TrTA  MVVRGAWRSLLNRGLIASRNPWKSVAKGSSCVREYHDTG_KASIPGPRGAANTRV\VDLRSD     60

DrTA    MSSKTLTVIVR--LVRHCLYKPRVFRVNPVRLYYGS-_PQTVTG----SAIRT\VDLRSD     51

XtTA    MRLRGVSVLWG--QLQLAAERNKTIYSFCVRKMYTST_QAPLSA-----KLRV\VDLRSD     51

MmTA   MLCSLFRAAMLR------SLFRATVPGLRVPWAQWSRN\WAGVPA-------HV_VDLRSD     46

        :     : :           :  .                 :..       :. ******

TrTA    TVTKPTPAMRQAMASAEVGDDVMGEDPTVNELQKVAAELFRMEAALFVTSGTMGNLLAAM    120

DrTA    TVTKPGAAMRRAMAEAEVGDDVFGEDPTVNELQKIAAEMFGMKAALYVPSGTMSNLIAVM    111

XtTA    TVTKPCQEMRRAMAEAEVGDDVFGEDPTVNEIQRQAAQLLGTEDALFVTSGTMGNLISVM    111

MmTA    TVTRPGPAMRRAMAEAVVGDDDYGEDPTVHELQEKAAELLGVERTLFVPTNTMANLISVM    106

        ***:*   **:***.* ****  ******:*:*. **:::  : :*:*.:.**.**::.*

TrTA    VHCRRRDDEMIVGDLSHIHVYEQGGSAYVTGVHSTTVRTQPDGTFDLTELESKIRHGYPD    180

DrTA    VHCRERGDEMIAGDLSHIHIYEQGGSAQLAGVHSATLRTLGDGTFDLDQLISKIRHGYPD    171

XtTA    CHCNFRGAEALIGDESHIFMYEQGGIAQIAGVFSRPVRTLSDGSLDLQDLESKIQHGFPD    171

MmTA    GHCRRRGSQVLLGQECHLHVYEQGGVAQIAGVHSHPLPDLPYGTLDLNELERALTRGSGS    166

         **. *. : : *: .*:.:***** * ::**.* .:     *::** :*   : :*  .

TrTA    PHYPRTRLICVENTHNIQGGRVLPLTFLQEVRALADRYGVSVHMDGARVMNAAVAQRVPL    240

DrTA    PHYPRSRLVCVENTHNIQGGRVLPLAFLQELRSVADQFGLAVHMDGARVMNAAVALGVQP    231

XtTA    AHFGKTQLICLENSHNRMGGRVLPLSYMKEVRSLADRYHLKIHLDGARLLNAAQSLGVQP    231

MmTA    PYHPVCELVYLENTHSSAGGRVLPVDYLRQVCLLAHAHGARVHMDGARLMNAAVALRIPP    226

        .:.   .*: :**:*.  ******: :::::  :*. .   :*:****::*** :  :  

                       K PLP-binding lysyl residue  
TrTA    TTILQHTHTVSVCLSKGLGAPVGTILAGPKAFISQARRYRKALGGGMRQAGIIAAAGKVA    300

DrTA    SAILQHCHSVSVCLSKGLGAPVGSMLGGSKDFIQRAVRVRKVLGGGMRQLGILAAAGKIA    291

XtTA    SQIAQFSDSVSLCLSKGLGAPVGSLIGGQKEFIDKARRIRKLLGGGMRQAGVLAAAGIVA    291

MmTA    ARLVEHCDSVSFCFSKGLGAPVGALVGGSKDFIGEAWRLRKALGGGMRQAGVLAAAALVG    286

        : : :. .:**.*:*********:::.* * ** .* * ** ******* *::***. :.

TrTA    LLEMSGRLEEDHHNARTFAQALLSSGSPLFTVDMDCVETNILRFFLDP-RLGPDEFCARM    359

DrTA    LSDMIGRLEEDHRNARHFAQALLESDPALYQVDLNTVQTNIVRFSLREGQMSPVEFCERM    351

XtTA    LNRALENVALDHQHAKAFALGVQAIASPVCTTDPATVESNMVRLMLND-KLTAEELCKQL    350

MmTA    LAEAEEVLPRDHENAQRFAKGLQDLASPICSVDPATVETNMVLVQVAG--LPPSELCQRL    344

        *      :  **.:*: ** .:    ..:  .*   *::*:: . :    : . *:* ::

TrTA    AQVGEGEEEELGQGVQVLMFPHFGNSVRAVWHLGISSEETQLAVQKMKFVAAQVLKETVGTQ# 421

DrTA    AGVDEEEVKALGQGVPVLMFPHVGDTVRAVWHLGISEEDTQLAILKAQFVAQQHKRRSIRAA# 413

XtTA    GDVNQVEQDTK-QGVSVLALPVSLHCVRLVWHRDISEQDTRLALDKLKTVLQTYSNEKIE#   409

MmTA    QAVSAEEVAQTGRAVRVLLFPWTEQSVRAVWHRDVSAQDTELALKKWEFVLRQLRP#       400

          *.  *     :.* ** :*   . ** *** .:* ::*.**: * : *

