XacFhaB ATDRTAMGRAATGLGGINAWRSNGPGRRYLIETDPRFVNYDNFISSDFLLDKLGVDPEWT 3120
Fhai ~ ----- MGRAANGLGGINAWRSNGPGRRYLIETDPRFVNYDNFISSDFLLDKLGVDPEWT 54

ok Kok ok ok R ok oK ok ok oK oK ok ok KK R oK ok oK K K ok sk ok oK K oK K R oK R R R R K R R K

XacFhaB QTRLGDGFYEQRLVLDQITQLTGRRYLGNYADGVAQYRALLESGVAAAGQLQLSMGVGLT 3180

Fhal QTRLGDGFYEQRLVLDQITQLTGRRYLGNYADGVAQYRALLESGVAAAGQLQLSMGVGLT 114
s st sk o o ok kst stk ok o ok sk ks ok ok o ki ks ok ok o ok ok sk sk ok s ok ok ki ok ok sk ok R kR ok

XacFhaB AAQAAALTQDIVWMVEQEYQGQTVLVPVVYLASNSLQLRGNGAL TAGGNVELNATNTLSN 3240

Fhail AAQAAALTQDIVWMYEQDYQGQKVLVPYVYLASNSLQLRGNGAL IAGGNVELNAANAMSN 174
*****************:****‘*******************************:*::**

XacFhaB QGVIAGADVSITAGNLLNQGRISGTGSVALEARNDLLNQGQIQGRDVALVAGNNLVSEAS 3300

Fhal QGVIAGADVSVTAGNLLNQGRISGTGTVTLEARNDLLNQGQIQGRDVALVAGNNLVSEAA 234
kR R R KO+ SRR ROR SO KKK R ROR & o+ SRR SRR R R KR SRR ok KSR SRR R R KR R

XacFhaB KAINGVGILSGISASNTLQLMAGNDMTLTGTRVQAGGSAALTAGNNLSLTPSALRDDNGL 3360
Fhal KAINGVGILSGITASNTLQLMAGNDMTLTGTRVQAGGSAALIAGNNLSLTPSALRDDNGL 294

s ok oK K ok oK K K SR K oK K R 3K oK 3K K oK K K K K 3K 3K oK oK K oK 3K K K R K K K K K K K K K oK KK K ROk

XacFhaB LRGGDAVSVTTGKDLIVSAGNDLQLHGVTIAAGGSAALQAGNDLSLTPTTGLDGKVATRT 3420
Fhal LRGGDAVSVTTGKDLIVSAGNDLQLHGVTIAAGGSAALQAGNNLSLTPTIGLDGKVATRT 354

ok ok ok ok o ok oK ok o oK koK oK R R R oK R R R R KRR R kR KRR KRR R R R« kR kR Rk kR R Rk R Rk Rk

XacFhaB SLSTGDSLQLTAGNDLTIRQAEVKAGGDLIAAAGNNLNVESVVNDSQSNSDNSRNGKTRY 348

Fhal SISTGDSLQLTAGNDLTIRQAEVKAGGDLIAAAGNNLNVESVLNDSETNRYNSRNGKTRY 414
ok ok ok ok ok sk ok ok ok ok ok ok ok ok ok ok sk ok ok ok sk ok okl ok ok okok Rk okok 3 kdkok o ek dlokokokokok o ok ok

XacFhaB TTTTTTQTIDQQALTAGGNLILSAGNDVNLVAAKLDAGKGLGISAGNDINASTLTTVDTS 3540

Fhal TTTTTTQSIDQQALAAGGNLILSAGNDVNP = - = = == == == = m e e e e oo 444
EEEEEEE RESE L EE SR EES L EE L 2]

AR2 SVALSSQGAMQLDGVVAAATALQASAGGDLOQAGSLKAQSTALQAGQDLTANGSLQSAST 6@
AR2' TVTLTSQGDMTLQGVVAAASTLHADAGGDLOQAGS LKAQSIALQAGRDLTAAGSLQSASG 6@

SRk KKK K K ROKEKKK o e K 0K KRROKHOKHORROK R KR ROKROK KRR K « KRR KRR ROK K

AR2 LDLQSQRTLALNGQASSAADATLNGATIAASAAAVLQSGASITLAGDSIESRGALDAAND 120

AR2' LDLQAQRVLTLNGQAVSAANATLRGMQIATGQAAVLQSGAAISLDGAAIDSRGALGAVTD 120
****:**_*:***** ***:***'* **:_ ********:*:* * :*:*****’*‘_*

AR2 LTLRSAGDLTLGGVAQAGRDIALTATGNLNNGAQVVAARDLGVQAASATNASDATLGAKR 18@

AR2' IDLRSTGDLAVAGVVQADRNVVLSATGALTNAAQVVAGDGLTATATSASNTATGVLLAQG 180
: ***:***::_**'**_*::.*:*** *.*.*****_ '* " *:**:*:: __* *:

AR2 DLRVDVAGGLDNLGSLHGERGLSLTSGSLLQRGRVYSGDALSIASNGAFENAGQLVSGKA 240

AR2"' NATLSIAGLLDNAGAVRAGHQLSLGVGSLRQTGQAYGLQRLGVSASGAVDNRGDLIGGNA 240
- ** * ok * . EE X0 EE L * *- -:::.** * * * * *

AR2 LSITAGSIVSNGQLGSVTGALTLTSQNDIALQGYVSAATTLQATAGGDLSQAGTLSAQ-T 299

AR2"' LRVEAAQLSSSGQLGSERGDVALISRGNLQLDGRLASAGALTAQADGALTQNGNLSAAST 300

*-_: * % o ok ko * * * "y * . * :::* * * * * * * * * ok *

AR2 VALQAGRDLVAGGTLQSASTLDVQAQRTLSLNGQAQAGTDASLHGNRIATGRDAVLKSGG 359

AR2' LDLRSKGDLTVAG- QVAGQQLTLVSDAVVRQQG TVSGTTVDVQGARIEN—-AGQTTAAG 356
HEL A § R R i

AR2 AITLDGAAIDSRGTLDAGT - -DLAVRSTGDLALAGVAQANGDVVLSASGALGN-ASQVFA 416

AR2' NLSLRAGEIGITGTVGAGINADGSLGSGSMLSLVADRQLAASGTLLAGGNLTAQGSQLQL 416

HEL A S i LA R L T L S
AR2 GRDLSLQAGSINNAAAGALAAAGGVTLATG--TLQNVGSLQSSGDLRITAASMDQSGTAV 474
AR2' AGATTRATGNVALTSGGALDHRGGNLLAGGTLTVQAIGAIDN- GRLNNVGGQLQANQLSI 475
T ks o REE A S L et
AR2 AGKALTATVTGTLDNRGSLI 494
AR2" DGGSLSN-VGGGLVQSGTGA 4594
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Fig. S1. XacFhaB sequence alignments. The sequences of XacFhaB and Fhal from
Xcv (a) and AR2 and AR2’ (b) were aligned with ClustalW2.
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