A

      1                                                                67
MmEx4 ATCGCTGGGGTGCATTCCCACCCCCTCCCCGACCTGCCCTATGGCACCTTGGACCTGAATGAGCTAG

      *  ***** ***** ****** ******* ** ****** *  ****  ***** **  ****** *

HsEx4 AGGGCTGGAGTGCACTCCCACTCCCTCCCAGAGCTGCCCCACTGCACTCTGGAC-TGGCTGAGCTGG

      1                                                                66

B

    168                                                               234

MmEx7 CTGTTTCCCTGGACAGAACAGTCTGTGCGGGCTGTGTGGCACCGAGATGTGTCTGCTCAGGACACGG

      ***** *  ******** ***** ****   * *********** ** ** ** *   ******* *

HsEx7 CTGTTCCTATGGACAGAGCAGTCCGTGCTT-CCGTGTGGCACCGCGACGTCTCGGTGTAGGACACTG

    141                                                               206

C

MmTA         MLCSLFRAAMLRSLFRATVPGLRVPWAQWSRNWAGVPAHVVDLRSDTVTRPGPAMRRAMA
HsTA_F1               MLRRLARAAAPVHGALRAGCGS--AGVAAYVVGLRSDKVTRPGPAMRCVMA
PtTA_F1               MLRRLARAAAPVHGALRAGSGS--AGVAAHVVGLRSDKVTGPGPAMRHVMA
                      *** * **:.*   .  *  .   ***.*:**.****.** ****** .**

MmTA         EAVVGDDDYGEDPTVHELQEKAAELLGVERTLFVPTNTMANLISVMGHCRRRGSQVLLGQ
HsTA_F1      EAVVGDDDYGED---RQLQEMAVELLGLGRTLFVPSNTMANLISVMCHCWRRGSQLLLGQ
PtTA_F1      DAVVGDDDYGEDRRAGQLQEMALELLGLGRTLFVPSNTMANLISVMCHCWRRGSQLLLGQ
             :***********    :*** * ****: ******:********** ** *****:****

MmTA         ECHLHVYEQGGVAQIAGVHSHPLPDLPYGTLDLNELERALTRGSGSPYHPVCELVYLENT
HsTA_F1      ECHLHVYEQGGVAQRAGVHSHSLPELPHCTLDwlswrg#
HsTA_F3                                      LAELERMITRGLQSPYHQVCELICLENS
PtTA_F1      ECHLHVFEQGGVAQRAGVHSHSLPELPHCTLDwlswrg#
PtTA_F3                                      LAELERMITRDLQSPYHQVCELICLENS
             ******.******* ******.**:**: **** **** :**   **** ****: ***:

MmTA         HSSAGGRVLPVDYLRQVCLLAHAHGARVHMDGARLMNAAVALRIPPARLVEHCDSVSFCF
HsTA_F3      HSISGVRILPINYLRQVHLLAQTYGAWVHLDRAQLMNVVLALHVPPTYIVEHCDSVSFCL
PtTA_F3      HSISGVRILPINYLRQVHLLAQTYGAWVHLDGAQLMNVALALHVPPTHIVEHCDSVSFCL
             ** :* *:**::***** ***:::** **:* *:***..:**::**: :**********:

              K PLP-binding lysyl residue
MmTA         SKGLGAPVGALVGGSKDFIGEAWRLRKALGGGMRQAGVLAAAALVGLAEAEEVLPRDHEN
HsTA_F3      SKGLGAPVGSLAGRPKDFIEEAWRLQKALGGSMHQVGMLAAVALVGLVDTKQALWQDHGN
PtTA_F3      SKGLGAPVGSLAGRPKDFIEEAWCLQKALGGSVHQVGMLAAVALVGLVDTKQALWQDHGN
             *********:*.* .**** *****:*****.*:*.*:***.*****.::::.* :** *

MmTA         AQRFAKGLQDLASPICSVDPATVETNMVLVQVAGLPPSELCQRLQAVSAEEVAQTGRAVR
HsTA_F3      AQRFTQGLQELVLSVCSVDPTFVETNMVVVSMAG---------LRAVSADELAHTGHVAC
PtTA_F3      AQRFTKGLQEPVSSVCSVDPTFVETNMVVVSMAGlwavsaavpmdravrascvaprrlgvgh#
PtTA_F2                                        FGGP#
             ****::***:.. .:*****: ******:*.:**
MmTA         VLLFPWTEQSVRAVWHRDVSAQDTELALKKWEFVLRQLRP#
HsTA_F3      VPLFLWTEQSVAScgtatsrcrtlnwc#
HsTA_F2                   VWHRDVSV#DTELVLRKWEFVLRPLES#
PtTA_F2      VPLFLWTEQSVLPcgtatsrcrtlnwc#
PtTA_F3                   VWHRDVSV#DTELVLRKWEFVLRPLES#
             * ** ******  *******. ****.*:******* *..
