddddddddddddddddddddddddddddddddTTPLAAAKLLEIFRN NLFDKEYKNFIYQTMVECQTGQ RLIAPLLDKKVT GHKTGTGD               E                      D            M        

CepA_17_EXZ91867.1|hlab ccccccccccccccc cccccccccccccccccccccc cccccccccccc ccccccccddddddddddddddddddddddddddddddddddddddddddddddddddddddddddddTTPLAAAKLLEIFRN NLFDKEYKNFIYQTMVECQTGQ RLIAPLLDKKVT GHKTGTGD               E                      D            M        

CepA_18_EYA72157.1|hlab ccccccccccccccc cccccccccccccccccccccc cccccccccccc ccccccccddddddddddddddddddddddddddddddddddddddddddddddddddddddddddddTTPLAAAKLLEIFRN NLFDKEYKNFIYQTMVECQTGQ RLIAPLLDKKVT GHKTGTGD               E                      D            M        

CepA_19_YP_098534.1|hlab ccccccccccccccc cccccccccccccccccccccc cccccccccccc ccccccccddddddddddddddddddddddddddddddddddddddddddddddddddddddddddddTTPLAAAKLLEIFRN NLFDKEYKNFIYQTMVECQTGQ RLIAPLLDKKVT GHKTGTGD               E                                   M                                              G                     

CepA_20_RHD49540.1|hlab ccccccccccccccc cccccccccccccccccccccc cccccccccccc ccccccccddddddddddddddddddddddddddddddddddddddddddddddddddddddddddddTTPLAAAKLLEIFRN NLFDKEYKNFIYQTMVECQTGQ RLIAPLLDKKVT GHKTGTGD               E                      D            M        

CepA_21_RDT77422.1|hlab ccccccccccccccc cccccccccccccccccccccc cccccccccccc ccccccccddddddddddddddddddddddddddddddddddddddddddddddddddddddddddddTTPLAAAKLLEIFRN NLFDKEYKNFIYQTMVECQTGQ RLIAPLLDKKVT GHKTGTGD               E                      D            M        

CepA_22_AKA51196.1|hlab ccccccccccccccc cccccccccccccccccccccc cccccccccccc ccccccccIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIITTPLAAAKLLEIFRN NLFDKEYKNFIYQTMVECQTGQ RLIAPLLDKKVT GHKTGTGD               E                      D            M        

      jjjjjjjjjjk     jjjjjjjjjjk   iiiiiiiiiiiiiiiiiii       TT              TT                                        CepA_WT_AAA21532.1|hlab 
       250       260       270       280       290       300         X         X         X         X         X         X

CepA_WT_AAA21532.1|hlab cccccccc cc ccccccc  c cccccccccccccccccc cccccc cccccc ccccEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEFRNAKGQQI CN IGFILLP  H YSIAVFVKDSEADNRENS IIAEIS IVYEYV QQID        G  D       DG A                  E      R      T    

CepA_01_AAA21533.1|hlab cccccccc cc ccccccc  c cccccccccccccccccc cccccc cccccc ccccdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddGRNAKGQQI CN IGFILLP  H YSIAVFVKDSEADNRENS IIAEIS IVYEYV QQID        G  D       D  A                  E      R      T                        R                                       

CepA_02_AAA21534.1|hlab cccccccc cc ccccccc  c cccccccccccccccccc cccccc cccccc ccccdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddGRNAKGQQI CN IGFILLP  H YSIAVFVKDSEADNRENS IIAEIS IVYEYV QQID        G  D       DG A                  E      R                                                                  K    

CepA_03_AAA21535.1|hlab cccccccc cc ccccccc  c cccccccccccccccccc cccccc cccccc ccccdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddGRNAKGQQI CN IGFILLP  H YSIAVFVKDSEADNRENS IIAEIS IVYEYV QQID        G  D       DG V                  E      H      T    

CepA_04_CBX07046.1|hlab cccccccc cc ccccccc  c cccccccccccccccccc cccccc cccccc ccccdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddGRNAKGQQI CN IGFILLP  H YSIAVFVKDSEADNRENS IIAEIS IVYEYV QQID        G  D       DG A                  E      R      T    

CepA_05_KXU41062.1|hlab cccccccc cc ccccccc  c cccccccccccccccccc cccccc cccccc ccccdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddGRNAKGQQI CN IGFILLP  H YSIAVFVKDSEADNRENS IIAEIS IVYEYV QQID        G  D       DG V                  E      R      T    

CepA_06_CBX07043.1|hlab cccccccc cc ccccccc  c cccccccccccccccccc cccccc cccccc ccccdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddGRNAKGQQI CN IGFILLP  H YSIAVFVKDSEADNRENS IIAEIS IVYEYV QQID        G  D       DG A                  E      R      T    

CepA_07_EGM96002.1|hlab cccccccc cc ccccccc  c cccccccccccccccccc cccccc cccccc ccccdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddGRNAKGQQI CN IGFILLP  H YSIAVFVKDSEADNRENS IIAEIS IVYEYV QQID        G  E       DG A                  E      R      T    

CepA_08_EIY42666.1|hlab cccccccc cc ccccccc  c cccccccccccccccccc cccccc cccccc ccccdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddGRNAKGQQI CN IGFILLP  H YSIAVFVKDSEADNRENS IIAEIS IVYEYV QQID        G  D       DG V                  E      R      T    

CepA_09_EIY95316.1|hlab cccccccc cc ccccccc  c cccccccccccccccccc cccccc cccccc ccccdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddGRNAKGQQI CN IGFILLP  H YSIAVFVKDSEADNRENS IIAEIS IVYEYV QQID        G  D       DG A                  E      R      T    

CepA_10_EXY19300.1|hlab cccccccc cc ccccccc  c cccccccccccccccccc cccccc cccccc ccccdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddGRNAKGQQI CN IGFILLP  H YSIAVFVKDSEADNRENS IIAEIS IVYEYV QQID        G  D       DG A                  E      R      T    

CepA_11_EXY28329.1|hlab cccccccc cc ccccccc  c cccccccccccccccccc cccccc cccccc ccccdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddGRNAKGQQI CN IGFILLP  H YSIAVFVKDSEADNRENS IIAEIS IVYEYV QQID        G  D       DG A                  E      R      T    

CepA_12_EXY47305.1|hlab cccccccc cc ccccccc  c cccccccccccccccccc cccccc cccccc ccccdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddGRNAKGQQI CN IGFILLP  H YSIAVFVKDSEADNRENS IIAEIS IVYEYV QQID        G  D       DG A                  E      R      T    

CepA_13_EXY66440.1|hlab cccccccc cc ccccccc  c cccccccccccccccccc cccccc cccccc ccccdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddGRNAKGQQI CN IGFILLP  H YSIAVFVKDSEADNRENS IIAEIS IVYEYV QQID        G  D        G A                  E      R      T                       G                                        

CepA_14_EXZ06368.1|hlab cccccccc cc ccccccc  c cccccccccccccccccc cccccc cccccc ccccdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddGRNAKGQQI CN IGFILLP  H YSIAVFVKDSEADNRENS IIAEIS IVYEYV QQID           D        G A                  E      R      T            A          S                                        

CepA_15_EXZ14938.1|hlab cccccccc cc ccccccc  c cccccccccccccccccc cccccc cccccc ccccdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddGRNAKGQQI CN IGFILLP  H YSIAVFVKDSEADNRENS IIAEIS IVYEYV QQID        G  D       DG A                  E      R      T    

CepA_16_EXZ20393.1|hlab cccccccc cc ccccccc  c cccccccccccccccccc cccccc cccccc ccccdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddGRNAKGQQI CN IGFILLP  H YSIAVFVKDSEADNRENS IIAEIS IVYEYV QQID        G  D       DG V                         R      T                                             K                  

CepA_17_EXZ91867.1|hlab cccccccc cc ccccccc  c cccccccccccccccccc cccccc cccccc ccccdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddGRNAKGQQI CN IGFILLP  H YSIAVFVKDSEADNRENS IIAEIS IVYEYV QQID        G  D       DG A                  E      R      T    

CepA_18_EYA72157.1|hlab cccccccc cc ccccccc  c cccccccccccccccccc cccccc cccccc ccccdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddGRNAKGQQI CN IGFILLP  H YSIAVFVKDSEADNRENS IIAEIS IVYEYV QQID        G  D       DG A                  E      R      T    

CepA_19_YP_098534.1|hlab cccccccc cc ccccccc  c cccccccccccccccccc cccccc cccccc ccccdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddGRNAKGQQI CN IGFILLP  H YSIAVFVKDSEADNRENS IIAEIS IVYEYV QQID        G  D       DG V                  E      R      T    

CepA_20_RHD49540.1|hlab cccccccc cc ccccccc  c cccccccccccccccccc cccccc cccccc ccccdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddGRNAKGQQI CN IGFILLP  H YSIAVFVKDSEADNRENS IIAEIS IVYEYV QQID        G  D       DG A                  E      R      T    

CepA_21_RDT77422.1|hlab cccccccc cc ccccccc  c cccccccccccccccccc cccccc cccccc ccccdddddddddddddddddddddddddddddddddddddddddddddddddddddddddddGRNAKGQQI CN IGFILLP  H YSIAVFVKDSEADNRENS IIAEIS IVYEYV QQID        G  D       DG A                  E      R      T    

CepA_22_AKA51196.1|hlab cccccccc cc ccccccc  c cccccccccccccccccc cccccc cccccc ccccIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIHRNAKGQQI CN IGFILLP  H YSIAVFVKDSEADNRENS IIAEIS IVYEYV QQID        G  D       DG A                  E      R      T    
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