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COBB_PSEDE      RYDMLGLLPLVTSFAERRRHLGYRRVVPV-DNAFFDGPM--TAHEFHYAT

GAT3_STAAC      ELEGLGILDFYTESKTNRLT-G-DIVIE-SDT-FG--TI--VGFENHGGR

Consensus :*::   .    .    .   .    .  :    :   ..* * . 

A. C. Res

>> == =====>>>>>=====  ===>>>>==>>>>>========/////

COBB_BACME      FY-SE-KEFSPAYDTKGMRGM--KEEGYMNNNLIAGYTHFHFGSSTKMVE

COBB_METJA      LV-NI-KEERFAYKIERGRGIINNLDGIFNGKVLAGYLHNHAVANPYFAS

COBB_PSEDE      IV-AE-GAADRLFAVSDAAGEDLGQAGLRRGPVAGSFMHLIDVA------

GAT3_STAAC      TYHDFGTLGHVTFGY--GNNDEDKKEGIHYKNLLGTYLHGPILPKNYEIT

Consensus :      .      *     : . : *    .      

A. C. Res A

C

TP DS DS

DS

C

TP

====>>>>>>======//////////////====>>>>>>======////  

COBB_BACME      MSNRRLVIAGTGSGVPKTTLTIGLMAALKQAGYRVQGFKCGPDYIDPTYH  

COBB_METJA      MIMKRVVIAGTSSEVGKTVISTGIMKALSKK-YNVQGYKVGPDYIDPTYH  

COBB_PSEDE      MS--GLLIAAPASGSGKTTVTLGLMRALKRRGVAIAPGKAGPDYIDPAFH  

GAT3_STAAC      MH--ELTIYHFMSDKLNLYSDIGNIIALRQRAKK-RN-------------

==  >>>>>>>>===========/////////// ==           

Consensus *    : *    *   :     * : ** : 

////=============///////////=====>>>>>============

COBB_BACME      TAVTERTSRNIDSWMLEHDMVREIVARASQDADISIMEGVMGFFDGKNPL

COBB_METJA      TIATGNKSRNLDSFFMNKEQIKYLFQKHSKDKDISVIEGVRGLYEGISAI

COBB_PSEDE      AAATGEPCFNYDPWAMRPELLLANASHVASGGRTLIVEAMMGLHDG--AA

GAT3_STAAC      --------------------------------------------------

=====///////====>>>>>=====/////////////======>>>>>

COBB_BACME      TNEGSTAEISLITNSPVLLVVNCASMARSAAAIVKGFQQFLPEANIVGVI

COBB_METJA      DDIGSTASVAKALDSPIILLVNAKSLTRSAIAIIKGFMSF-DNVKIKGVI

COBB_PSEDE      DGSGTPADLAATLNLAVILVVDCARMSQSVAALVRGYADHRDDIRVVGVI

GAT3_STAAC      -------------------------------------------IKVNV--

==>>>

>======/////////////= ===>>>>>====================

COBB_BACME      ANRVGSEGHYKLVKAAIEQEC-HIPVVGYLKTNDELTIPERHLGLIPSIE

COBB_METJA      FNFVRSENHIKKLKDAMSYYLPDIEIIGFIPRNEDFKVEGRHLGLVPTPE

COBB_PSEDE      LNKVGSDRHEMMLRDALGKV--RMPVFGVLRQDSALQLPERHLGLVQAGE

GAT3_STAAC      --------------------------------------------------

= ===//////////////==////////==========:::::= ====

COBB_BACME      R-GELTPFFEQLGQLVHDTIDIEKVYELALAPKIEINDPIFTKPS-VPQV

COBB_METJA      NLKEIESKIVLWGELVEKYLDLDKIVEIADEDFEEVDDVFLWEVN-ENYK

COBB_PSEDE      H-SALEGFIEAAAARVEAACDLDAIRLIATIF-PQVPAAADAERLRPLGQ

GAT3_STAAC      --------------------------------------------------

>>>>>>========/////////===>>>>==============>>>>==

COBB_BACME      KIAVARDAAFNFYYEENFELLKACGAELVEFSPLKGEMVPQDADGLYIGG

COBB_METJA      KIAVAYDKAFNFYYWDNFEALKENKAKIEFFSPLKDSEVP-DADILYIGG

COBB_PSEDE      RIAVARDIAFAFCYEHLLYGWRQGGAEISFFSPLADEGPDAAADAVYLPG

GAT3_STAAC      ----------------------------VEINETEG-ITFDECDIFFIGG

>>>===== =======>>>>==

===//////////////////////====>>>>=//////==========

COBB_BACME      GFPEEFAETLAQQIDVKNSVRAAIQKGLPTLAECGGFMFLTDGIVTTDDT

COBB_METJA      GYPELFKEELSRNKEMI---ESIKEFDGYIYGECGGLMYITKSIDN----

COBB_PSEDE      GYPELHAGQLSAAARFRSGMHSAAERGARIFGECGGYMVLGEGLVAADGT

GAT3_STAAC      GSDREQALATKELSKIKTPLKEAIEDGMPGLTICGGYQFLGKKYITPDGT

===//////////===/////////====>>>>=/////===>>>=====

Consensus *  .           .    .   : .      ***   : .        

A. C. Res A                

>>>>>>>>>>>>>>=====>>>>>>>>>===========>>>>>>===>>

COBB_BACME      CYEMVGLIPGQVRMQTKLAALGYREVTGKPGNFLFKGDIQAKGHEFHYST

COBB_METJA      -VPMVGLLNCSAVMTKHVQGLSYVKAEFLEDCLIGRKGLKFKGHEFHYSK

COBB_PSEDE      RYDMLGLLPLVTSFAERRRHLGYRRVVPV-DNAFFDGPM--TAHEFHYAT

GAT3_STAAC      ELEGLGILDFYTESKTNRLT-G-DIVIE-SDT-FG--TI--VGFENHGGR

Consensus :*::   .    .    .   .    .  :    :   ..* * . 

A. C. Res

>> == =====>>>>>=====  ===>>>>==>>>>>========/////

COBB_BACME      FY-SE-KEFSPAYDTKGMRGM--KEEGYMNNNLIAGYTHFHFGSSTKMVE

COBB_METJA      LV-NI-KEERFAYKIERGRGIINNLDGIFNGKVLAGYLHNHAVANPYFAS

COBB_PSEDE      IV-AE-GAADRLFAVSDAAGEDLGQAGLRRGPVAGSFMHLIDVA------

GAT3_STAAC      TYHDFGTLGHVTFGY--GNNDEDKKEGIHYKNLLGTYLHGPILPKNYEIT

Consensus :      .      *     : . : *    .      

A. C. Res A

C

TP DS DS

DS

C

TP

====>>>>>>======//////////////====>>>>>>======////  

COBB_BACME      MSNRRLVIAGTGSGVPKTTLTIGLMAALKQAGYRVQGFKCGPDYIDPTYH  

COBB_METJA      MIMKRVVIAGTSSEVGKTVISTGIMKALSKK-YNVQGYKVGPDYIDPTYH  

COBB_PSEDE      MS--GLLIAAPASGSGKTTVTLGLMRALKRRGVAIAPGKAGPDYIDPAFH  

GAT3_STAAC      MH--ELTIYHFMSDKLNLYSDIGNIIALRQRAKK-RN-------------

==  >>>>>>>>===========/////////// ==           

Consensus *    : *    *   :     * : ** : 

////=============///////////=====>>>>>============

COBB_BACME      TAVTERTSRNIDSWMLEHDMVREIVARASQDADISIMEGVMGFFDGKNPL

COBB_METJA      TIATGNKSRNLDSFFMNKEQIKYLFQKHSKDKDISVIEGVRGLYEGISAI

COBB_PSEDE      AAATGEPCFNYDPWAMRPELLLANASHVASGGRTLIVEAMMGLHDG--AA

GAT3_STAAC      --------------------------------------------------

=====///////====>>>>>=====/////////////======>>>>>

COBB_BACME      TNEGSTAEISLITNSPVLLVVNCASMARSAAAIVKGFQQFLPEANIVGVI

COBB_METJA      DDIGSTASVAKALDSPIILLVNAKSLTRSAIAIIKGFMSF-DNVKIKGVI

COBB_PSEDE      DGSGTPADLAATLNLAVILVVDCARMSQSVAALVRGYADHRDDIRVVGVI

GAT3_STAAC      -------------------------------------------IKVNV--

==>>>

>======/////////////= ===>>>>>====================

COBB_BACME      ANRVGSEGHYKLVKAAIEQEC-HIPVVGYLKTNDELTIPERHLGLIPSIE

COBB_METJA      FNFVRSENHIKKLKDAMSYYLPDIEIIGFIPRNEDFKVEGRHLGLVPTPE

COBB_PSEDE      LNKVGSDRHEMMLRDALGKV--RMPVFGVLRQDSALQLPERHLGLVQAGE

GAT3_STAAC      --------------------------------------------------

= ===//////////////==////////==========:::::= ====

COBB_BACME      R-GELTPFFEQLGQLVHDTIDIEKVYELALAPKIEINDPIFTKPS-VPQV

COBB_METJA      NLKEIESKIVLWGELVEKYLDLDKIVEIADEDFEEVDDVFLWEVN-ENYK

COBB_PSEDE      H-SALEGFIEAAAARVEAACDLDAIRLIATIF-PQVPAAADAERLRPLGQ

GAT3_STAAC      --------------------------------------------------

>>>>>>========/////////===>>>>==============>>>>==

COBB_BACME      KIAVARDAAFNFYYEENFELLKACGAELVEFSPLKGEMVPQDADGLYIGG

COBB_METJA      KIAVAYDKAFNFYYWDNFEALKENKAKIEFFSPLKDSEVP-DADILYIGG

COBB_PSEDE      RIAVARDIAFAFCYEHLLYGWRQGGAEISFFSPLADEGPDAAADAVYLPG

GAT3_STAAC      ----------------------------VEINETEG-ITFDECDIFFIGG

>>>===== =======>>>>==

===//////////////////////====>>>>=//////==========

COBB_BACME      GFPEEFAETLAQQIDVKNSVRAAIQKGLPTLAECGGFMFLTDGIVTTDDT

COBB_METJA      GYPELFKEELSRNKEMI---ESIKEFDGYIYGECGGLMYITKSIDN----

COBB_PSEDE      GYPELHAGQLSAAARFRSGMHSAAERGARIFGECGGYMVLGEGLVAADGT

GAT3_STAAC      GSDREQALATKELSKIKTPLKEAIEDGMPGLTICGGYQFLGKKYITPDGT

===//////////===/////////====>>>>=/////===>>>=====

Consensus *  .           .    .   : .      ***   : .        

A. C. Res A                

>>>>>>>>>>>>>>=====>>>>>>>>>===========>>>>>>===>>

COBB_BACME      CYEMVGLIPGQVRMQTKLAALGYREVTGKPGNFLFKGDIQAKGHEFHYST

COBB_METJA      -VPMVGLLNCSAVMTKHVQGLSYVKAEFLEDCLIGRKGLKFKGHEFHYSK

COBB_PSEDE      RYDMLGLLPLVTSFAERRRHLGYRRVVPV-DNAFFDGPM--TAHEFHYAT

GAT3_STAAC      ELEGLGILDFYTESKTNRLT-G-DIVIE-SDT-FG--TI--VGFENHGGR

Consensus :*::   .    .    .   .    .  :    :   ..* * . 

A. C. Res

>> == =====>>>>>=====  ===>>>>==>>>>>========/////

COBB_BACME      FY-SE-KEFSPAYDTKGMRGM--KEEGYMNNNLIAGYTHFHFGSSTKMVE

COBB_METJA      LV-NI-KEERFAYKIERGRGIINNLDGIFNGKVLAGYLHNHAVANPYFAS

COBB_PSEDE      IV-AE-GAADRLFAVSDAAGEDLGQAGLRRGPVAGSFMHLIDVA------

GAT3_STAAC      TYHDFGTLGHVTFGY--GNNDEDKKEGIHYKNLLGTYLHGPILPKNYEIT

Consensus :      .      *     : . : *    .      

A. C. Res A

C

TP DS DS

DS

C

TP

====>>>>>>======//////////////====>>>>>>======////  

COBB_BACME      MSNRRLVIAGTGSGVPKTTLTIGLMAALKQAGYRVQGFKCGPDYIDPTYH  

COBB_METJA      MIMKRVVIAGTSSEVGKTVISTGIMKALSKK-YNVQGYKVGPDYIDPTYH  

COBB_PSEDE      MS--GLLIAAPASGSGKTTVTLGLMRALKRRGVAIAPGKAGPDYIDPAFH  

GAT3_STAAC      MH--ELTIYHFMSDKLNLYSDIGNIIALRQRAKK-RN-------------

==  >>>>>>>>===========/////////// ==           

Consensus *    : *    *   :     * : ** : 

////=============///////////=====>>>>>============

COBB_BACME      TAVTERTSRNIDSWMLEHDMVREIVARASQDADISIMEGVMGFFDGKNPL

COBB_METJA      TIATGNKSRNLDSFFMNKEQIKYLFQKHSKDKDISVIEGVRGLYEGISAI

COBB_PSEDE      AAATGEPCFNYDPWAMRPELLLANASHVASGGRTLIVEAMMGLHDG--AA

GAT3_STAAC      --------------------------------------------------

=====///////====>>>>>=====/////////////======>>>>>

COBB_BACME      TNEGSTAEISLITNSPVLLVVNCASMARSAAAIVKGFQQFLPEANIVGVI

COBB_METJA      DDIGSTASVAKALDSPIILLVNAKSLTRSAIAIIKGFMSF-DNVKIKGVI

COBB_PSEDE      DGSGTPADLAATLNLAVILVVDCARMSQSVAALVRGYADHRDDIRVVGVI

GAT3_STAAC      -------------------------------------------IKVNV--

==>>>

>======/////////////= ===>>>>>====================

COBB_BACME      ANRVGSEGHYKLVKAAIEQEC-HIPVVGYLKTNDELTIPERHLGLIPSIE

COBB_METJA      FNFVRSENHIKKLKDAMSYYLPDIEIIGFIPRNEDFKVEGRHLGLVPTPE

COBB_PSEDE      LNKVGSDRHEMMLRDALGKV--RMPVFGVLRQDSALQLPERHLGLVQAGE

GAT3_STAAC      --------------------------------------------------

= ===//////////////==////////==========:::::= ====

COBB_BACME      R-GELTPFFEQLGQLVHDTIDIEKVYELALAPKIEINDPIFTKPS-VPQV

COBB_METJA      NLKEIESKIVLWGELVEKYLDLDKIVEIADEDFEEVDDVFLWEVN-ENYK

COBB_PSEDE      H-SALEGFIEAAAARVEAACDLDAIRLIATIF-PQVPAAADAERLRPLGQ

GAT3_STAAC      --------------------------------------------------

>>>>>>========/////////===>>>>==============>>>>==

COBB_BACME      KIAVARDAAFNFYYEENFELLKACGAELVEFSPLKGEMVPQDADGLYIGG

COBB_METJA      KIAVAYDKAFNFYYWDNFEALKENKAKIEFFSPLKDSEVP-DADILYIGG

COBB_PSEDE      RIAVARDIAFAFCYEHLLYGWRQGGAEISFFSPLADEGPDAAADAVYLPG

GAT3_STAAC      ----------------------------VEINETEG-ITFDECDIFFIGG

>>>===== =======>>>>==

===//////////////////////====>>>>=//////==========

COBB_BACME      GFPEEFAETLAQQIDVKNSVRAAIQKGLPTLAECGGFMFLTDGIVTTDDT

COBB_METJA      GYPELFKEELSRNKEMI---ESIKEFDGYIYGECGGLMYITKSIDN----

COBB_PSEDE      GYPELHAGQLSAAARFRSGMHSAAERGARIFGECGGYMVLGEGLVAADGT

GAT3_STAAC      GSDREQALATKELSKIKTPLKEAIEDGMPGLTICGGYQFLGKKYITPDGT

===//////////===/////////====>>>>=/////===>>>=====

Consensus *  .           .    .   : .      ***   : .        

A. C. Res A                

>>>>>>>>>>>>>>=====>>>>>>>>>===========>>>>>>===>>

COBB_BACME      CYEMVGLIPGQVRMQTKLAALGYREVTGKPGNFLFKGDIQAKGHEFHYST

COBB_METJA      -VPMVGLLNCSAVMTKHVQGLSYVKAEFLEDCLIGRKGLKFKGHEFHYSK

COBB_PSEDE      RYDMLGLLPLVTSFAERRRHLGYRRVVPV-DNAFFDGPM--TAHEFHYAT

GAT3_STAAC      ELEGLGILDFYTESKTNRLT-G-DIVIE-SDT-FG--TI--VGFENHGGR

Consensus :*::   .    .    .   .    .  :    :   ..* * . 

A. C. Res

>> == =====>>>>>=====  ===>>>>==>>>>>========/////

COBB_BACME      FY-SE-KEFSPAYDTKGMRGM--KEEGYMNNNLIAGYTHFHFGSSTKMVE

COBB_METJA      LV-NI-KEERFAYKIERGRGIINNLDGIFNGKVLAGYLHNHAVANPYFAS

COBB_PSEDE      IV-AE-GAADRLFAVSDAAGEDLGQAGLRRGPVAGSFMHLIDVA------

GAT3_STAAC      TYHDFGTLGHVTFGY--GNNDEDKKEGIHYKNLLGTYLHGPILPKNYEIT

Consensus :      .      *     : . : *    .      

A. C. Res A

C

TP DS DS

DS

C

TP

  50 

  49 

  48 

  34 

100 

  99 

  96 

150 

148 

146 

  39 

199 

198 

194 

   

247 

247 

242 

   

297 

296 

292 

  60 

347 

339 

342 

110 

397 

388 

389 

152 

443 

436 

431 

200 Q5HEN2_STAAC 

Q5HEN2_STAAC 

Q5HEN2_STAAC 

Q5HEN2_STAAC 

Q5HEN2_STAAC 

Q5HEN2_STAAC 

Q5HEN2_STAAC 

Q5HEN2_STAAC 

Q5HEN2_STAAC 

Figure S5B 


