Figure 1-figure supplement 1 Zeng et al, 2017

A

SafD_Salmonella
SafD_Salmonella
SafD_Salmonella
SafD_Salmonella
SafD_Salmonella
SafD_Salmonella

SafD_Salmonella
SafD_Salmonella
SafD_Salmonella
SafD_Salmonella
SafD_Salmonella
SafD_Salmonella

SafD_Salmonella
SafD_Salmonella
SafD_Salmonella
SafD_Salmonella
SafD_Salmonella
SafD_Salmonella

SafA_Salmonella
SafA_Salmonella
SafA_Salmonella
SafA_Salmonella
SafA_Salmonella
SafA_Salmonella

SafA_Salmonella
SafA_Salmonella
SafA_Salmonella
SafA_Salmonella
SafA_Salmonella
SafA_Salmonella

SafA_Salmonella
SafA_Salmonella
SafA_Salmonella
SafA_Salmonella
SafA_Salmonella
SafA_Salmonella

typhimurium
enteritidis
typhi
paratyphi A
choleraesuis
gallinarum

typhimurium
enteritidis
typhi
paratyphi A
choleraesuis
gallinarum

typhimurium
enteritidis
typhi
baratyphi A
choleraesuis
gallinarum

typhimurium
enteritidis
typhi
paratyphi A
choleraesuis
gallinarum

typhimurium
enteritidis
typhi
paratyphi A
choleraesuis
gallinarum

typhimurium
enteritidis
typhi
paratyphi A
choleraesuis
gallinarum

A B C1
s —_— —_—

1 10 20 30 40 50
AEKLQTTLRVGTYFRAGHVPDGMVLAQGWVTYHGSHSGFRVWSDEQKAGN
AEKLQTTLRVGAYFRAGHVPDGMVLAQGWVTYHGSHSGFRVWSDEQKAGN
AEKLQTTLRVGTYFRAGHVPDGMVLAQGWVTYHGSHSGFRVWSDEQKAGN
AEKLQTTLRVGAYFRAGHVPDGMVLAQGWVTYHGSHSGFRVWSDEQKAGN
AEKLQTTLRVGTYFRAGHVPDGMVLAQGRVTYHGSHSGFRVWSDEQKAGN
AEKLQTTLRVGTYFRAGHVPDGMVLAQGWVTYHGSHSGFRVWSDEQKAGN

khkhkkhkhhkdhhhkhohhhhhhhhhddrdhdd dhxddhrdrdrddrdrdrrdhrik

C2 D1 D2 E
_— —_— >

60 70 80 90 100
TPTVLLLSGQQDPRHHIQVRLEGEGWQPDTVSGRGAILRTAADNASFSVV
TPTVLLLSGQQDPRHHIQVRLEGEGWQPDTVSGRGAILRTAADNASFSVV
TPTVLLLSGQQDPRHHIQVRLEGEGWQPDTVSGRGAILRTAADNASFSVV
TPAVLLLSGQQDPRHHIQVRLEGEGWQPDTVSGRGAILRTAADNASFSVV
TPTVLLLSGQQDPRHHIQVRLEGEGWQPDTVSGRGAILRTAADNASFSVV
TPTVLLLSGQQDPRHHIQVRLEGEGWQPDTVSGRGAILRTAADNASFSVV

LRk Rk R R R o R R R S R R S

F
>  ———

110 120
VDGNQEVPADTWTLDFKACALAQEDT
VDGNQEVPADTWTLDFKACALTHEEA
VDGNQEVPADTWTLDFKACALAQEDT
VDGNQEVPADTWTLDF - ======—=—=—
VDGNQEVPADTWTLDFKACALTHEEA
VDGNQEVPADTWTLDFKACALAQEDT

R R R Sk o kS ko

G A B
—) —) —
1 10 20 30 40 50
GSFLPNSEQQKSVDIVFSSPODLTVSLIPVSGLKAGKNAPSAKIAKLVVN

SSFLPNTEQEKSVNVSFAAPENLTISFDQVPGLMAGQKPAGMNIAKLTVD
GSIVVGSEQQSSVDIGFASPQOLSVTFAPVAGLKAGVIKSNTEIATIAVS
GSIVVGSEQQSSVDIGFVSPQQOLSVTFAPVAGLKAGVIKSNTEIATIAVS
GSFLPNSEQQKSVDIVFSSPODLTVSLIPVSGLKAGKNAPSAKIAKLVVN
GSLVPNTSTGVSADVNFSNPGOQLOAQLTPVSGLVAGPHKGDEAIAVLSVS

*es . * s kK k ek ek k% k% *k ok
C1 C2 D al
S —) > > maa—— -

STTLKEFGggGISNN——VVD%%GTVWRVAG%%TGKEIGVG%%SDSLRRS%
SASTIKEYGARGVANT--TLDAAGSAWKITGKNSGTILTVGFSNNNMSRGH
SVAAKQFATAADFKA--KNVMNGDTWTLYGKNTGKGIKVYFYGETT-SPK
SVAAKQFATAADFKA--KNVMNGDTWTLYGKNTGKGIKVYFYGETT-SPK
STTLKEFGVRGIANN--VVDRTGTAWRVAGKNTGKEIGVGLSSDSIRRSD
G-SSKQYVVTGDYSKPETVGNDSDVWTVTGKNG-NTIKVTFGGGACANKG

T *o: * g Kkkk T * o
1 2 E F
B > B > _—
00 110 120 130 140

STEKWNGVNWMTEFNSNDTLDIVLTGPAQNVTADTYPITLDVVGYQP
GAQMWNGRSWFTFDTNAPLDIVTIG-AQNIPPDTYPITVDVVGYQP
GNVNYNGHOWIIYDINDKLGVKLAG-DONVPADVFPMTVNIAAYQA
GNINYNGHOQWIIYDINDKLGVKLAG-DONIPADVFPMTVNIAAYQA
STEKWNGAEWMTEFNSDDTLDIVLTGPAQNVTADTYPITLDVVGYQP
SLVDGASHKWWVYNMTDKIAVKLSG-SQTVKADTYPVTLHIAEYQA

* .. . . * * . * ek ek o . * x



