sabA 26695: 1 EDNGFFVSAGYQIGEAVQMVKNTGELKNLNEKYEQLSQYLNQVASLKQSIQNANNIELVNSSLNYLKSFTNN
ELS37 1 MKKHILSLALGSLLVSALSAEDDGFYTSVGYQIGEAAQMVTNTKGIQQLSDNYENLSKLLTRYSTLNNFIQLASDPSAINAARENLGASAKN

Ka/Ks All
Ka/Ks S. America

Nic03 A 1 MKKHILSLALGSLLVSTLSAEDDGFYTSVGYQIGEAAQMVTNTKGIQQLSDNYENLSKLLTRYSTLNTLIQLSADPSAINAARENLGASAKN
Niclée A + C 1 MKKHILSLALGSLLVSTLSAEDDGFYTSVGYQIGEAAQMVTNTKGIQQLSDNYENLSKLLTRYSTLNNFIQLASDPSAINVARENLGASAKN
Nic04 C 1 -------=-=-=-=-=-=-=--=----- EDDGFYMSAGYQIGEAAQMVTNTKGIQQLSDNYENLSKLLTRYSTLNTLIQLSADPSAINSARENLGASAKN
Nic09 A 1 MKKHILSLTLGSLLVSTLSAEDDGFYVSAGYQIGEAAQMVEKNTKGIQELSDNYEKLNNLLNNYSTLNTLIKLSADPSAINSARENLGASAKN
Nic09 C 1 MKKHILSLTLGSLLVSTLSAEDDGFYVSAGYQIGEAAQMVEKNTKGIQELSDNYEKLNNLLNNYSTLNTLIKLSADPSAINSARENLGASAKN
Nicl3 C 1 MKKHILSLALGSLLVSTLSAEDDGFYTSVGYQIGEAAQMVSNTKGIQQLSDNYENLSKLLTRYSTLNNFIQLSADPNAINLARENLGASAKN
Nic03 C 1 MKKHILSLALGSLLVSTLSAEDDGFYMSAGYQIGEAAQMVINTKGIQQLSDNYENLSKLLTRYSTLNNFIQLASDPSAINAARENLGASAKN
Nic30 A 1 MKKHILSLALGSLLVSTLSAEDDGFYMSAGYQIGEAAQMVTNTKGIQQLSDNYENLSKLLTRYSTLNNFIQLASDPSVINAARENLGASAKN
Nic2l A + C 1 MKKHILSLALGSLLVSTLSAEDDGFYTSAGYQIGEAAQMVTNTKGIQQLSDNYENLSKLLTRYSTLNNFIQLASDPSAINAARENLGASAKN
Nicl9 A + C 1 MKKHILSLALGSLLVSTLSAEDDGFYTSVGYQIGEAAQMVTNTKGIQQLSDNYENLSKLLTRYSTLNNFIQLASDPSAINAARENLGASAKN
Nic0O6 A + A 1 MKKHILSLALGSLLVSALSAEDDGFYTSVGYQIGEAAQMVINTKGIQQLSDNYENLSKLLTRYSTLNNFIQLASDPSAINAARENLGASAKN
Nicl5 A + C 1 MKKHILSLTLGSLLVSALSAEDDGFYTSVGYQIGEATOQMVKNTKGIQELSDNYENLSKLLTRYSTLNTLIQLSADPSAINSARENLGASAKN
Nic27 A 1 ---HILSLALGSLLVSALSAEDDGFYTSVGYQIGEAAQMVTNTKGIQQLSDNYENLSKLLTRYSTLNNFIQLASDPSVINAARENLGASAKN
Nicl8 A + C 1 MKKHILSLALGSLLVSALSAEDDGFYMSAGYQIGEAAQMVTNTKGIQQLSDNYENLSKLLTRYSTLNNFIQLAADPSAINAARENLGASAKN
Nic07 A + C 1 MKKHILSLTLGSLLVSTLSAEDDGFYMSAGYQIGEAAQMVEKNTKGIQQLSDNYENLSKLLTRYSTLNNFIQLASDPSVINAARENLGASAKN
Nicl2 A 1 MKKHILSLALGSLLVSTLSAEDDGFYTSVGYQIGEAAQMVTNTKGIQQLSDNYENLSKLLTRYSTLNNLIQLSADPSAINAARENLGASAKN
Nicl2 C 1 MKKHILSLALGSLLVSTLSAEDDGFYTSVGYQIGEAAQMVTNTKGIQQLSDNYENLSKLLTRYSTLNNLIQLSTDPSAINAARENLGASAKN
Nicl0 A + C 1 MKKHILSLALGSLLVSTLSAEDDGFYTSVGYQIGEAAQMVTNTKGIQQLSDNYENLSKLLTRYSTLNNFIQLASDPSAINAARENLGASAKN
Nic32 A 1 MKKHILSLALGSLLVSTLSAEDDGFYTSVGYQIGEAAQMVINTKGIQQLSDNYENLSKLLTRYSTLNNFIQLASDPSAINAARENLGASAKN
Nic0l A + C 1 MKKHILSLALGSLLVSTLSAEDDGFYTSVGYQIGEAAQMVTNTKGIQQLSDNYENLSKLLTRYSTLNNFIQLASDPSAINAARENLGASAKN
Nicl4 A 1 MKKHILSLALGSLLVSTLSAEDDGFYMSAGYQIGEAAQMVEKNTKGIQQLSDNYENLSKLLTRYSTLNNFIQLASDPSAINAARENLGASAKN
Nic23 A 1 MKKHILSLALGSLLVSTLSAEDDGFYTSAGYQIGEAAQMVTNTKGIQQLSDNYENLSKLLTRYSTLNTLIQLSADPSAINSARENLGASAKN
Nic28 A 1 MKKHILSLTLGSLLVSTLSAEDDGFYTSVGYQIGEAAQMVINTKGIQQLSDNYENLSKLLTRYSTLNNLIQLSSDPSAINSARENLGASAKN
Nic25 A 1 MKKHILSLALGSLLVSALSAEDDGFYMSAGYQIGEAAQMVTNTKGIQQLSDNYENLSKLLTRYSTLNTLIQLSADPSAINSARENLGASAKN
Nic05 A + C 1 MKKHILSLALGSLLVSTLSAEDDGFYTSVGYQIGEAAQMVTNTKGIQDLSDRYESLNNLLTRYSTLNTLIKLSADPSAINAARENLGASAKN
Nic29 A 1 MKKHILSLALGSLLVSTLSAEDDGFYMSAGYQIGEAAQMVTNTKGIQQLSDNYENLSKLLTRYSTLNNLIQLSADPSAINSARENLGASAKN
Nic24 A 1 MKKYILSLALGSLLVSTLSAEDDGFYMSAGYQIGEAAQMVINTKGIQQLSDNYENLSKLLTRYSTLNNFIQLASDPSAINAARENLGASAKN
Nicl3 A 1 MKKHILSLALGSLLVSTLSAEDDGFYTSVGYQIGEAAQMVSNTKGIQQLSDNYENLSKLLTRYSTLNNFIQLSADPNAINLARENLGASAKN
Nic26 A 1 MKKHILSLALGSLLVSTLSAEDDGFYTSVGYQIGEAAQMVTNTKGIQDLSDRYESLNNLLTRYSTLNNFIQLASDPSAINAARENLGASAKN
Nic04 A 1 - - =-=-=-=-=-=-= MLHAEDDGFYTSVGYQIGEAAQMVTNTKGIQQLSDNYENLSKLLTRYSTLNTLIKLSADPSAINAARENLGASAKN
Nic20 A 1 MKKHILSLALGSLLVSTLSAEDDGFYTSVGYQIGEAAQMVEKNTKGIQELSDNYEKLNNLLNRYSTLNTLIKLSADPSAINSVRENLGASAKN
Nic20 C 1 MKKHILSLTLGSLLVSTLSAEDDGFYMSAGYQIGEAAQMVEKNTKGIQDLSDRYESLNNLLTRYSTLNTLIKLSADPSAINGVRNDLGASAKN
Nicll A + C 1 MKKHILSLALGSLLVSTLSAEDDGFYTSVGYQIGEAAQMVEKNTKGIQELSDNYEKLNNLLNNYSTLNTLIKLSADPSAINSARENLGASAKN
Nic31l A 1 MKKHILSLTLGSLLVSTLSAEDDGFYTSVGYQIGEAAQMVTNTKGIQDLSDNYEKLNNLLTRYSTLNTLIQLSADPSAINSARENLGASAKN
Nic22 A 1 MKKHILSLTLGSLLVSTLSAEDDGFYTSVGYQIGEAAQMVINTKGIQDLSDNYEKLNNLLTRYSTLNTLIQLSADPSAINSARENLGASAKN
consensus 1 MKK ILSL LGSLLVS L AEDDGFY S GYQIGEA QMV NTKGIQ LSD YE L LL YSTLN I L DP IN R LGASAKN



72 NYNSTTQSPIFNAVQAVITSVLGFWSLYAGNYFTFFVGKKVG-DSGQOASVQGNPFKTII
93 LIGDKANSPAYQAVLLAINAAVGFWNVLGYVTQEGGNGN-QRSTSS-TTVFNNEPGYRST

sabA 26695:
ELS37

Ka/Ks All

Ka/Ks S. America
Nic03 A 93
Niclé A + C 93
Nic04 C 93
Nic09 A 93
Nic09 C 93
Nicl3 C 93
Nic03 C 93
Nic30 A 93
Nic21 A + C 93
Nicl9 A + C 93
NicO6 A + A 93
Nicl5 A + C 93
Nic27 A 93
Nicl8 A + C 93
Nic07 A + Cc 93
Nicl2 A 93
Nicl2 C 93
Nicl0O A + C 93
Nic32 A 93
Nic01l A + C 93
Nicld A 93
Nic23 A 93
Nic28 A 93
Nic25 A 93
Nic05 A + C 93
Nic29 A 93
Nic24 A 93
Nicl3 A 93
Nic26 A 93
Nic04 A 93
Nic20 A 93
Nic20 C 93
Nicll A + C 93
Nic31 A 93
Nic22 A 93
consensus 93
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DTKNSPAYQAVLLATI
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NAAVGFWNVLGYATQEGGNGD-QKS
NAAVGFWNVLGYATQICEGGNANGQKS
NAAVGFWNVLGYATQEGGNANGTES
NAAVGFWNVVGYATQEGGNGN-QKS
NAAVGFWNVVGYATQEGGNGN-QKS
NAAVGFWNVVGYVSQEGGNADGQKS
NAAVGFWNVLGYATQEGGNGD-QKS
NAAVGFWNVLGYATQEGGNGN-QTS
NAAVGFWNVLGYATQEGGNGD-QRS
NAAVGFWNVLGYATQICEGGNGD-QRS
NAAVGFWNVLGYATQEGGNGD-QKS
NAAVGFWNVLGYATQEGGNGD-QKS
NAAVGFWNVLGYATQEGGNGD-RRS
NAAVGFWNVLGYATQICEGGNGD-QKS
NAAVGFWNVLGYATQEGGNGD-QKS
NAAVGFWNVVGYVTQEGGNGN-QKS
NAAVGFWNVVGYVTQEGGNGN-QKS
NAAVGFWNVLGYATQICEGGNGD-QES
NAAVGFWNVLGYATQEGGNGD-QKS
NAAVGFWNVLGYATQEGGNGN-QES
NAAVGFWNVLGYATQEGGNGD-QKS
NAAVGFWNVLGYATQEGGNGD-QQS
NAAVGFWNVLGYATQEGGNGS-QKS
NAAVGFWNVLGYATQEGGNGN-KES
NAAVGFWNVLGYATQEGGNGD-QKS
NAAVGFWNVLGYATQICEGGNGN-QKS
NAAVGFWNVLGYATQEGGNADGTKS
NAAVGFWNVVGYVSQEGGNADGQKS
NAAVGFWNVLGYATQEGGNGN-QQS
NAAVGFWNVIGYVTQICEGGYNKGAQS
NAAVGFWNVVGYATQEGGNGN-QKS
NAAVGFWNVVGYVTQE€GGNANGTKS
NAAVGFWNIVGYVTQEGGYNKDASS
NAAVGFWNVVGYVTQIEGGNANGTAS
NAAVGFWNVVGYVTQEGGNANGTAS
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Niclé
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Nic21l
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162 QTNSA----=-=-=-—---—-—-—-

TKGNNLCALSG---[CA--ATDS---TSNPPN

183 QTALKKGLPVLNQNNGTVNVNYTYTCSGEGNNNCDPSLFGIERNK----- ONGGTATKTQTIDGKQVTTTISSKVVQPR---- - NDAAYTETI
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PSLFEIKNDE----- RSGGTATKTQTIDGKTVT
PSLFGIKGNE ----- QNGGSVTKTQTIDGKTVT
PSLFGIKDNE----- RNGGSITTTQTIDGKQVT
A----- LANK----- RNGGTKTETQTIDGKTVT
A----- LANN----- RNGGTKTETQTIDGKTVT
PSLLGIKDGK----- QNGGTATKTQTIDGKQVT
KEATGVVE - ------ QNGGTVTKTQTIDGKTVS
PSLFGIKGKG----- RNGGSITKTQIIDGKTVS
PSLFGITGNNENGNGRNGGSITKTQTIDGKSVT
PSLLGIKDEK----- RNGGSTTKTQTIDGKTVT
PSLFGIKDDK----- RNGGTATKTQTIDGKTVI
PSLFGINDAQ----- RNGGSITKTQTIDGKQVT
PSLLGIKDNE----- RNGGTATKTQTIDGKTVT
AVATD--------—-- RNGGTKTETQTIDGKSVT
PSLFGITSDK----- RNGGTITKTQTIDGKQVS
PSLFGIKGNTQNGGGRNGGTVTKTQTIDGKTVT
PSLFGIKGNTQOQNGGGRNGGTVTKTQTIDGKTVT
MSVTGANQ------- QNGGTATKTQTIDGKTVT
PSLLGITNDK----- RNGGTTTKTQTIDGKTVT
PSLFGIEDNK----- RNGGSVTKTQTIDGKQVT
PSLFGIMGNDQNGHGRNGGSITKPQTIDGKQVS
PSLFGMKSNE - - - - - RNGGTATKNQTIDGKTVT
PSLFGMKDEE - - - - - RNSGSITKTQTIDGKTVS
KSVTGVTE-------— ONGGTKTETQTIDGKQVT
PSLFGITGNAQNSDRRNGGTATKTQTIDGKSVT
QQVTGVDE - ------ QNGGTTTKTQIIDGKTVT
SGVTGVNK------- OQNGGTATKAQTIDGKTVT
PSLLGIKDGK----- ONGGTATKTQTIDGKQVT
PLVTGVEN------- OQNSGSTTKTQTIDGKQVT
PSLFGMKDDE - - - - - RNGGSTTTTQTIDGKQVT
PEVTGVNN------- QSNGTTTKTQTIDGKTVT
ALVSDGENK------ RNGGSKTETQTIDGKTVI
--IEGVE------—-- QVNGSKTKTQTIDGKEVS
PSLFGINGDR----- RNGGTATKTQTIDGKQVS
PSLFGINGDG----- QNGGTATKTQTIDGKQVS
Gt T Q IDGK V

T
T
T
T
T
T
T
T
T
T
T
T
T
T
T
T
T
T
T
T
T
T
T
T
T
T
T
T
T
T
T
T
T
T
T
T

[ I I I B B> M e B B e B B = I B B Moo B B B B B B B B M~ B B B B RN I
HHHNHHHHHHHHHHHHEHHHHHHHKHHHHHHBHHKHHH H H

NMnunhnunonmmnmmnmuomnonmmmnnZnnonononmwmnonnZnnn nnnn nn
MnNnninmnmonmnmmnonommnnmmnonomnmmomnonmnumnnonumnonounnmnononmn nn n l

KVVDWNASGNT
KVVDFGASGNT
KVVDSTASGNT
KVVDSTASGNT
KVVDSTASGNT
KVVDSNASGNTI
KVVDSNASGNT
KVVDSGASGNT
KVVDSTAAGNT
KVVDSKAQGNT
RVVYSGASGNT
KVVDWNAQGNT
KVVDSRASGNT
KVVDSNAQGNT
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NLAQOLMDLIANTKTAMMWKNIVISGVSNTS--GAITSTNYPTQYAV----FNNIKAMIP

265 TNALNGVPDSAQALLAQASTLINTINNACPWFSVA--NKEGGPQ--MNPTS--GGLC-VFKDEISAIQKMIT

sabA 26695: 194 - -AL
ELS37

Ka/Ks All

Ka/Ks S. America

Nic03 A 270 TNALSGV
Niclé A + C 271 TNALSGV
Nic04 C 270 TNALNGV
Nic09 A 265 TNALNGV
Nic09 C 265 TNALNGV
Nicl3 C 271 NNQLDKV
Nic03 C 268 TNALSGV
Nic30 A 270 TNQLNGV
Nic21l A + C 275 TNALNGYV
Nicl9 A + C 270 TNTLSGV
NicO6 A + A 270 TNVLNGV
Nicl5 A + C 270 TNKLDGV
Nic27 A 270 TNALSGV
Nicl8 A + C 265 TNALNGYV
Nic07 A + C 265 TNALSGV
Nicl2 A 275 TNALSRV
Nicl2 C 275 TNALSGV
Nicl0 A + C 268 TNQLNGV
Nic32 A 275 TNALNGV
Nic0l A + C 269 TNALSGV
Nicld A 275 TNKLDGV
Nic23 A 270 TNTLKGV
Nic28 A 264 TNALSGV
Nic25 A 268 TNQLNGV
Nic0O5 A + C 275 TNTLSGV
Nic29 A 268 TNALSGV
Nic24 A 269 TNELKGV
Nicl3 A 271 NNQLDKV
Nic26 A 268 TNALNGV
Nic04 A 272 TNALNGV
Nic20 A 268 TNALNGV
Nic20 C 265 TNALNGV
Nicll A + C 267 TNALNGYV
Nic31l A 271 TNQLNGV
Nic22 A 271 TNQLNGV
consensus 275 N L v
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NSACPWFHVT--NQSNG
NSACPWFHVT--NQSNG
NSACPWFSVT--NKNSG
NSACPWFKVT--NKSGG
NSACPWENVT--NESGG
NEACPWFNATTNSSPNA
NSACPWFRVT--NQSNG
NSACPWFRVT--NQSNG
NSACPWFHVT--NQSNG
NSACPWFRVT--NHGGG
NSACPWFRVT--NQSNG
NSACPWFIVT--NKNNG
NSACPWFHVT--NQNNG
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NSACPWFRVT--NQSNG
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NSACPWFHVT--NQSNG
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NSACPWFSVV--NKSGG
NTACPWEFSVT--NQSNG
NSACPWFHVT--NRSSG
NSACPWFHVT--NQHNG
NEACPWENATTNSSPNA
NSACPWFHVT--NQHNG
NSACPWFTEP-NSQSNG
NSACPWFRVA--NQSNG
NEACPFFHAP-NNKVGG
NSACPWFTEP-SSQSNG
NSACPYFTAP-SSRANG
NSACPYFTAP-SSQANG
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350 VGSSGGKPFNPFTDASFAQGMLANASAQAKMLDLAHQVGQTLNPNNLSGNFKNFVTGFLATCHNPSTAGTGGTQGSAPGTVTTQTFASGCAY

sabA 26695: 272

ELS37

Ka/Ks All

Ka/Ks S. America

Nic03 A 355 VGGNGGKPFENPETDAS
Niclé A + C 356 VGGSGGKPENPEFTDAS
Nic04 C 355 VGGSGGKPFEFNPFTDTS
Nic09 A 350 VGGNNGKPFNPYTDAS
Nic09 C 350 VGGNNGKPENPYTDAS
Nicl3 C 36l VGGNNGKPENPEFTDAS
Nic03 C 353 VGGNGGKPFNPFTDAS
Nic30 A 355 VGGSGGKPEFNPEFETDAS
Nic21l A + C 360 VGGSGGKPENPEFTDAS
Nicl9 A + C 355 VGGSGGKPENPEFTDAS
Nic0O6 A + A 355 VGGSGGKPENPFTDAS
Nicl5 A + C 355 VGGSGGKPFSPFTDAS
Nic27 A 355 VGGNGDKPENPETDAS
Nicl8 A + C 350 VGGSGGKPENPEFTDAS
Nic07 A + C 350 VGGSGGKPENPFTDAS
Nicl2 A 363 VGGNNGKPFNPFTDAS
Nicl2 C 363 VGGNNGKPENPETDAS
Nicl0 A + C 353 MGGSGGKPENPFEFTDAS
Nic32 A 360 VGGSGGKPFEFNPFTDAS
NicOl A + C 354 VGNNNGKPFEFNPFTDAS
Nicld A 360 VGGSGGKPENPETDAS
Nic23 A 355 VGGSGGKPENPFTDAS
Nic28 A 349 VGGSGGKPEFNPYTDAS
Nic25 A 353 VGGSGGKPEFNPFETDAS
Nic0O5 A + C 360 VGGNNGKPFENPETDAS
Nic29 A 353 VGGNNSKPENPEFTDAS
Nic24 A 354 VEGSQGKPEFNPFTDAS
Nicl3 A 365 VGGNNGKPFNPFTDAS
Nic26 A 353 VGGNGGKPENPYTDAS
Nic04 A 363 VGGSGGKPENPFEFTDTS
Nic20 A 353 VGTNNGKPEFNPFTDAS
Nic20 C 352 VGGN--KPFNPFTDAS
Nicll A + C 358 VGGSGGKPENPYTDAS
Nic31l A 358 VGGSGGKPENPEFTDAS
Nic22 A 358 VGGSGGKPFNPFTDAS
consensus 365 v KPF PfTD

FAQGMLANASAQAKMLDLANQVGQTIN
FAQGMLANASAQAKMLNLAHQVGQAIN
FAQGMLANASAQAKMLDLSHQVGQTLN
FAQGMLANASAQAKMLDLADQVGQA
FAQGMLANASAQAKMLDLADQVGQA
FAQGMLDNASAQAKMLDLAHQVGQT
FAQGMLANASAQAKMLDLAHQVGQT
FAQGMLANASAQAKMLNLAHQVGQA
FAQGMLANASAQAKMLDLAHQVGQT
FAQGMLANASAQAKMLDLAHQVGQT
FAQGMLANASAQAKMLDLSHQVGQT
FAQGMLANASAQAKMLDLTHQVGQA
FAQGMLANASAQAKMLDLSHQVGQT
FAQGMLANASAQAKMLDLAHQVGQT
FAQGMLANASAQAKMLDLSHQVGQT
FAQGMLANASAQAKMLDLAHQVGQT
FAQGMLANASAQAKMLDLAHQVGQT
FAQGMLANASAQAKMLDLAHQVGQT
FAQGMLANASAQAKMLDLAHQVGQT
FAQGMLANASAQAKMLDLAHQVGQT
FAQGMLANASAQAKMLDLAHQVGQT
FAQGMLANASAQAKMLDLAHQUVGOQATI
FAQGMLANASAQAKMLDLVHQVGOQATL
FAQGMLANASAQAKMLNLAHQVGQATI
FAQGMLANASAQAKMLDLAHQVGQATI
FAQGMLANAQAQAKMLNLAEQUVGOQATI
FAQSMLANASAQAKMLDLSHQVGQAIN
FAQGMLDNASAQAKMLDLAHQVGQTLN
FAQSMLANAKAQAEILNQAEQVVK
FAQGMLANASAQAKMLDLSHQVGQTLN
FAQGMLANASAQAKMLDLAHQVGQTIN
FAQGMLANAQAQAKMLNLAEQVGQAIN
FAQGMLANASAQAKMLTLANQVGQTIN
FAQGMLANASAQAKMLDLANQVGQTIN
FAQGMLANASAQAKMLDLANQVGQTIN
FA ML NA AQA mL Qv
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PSNLSGNFQNFVKNFLATCHNPS
PERLTGTFQNEFVKNFLATCHNPS
PDNLSGTFKNFVTGFLATCHNPS
PDRLTGTFQNFVKGFLATCNNPS
PDRLTGTFQNFVKGFLATCNNPS
PNNLSGNFQYFVKEYLATCNNPS
PEKLSGTFQNFVKNFLATCHNPS
PNNLTGNFKNFVTGFLATCHNPS
PDNLRETFRSFVKNFLATCHNPS
PNNLS FONFVKNFLATCHNLS
PSNL FONFVKNFLATCHNPS
PSNL FKNFVIGFLATCNNSS
PEKL FODFVKNFLATCHNPS
PDNL FKNFVTGFLATCHNPS
PNNL FONFVKNFLATCHNPS
PSNL FONFVKNFLATCHNPS
PSNL FONFVKNFLATCHNPS
PINLSGNFQNEFVKNFLATCHNPS
PSNLNGTFRNEFVNNFLATCHNPS
PDNLSGTFKNFVTGFLATCNNPS
PSNLTGTFQNFVKNFLATCHNPS
PENLSGNFQHFVKNFLATCNNPS
PERLTGNFQDFVKNFLATCHNPS
PDNLTRNFKNFVTDFLATCHNPS
PSNLSGNFQSFVKNFLATCHNPS
PDRLTGTFKNEFVTDFLATCHNPS
PNNLNRTFQNFVKNFLATCHNPS
PNNLSGNFQYFVKEYLATCNNPS
NFEKIPKNFVSDSLGVCYE- -
PDNLSGTFKNEFVTGFLATCHNPS
PENLTGNFKNFVTDFLATCNNPS
PDRLSGTFKNFVTGFLATCNNPS
PDNLSGTFKNFVTGFLATCHNPS
PSNLSGTFQNFVKGFLATCNNPY
PSNLSGTFQNFVKGFLATCNNPY
FV La C

nNnnnnonnn
@
=]

TAGTSGTQGSAPGTVTTOQT
TAGTSGTQGSAPGTVTTQT
TSGANTTQGSAPGTVTTOQT
TAGTGGTQGSAPGTVTTOQT
TAGTGGTQGSAPGTVTTOQT
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TAGTGGTQGSAPGTVTTOQT
TAGTGGTQGSAPGTVTTOQT
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TAGTGGTQGSAPGTVTTQT
TAGTGGTQGSAPGTVTTOQT
TAGTGGTQGSPPGTVTTOQT
TAGTGGTQGSAPGTVTTOQT
TAGTGGTQGSAPGTVTTQT
TAGTGGTQGSAPGTVTTOQT
TAGTGGTQGSDPGTVTTOQT
TAGTGGTQGSDPGTVTTOQT
TAGTGSTQGSAPGTVTTQT
TAGTGGTQGSAPGTVTTOQT
TAGTGGTQGSVPGTVTSQT
TAGTSGTQGSAPGTVTTO
TAGTNGTQGSPPGTVTT
TAGTGGTQGSAPGTVTT
TAGTSGTQGSAPGTVTT
TAGTGGTQGSAPGTVTT
TAGTSGTQGSAPGTVTT
TAGTSGTQGSAPGTVTT
TAGTGGTQGSAPGTVTT
-VQGGERRGTNPGQVTS
TSGANTTQGSAPGTVTT
TAGTDGTQGSPPGTVTT
TAGTGGTQGSSPGTVTT
TAGTGGTQGSPPGTVTTOQT
---GNGTQGSPPGTVTTOQT
---GNGTQGSPPGTVTTOQT
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sabA 26695: 342 LNQEVQTIKNNVSYYGNR---VDAALSVARDVYNLKSNQAEIVTAYNDAKTLSEEISKLPHNQVNTKDIVTLPYDKNAPAAGQS 423
ELS37 442 VEQTITNLNNSIAHFGTQEQQIQQAENIADTLVHFKSRYSELGSTYNSITTALSNIPNAQSLONAVSKKNNPYSPOGIETNYYLNQNSYNQTI 534
Ka/Ks All
Ka/Ks S. America
527

Nic03 447 VEDTITNLNNSIAHFGTQEQQTI AENIADTLVHFKSRYSELGNTYNSITTALSKVPNAQSLONAVSKKNNPYSPOQGIETNYYLNQNSYNQTI 528
Niclé + C 448 VEDTITNLNNSIAHFGTQEQOQTI AENIADTLVNFKSRYNELGNTYNSITTALSKIPNAQSLONAVSKKNNPYSPQGIETNYYLNQNSYNQV 527
Nic04 447 VGQTITNLNNSIAHFGTQEQOQTI AENIADTLVNFKSRYNELGNTYNSITTALSKVPNAQSLOQNVVSKKNNPYSPQGIETNYYLNQNAYNQTI 522
Nic09 442 VEQTITNLNNSIAHFGTQAQOQTI AENIADTLVHFKSRYNELGNTYNSITTALSKVPNAQSLOQNAVSKKNNPYSPQGIETNYYLNQNAYNQTI 522
Nic09 442 VQETITNLTNSIAHFGTQAQQTI AENITADTLVHFKSRYNELGNTYNSITTALSKVPNAQSLONAVSKKNNPYSPOQGIETNYYLNQNSYNQTI 533
Nicl3 453 VEDTITNLENSIAHFGTQEQOQTI AENIADTLVHFKSRYSELGSTYNSITTALSKVPNAQSLONVVSKKNNPYSPQGIETNYYLNQNSYNQV 525
Nic03 445 VEDTITNLNNSIAHFGTQEQOQTI AENIADTLVNFKSRYNELGNTYNSITTALSKVPNAQSLOQNVVSKKNNPYSPQGIETNYYLNQNTYNQTI 527
Nic30 447 VEQTITNLDNNIAHFGTQEQOQTI AENIADTLVHFKSRYSELGNTYNSITTALSKVPNAQSLOQNAVSKKNNPYSPQGIETNYYLNQSAYNQTI 532
Nic21l + C 452 VEETITNLNNSIAHFGTQEQQTI AENIADTLVNFKSRYNELGNTYNSITTALSKVPNAQSLONVVSKKNNPYSPOQGIETNYYLNQNSYNQTI 527
Nicl9 + C 447 VQETITNLNNSIAHFGTQEQOQTI AENIADTLVNFKSRYSELGSTYNSITTALSKVPNAQSLONVVSKKNNPYSPQGIETNYYLNQSAYNQV 527
Nic06 + A 447 VEDTITNLNNSIAHFGTQEOQOQTI AENVADTLVHFKSRYSELGNTYNSITTALSKVPNAQSLOQNVVSKKNNPYSPQGIETNYYLNQNSYNQTI 527
Nicl5 + C 447 VEQTITNLNNSIAHFGTEAGQTI AADIADTLVNFKSRYNELGNTYNSITTALSNIPNAQSLOQNVVSKKNNPYSPQGIETNYYLNQNTYNQTI 527
Nic27 447 VEQTITNLTNSIAHFGTQEQQTI AENITADTLVNFKSRYSELGNTYNSITTALSNIPNAQSLONAVSKKNNPYSPQGIETNYYLNQSAYNQV 522
Nicl8 + C 442 VEQTITNLNNSIAHFGTQEQOQTI AENIADTLVNFKSRYNELGNTYNSITTALSKVPNAQSLONVVSKKNNPYSPQGIETNYYLNQNTYNQV 522
Nic07 + C 442 VEDTITNLNNSIAHFGTQEOQOQTI AENIADTLVHFKSRYSELGNTYNSITTALSKVPNAQSLOQNVVSKKNNPYSPQGIETNYYLNQSAYNQV 535
Nicl2 455 VEDTITNLENSIAHFGTQEQOQTI AENIADTLVNFKSRYSELGNTYNSITTALSKVPNAQSLOQNVVSKKNNPYSPQGIETNYYLNQNTYNQTI 535
Nicl2 455 VEDTITNLENSIAHFGTQEQQTI AENIADTLVHFKSRYNELGSTYNSITTALSSIPNAQSLONAVSKKNNPYSPOQGIETNYYLNQNSYNQV 525
NiclO0 TNLENSIAHFGTQEQQTI AENIADTLVHFKSRYSELGNTYNSITTALSKVPNAQSLONAVSKKNNPYSPQGIETNYYLNQNSYNOQV 474
Nic32 EQQTI 526

EQOQT 0

EQOQT 0

EQQTI

EQQOTI Q

EQOQT 0

AGQTI Q
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NicO1 + C 446 VEQTITNLENSIAHFGTQ AENIADTLVNFKSRYNELGNTYNSITTALSNLPNAQSLOQNVVSKKNNPYSPQGIETNYYLNQNAYNQTI 532
Nicl4 452 VEDTITNLENSIAHFGTQ AENIADTLVHFKSRYSELGNTYNSITTALSKVPNAQSLONVVSKKNNPYSPQGIETNYYLNQNSYNQTI 486
Nic23 447 VEQTITNLNNSIAHFGTR AENIADTLVHFKSRY 521
Nic28 441 VKETITNLTNSIAHFGTQ AENIADTLVNFKSRYNELGNTYNSITTALSNIPNAQSLOQNVVSKKNNPYSPQGIETNYYLNQNSYNQV 524
Nic25 445 VKDTITNLNNSIAHFGTQ AENIADTLVNFKSRYSELGNTYNSITTALSKVPNAQSLOQNVVSKKNNPYSPQGIE 531
Nic05 + C 452 VEDTITNLNNSIAHFGTE AADIADTLVNFKSRYNELGNTYNSITTALSNIPNAQSLONAVSKKNNPYSPQGIE 462
Nic29 445 VOQETITNLTNSIAHFGT 486
Nic24 445 VEDTITNLENSIAHFGTQEQQTI AENIADTLVNFKSRYSE 537
Nicl3 457 VEDTITNLENSIAHFGTQEQQTI AENIADTLVHFKSRYSELGSTYNSITTALSKVPNAQSLOQNVVSKKNNPYSPQGIETNYYLNQNSYNQV 517
Nic26 437 VOQETITNLTNSIAHFGTQAQQI AENIADTLVNFKSKYNELGNTYNSITTALSSIPNAQSLONVVSKKNNPYSPQGIETNYYLNQNTYNQTI 535
Nic04 455 VGQTITNLNNSIAHFGTQEQQTI AENIADTLVNFKSRYNELGNTYNSITTALSKVPNAQSLONVVSKKNNPYSPQGIET 519
Nic20 445 VOQETITNLTNSIAHFGTQAQQTI AENIADTLVHFKSRYNELGNTYNSITTALSSIPNAQSLQNAVSKKNNPYS 516
Nic20 442 VEQTLTNLNNDIAHFGTRAQQTI AADIADTLVNFKSRYNELGNTYNSITTALSSIPNAQSLQNAVSKKNNPYS 524
Nicll + C 450 VEQTITNLTNSIAHFGTQAQQI AENIADTLVNFKSRYNELGNAYNSITTALSNIPNAQSLOQNAVSKKNNPYS 464
Nic31 447 VOQETITNLTNSIAHFGT 464
Nic22 447 VQETITNLTNSIAHFGT 537

I
I
I
I
I
I
I
I
I
I
I
I
I
I
I
I
I
I
452 VEQTITNLTNSIAHFGTQ
I
I
I
I
I
I
I
I
I
I
I
I
L
I
I
I
1

consensus 457 'V TiTNL N IAHFGT QQIQQA iADTLV FKSrY ELG YNSITTALS iPNAQSLQN VSKKNNPYSPQGIETNYYLNQ YNOQ



