BMI_T1970 MRFPRPTIASGPLCILTAIYLLAFTNASFWOKLGAYFHDHPQKLIVAGAAILLLHIALLL
BMEIO118 MRFPRPTIASGPLCILTAIYLLAFTNASFWOKLGAYFHDHPQKLIVAGAAILLLHIALLL
BAB MRFPRPTIASGPLCILTAIYLLAFTNASFWOKLGAYFHDHPQKLIVAGAAILLLHIALLL
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BMI_T1970 VFSAKYVIKPVLIFMILVAAGGSYFTATFGTIITRSVVEATFTTTQAESNQLLTTGFILH
BMEIO118 VFSAKYVIKPVLIFMILVAAGGSYFTATFGTIITRSVVEATFTTTQAESNQLLTTGFILH
BAB VFSAKYVIKPVLIFMILVAAGGSYFTATFGTIITRSVVEATFTTTQAESNQLLTTGFILH
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BMI_T1970 MVLYGLIPSLLIVWVRVKHRPLLRKIAVNTVAITACLMGAVVLIGSDFGSFSSMYREHRS
BMEIO118 MVLYGLIPSLLIVWVRVKHRPLLRKIAVNTVAITACLVGAVVLIGSDFGSFSSMYREHRS
BAB MVLYGLIPSLLIVWVRVKHRPLLRKIAVNTVAITACLVGAVVLIGSDFGSFSSMYREHRS
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BMI_T1970 DIMERLEPI TPLKSTIQYAASNLKDNRVVMQPLGLDAKQTLAPLPSGKKLLTVIVV-A
BMEIO118 DIMERLEPITPLKSTIQYAASNLKDNRVVMOPLGLDAKQTLAPLPSGKKLLTVIVVGETA
BAB DIMERLEPITPLKSTIQYAASNLKDNRVVMOPLGLDAKQTLAPLPSGKKLLAVIVVGETA
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BMI_T1970 RAKNFSLY KQETNPELKKQDIVAFTNTVSCGTSIQVSVPCMFSPFTRAEYSSTKFRSS
BMEIO118 RAKNFSLYGYKQETNPELEKQDIVAFTNTVSCGTSTAVSVPCMFSPFTRAEYSSTKFRSS
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BMI_T1970 ENLMDVLNHAGVKVAWYENNTGSKNVADRIAMVDLONSGDTRYCKGGECLDQILVDYLKE
BMEIO118 ENLMDVLNHAGVKVAWYENNTGSKNVADRIAMVDLONSGDTRYCKGGECLDQILVDYLKE
BAB = memmmmmmm e e
BMI_T1970 HLKNFNGNATIVLHMT SIGPAYYRRYPAEFARFQPECRTSEFSNCTNEKIVNAYDNTIL
BMEIO118 HLKNFNGNATIVLHMTGSHGPAYYRRYPAEFARFQPECRTSEFSNCTNEKIVNAYDNTIL
BAB = memmmmmmm e e
BMI_T1970 YTDHILSEVIDLLKSNESRFAPAMIYMSDHGESLGENGLYLHAAPYFIAPNEQTHIPFIA
BMEIO118 YTDHILSEVIDLLKSNESRFAPAMIYMSDHGESLGENGLYLHAAPYFIAPNEQTHIPFIA
BAB = memmmmmmm e e
BMI_T1970 WEFSPDYASATGLDTACLKQGAASPASHDNLFHTVLGMMGVKTSVYDATLDRFASCRKAAV
BMEIO118 WEFSPDYASATGLDTACLKQGAASPASHDNLFHTVLGMMGVKTSVYDATLDRFASCRKAAV
BAB = memmmmmme e e
BMI_T1970 ASQS
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Figure S1: Aligment of predicted LptA sequences from B. microti (BMI_I1970), B. melitensis (BME
BMEI0118) and B. abortus (BAB). Lpta from B. microti and B.melitensis conserve the predicted functional domains
(Naessan et al, 2008) PD005703: GE[STIx(9)Gx(26-37)T /// Dx(21-49)HxxGxH and PD461453: Yx(7)Dx(21-
24)YxxDHGx(22-26)P shadowed in green and yellow, respectively, wheras Lpta from B. abortus lacks both domains.



