SUPPLEMENTARY MATERIALS

pBAD-Ag43 pSMAK

- HinClI + HinCll

FIG. S1 Restriction digest of putative pSMAK plasmids. Restriction digest using the HinCII
enzyme was performed against pPBAD-Ag43 and putative pSMAK plasmids. Band sizes could not
be resolved against the incorrect ladder.
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A
QS Site deletion Primer Forward
p|lcccacgaatgtcactctcgcc| 3

3thgcaacaattatggccccgc| 5

QS Site deletion Primer Reverse

B Ag43 101 GOWVQDGGTANKTTVTSGGLQRVNPGGSVSDTVISAGGGQSLQGRAVNTT 150
CEPETRCLEEEEEEEEPE e e e e e e e e e e e e e e ey
Ag43ass.551) 101 GQWVQDGGTANKTTVTSGGLQRVNPGGSVSDTVISAGGGQSLQGRAVNTT 150
Ag43 151 LNGGEQWMHEGAIATGTVINDKGWQUVKPGTVATDTVVNTGAEGGPDAEN 200
FECERRRREEEE R PP e e ey

Ag43A(193_551) 151 LNGGEQWMHEGAIATGTVINDKGWQVVKPGTVATDTVVNTGA-------- 192
Ag43 201 GDTGQFVRGDAVRTTINKNGRQIVRAEGTANTTVVYAGGDQTVHGHALDT 250
Ag43pp03.551) 193 TTmmmmoommomoommomoomooooooooooooooooooooooooos 192
Ag43 251 TLNGGYQYVHNGGTASDTVVNSDGWQIVKNGGVAGNTTVNQKGRLQVDAG 300
Ag43pp0a-551) 193 mmmmmmmmmmosoomossssososooooooooooooooo oo 192
Ag43 301 GTATNVTLKQGGALVTSTAATVTGINRLGAFSVVEGKADNVVLENGGRLD 350

Aga3ppozsst) 193 TTmTTmTToomomoomoomooooooooooooooooooooooooooooo 192

Ag43 351 VLTGHTATNTRVDDGGTLDVRNGGTATTVSMGNGGVLLADSGAAVSGTRS 400
Ag43npeassry 193 ~mmmommomomoooooomoomoooooo oo oo 192
Ag43 401 DGKAFSIGGGQADALMLEKGSSFTLNAGDTATDTTVNGGLFTARGGTLAG 450

Ag43ppeasst) 193 TTTTTTTTToTTmooommooomooomoooooooooomoooooooooes 192

Ag43 451 TTTLNNGAILTLSGKTVNNDTLTIREGDALLQGGSLTGNGSVEKSGSGTL 500

AgA3pnes.s51) 193 mmmmmmoomomomomooooooomoooooooo oo 192

Ag43 501 TVSNTTLTQKAVNLNEGTLTLNDSTVTTDVIAQRGTALKLTGSTVLNGAL 550

Aga3ppozssr) 193 TTmTTmTmmmoomoomooooooooooooooooooooooooooooooos 192

Ag43 551 DPTNVTLASGATWNIPDNATVQSVVDDLSHAGQIHFTSTRTGKFVPATLK 600

RN

Ag43A(193_551) 193 -PTNVTLASGATWNIPDNATVQSVVDDLSHAGQIHFTSTRTGKFVPATLK 241

Ag43 601 VKNLNGQNGTISLRVRPDMAQNNADRLVIDGGRATGKTILNLVNAGNSAS 650

IIIIIIIIIIIIIIIIIII|I|II|I||I|III|II|||II|I||I|II|

Ag43A(193_551) 242 Vi DGGRATGKTILNLVNAGNSAS 291

FIG. S2 Site-directed mutagenesis primers and sequence alignment of the alpha domain of
wildtype Ag43 and Ag43A(193-551). (A) Forward and reverse primers designed using SnapGene
for site-directed mutagenesis. (B) EMBOSS Water sequence alignment of Ag43 (top sequence)
and Ag43A(193-551) (bottom sequence).
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