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NTUH-P15 LSSKIASVQVGGINLLRNTASLLIGDRSK-GCWMSASGGNGRAISVEVLDPPKKMIKNMI 1108

ST46-2 LSSKIASVQVGGINLLRNTASLLIGDRSK-GCWMSASGGNGRAISVEVLDPPKKMIKNMI 1199
ST46-1 LSSKIASVQVGGINLLRNTASLLIGDRSK-GCWMSASGGNGRAISVEVLDPPKKMIKNMI 1046
ST76-1 LSSKIASVQASGRNLFLN--SLFKQDISKTGIWTTST--YTAAIDSESKYLGHKALKIIG 788
ST76-2 LSSKIASVQASGRNLFLN--SLFKQDISKTGIWTTST--YTAAIDSESKYLGHKALKIIG 788
*********..* **: * **: * kkx  x  k T **. * :* :*
NTUH-P15 RVIENTNGGNKDLTQLVRLRIGEKYTISCYARIASDSPNANVN---LLFRSWANNTDLNR 1165
ST46-2 RVIENTNGGNKDLTQLVRLRIGEKYTISCYARIASDSPNANVN---LLFRSWANNTDLNR 1256
ST46-1 RVIENTNGGNKDLTQLVRLRIGEKYTISCYARIASDSPNANVN---LLFRSWANNTDLNR 1103
ST76-1 LNPSGRDGGNPKVTYPALGQFGKVIPGSTTNQDVTISFYAKANKNGIMLRSRLGNIGYKT 848
ST76-2 LNPSGRDGGNPKVTYPALGQFGKVIPGSTTNQDVTISFYAKANKNGIMLRSRLGNIGYKT 848
pREX ok nikr K HE HEE O
NTUH-P15 -KFQKSISHKNWQKYS---FTFTADAIENSIQFGQSGAGIIEICAPKIESGTLATDYSEA 1221
ST46-2 -KFQKSISHKNWQKYS---FTFTADAIENSIQFGQSGAGIIEICAPKIESGTLATDYSEA 1312
ST46-1 -KFQKSISHKNWQKYS---FTFTADAIENSIQFGQSGAGIIEICAPKIESGTLATDYSEA 1159
ST76-1 GNVTLSTEIKRYVVHIPKGWINESKQTTNEWLENFNQEGTIWIWMPKFEISDVDTSYSEA 908
ST76-2 GNVTLSTEIKRYVVHIPKGWINESKQTTNEWLENFNQEGTIWIWMPKFEISDVDTSYSEA 908
* . *.: . :* .. *_ *_ . * x % **:* . . *.****
NTUH-P15 PEDIEGQISTVESTFKQRANSLDAGVSRLTEGLRTKVDISALNVTAENIRQSVKSLETDT 1281
ST46-2 PEDIEGQISTVESTFKQRANSLDAGVSRLTEGLRTKVDISALNVTAENIRQSVKSLETDT 1372
ST46-1 PEDIEGQISTVESTFKQRANSLDAGVSRLTEGLRTKVDISALNVTAENIRQSVKSLETDT 1219
ST76-1 PEDIEGQISTVESTFKQRANSLEAGVSRLTEGLRTKADISSLNVTAENIRQSVKSLETDT 968
ST76-2 PEDIEGQISTVESTFKQRANSLEAGVSRLTEGLRTKADISSLNVTAENIRQSVKSLETDT 968

KA A A A A A A A A A Ak hkhkhkhkhkhkhhkhkoehkhhhkhkhkhkhhhhkhkh hhkoehkhhhhhhkhkhkkhkkhkhkhkhkhkhkkk

NTUH-P15 ONKLNQKLSQAEFEVRAGSIRQEILNATKDKADKTLVVSEAGKLREEFSKMKVGGRNLWI 1341
ST46-2 ONKLNQKLSQAEFEVRAGSIRQEILNATKDKADKTLVVSEAGKLREEFSKMKVGGRNLWI 1432
ST46-1 ONKLNQKLSQAEFEVRAGSIRQEILNATKDKADKTLVVSEAGKLREEFSKMKVGGRNLWI 1279
ST76-1 ONKLNQKLSQAEFEVRAGSIRQEILNATKDKADKTLVVAEAGKLREEFSKMKVGGRNLWI 1028
ST76-2 ONKLNQKLSQAEFEVRAGSIRQEILNATKDKADKTLVVAEAGKLREEFSKMKVGGRNLWI 1028

KA A A A A A A A A A hkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhhhkhhkhkhkoehkhhkhhhhkhkhkhkhkkhkkhkkhkhkhkhkhkkk

NTUH-P15 KSKTVGAVIEKLPENHVTGOKECYRLENNSTLTFNLEPDFSSRLYQKVTEFSAWIKYENVV 1401
ST46-2 KSKTVGAVIEKLPENHVTGQKECYRLENNSTLTFNLEPDFSSRLYQKVTFSAWIKYENVV 1492
ST46-1 KSKTVGAVIEKLPENHVTGQKECYRLENNSTLTFNLEPDFSSRLYQKVTFSAWIKYENVV 1339
ST76-1 KSKTVGAVIEKLPENHVTGQKECYRLENNSTLTEFNLEPDEFSSRLYQKVTFSAWIKYENVV 1088

ST76-2 KSKTVGAVIEKLPENHVTGQKECYRLENNSTLTFNLEPDFSSRLYQKVTFSAWIKYENVV 1088
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NTUH-P15 QGRNFWNVFNCFKHYLFRKNSETGVQSGPDYATLGMYKGSADWKYITFTYDYSEKTNFDQ 1461

ST46-2 QGRNEFWNVENCFKHYLFRKNSETGVQSGPDYATLGMYKGSADWKYITFTYDYSEKTNFDQ 1552
ST46-1 QGRNEFWNVENCFKHYLFRKNSETGVQSGPDYATLGMYKGSADWKYITFTYDYSEKTNFDQ 1399
ST76-1 QGRNEFWNVENCFKHYLFRKNSETGVQSGPDYATLGMYKGSADWKYITEFTYDYSEKTNEDQ 1148
ST76-2 QGRNEFWNVENCFKHYLFRKNSETGVQSGPDYATLGMYKGSADWKYITFTYDYSEKTNFDQ 1148

KA A A A A A A A A A Ak hkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhhhhhhhhhhhhhkhkhhhhhhhhhhkhkhkhkhkx*k

NTUH-P15 LKTSLRENLEGATSGTAWVTGIKVEIGSVATDWSPAPEDADGLITEAKATFERTAQGLRT 1521
ST46-2 LKTSLRENLEGATSGTAWVTGIKVEIGSVATDWSPAPEDADGLITEAKATFERTAQGLRT 1612
ST46-1 LKTSLRENLEGATSGTAWVTGIKVEIGSVATDWSPAPEDADGLITEAKATFERTAQGLRT 1459
ST76-1 LKTSLRENLEGATSGTAWVTGIKVEIGSVATDWSPAPEDADGLITEAKATFERTAQGLRT 1208
ST76-2 LKTSLRENLEGATSGTAWVTGIKVEIGSVATDWSPAPEDADGLITEAKATFERTAQGLRT 1208

KA A A A A A A A A Ak hkhkhkhkhkhkhkhkhkhkhkhhhhhkhhhhhhhhkhhhkhkhkhkhhhhhhhhhhkhkhkhkhkhkkk

NTUH-P15 DLSAIQEYVNKNGORQEALQRYTREESARQATAVRELVNRDFVGKATYQEDVKGINQRIE 1581
ST46-2 DLSAIQEYVNKNGQRQEALQRYTREESARQATAVRELVNRDFVGKATYQEDVKGINQRIE 1672
ST46-1 DLSAIQEYVNKNGQRQEALQRYTREESARQATAVRELVNRDFVGKATYQEDVKGINQRIE 1519
ST76-1 DLSAIQEYVNKDGQRQEALQRYTREESTRQATAVRELVNRDFVGKATYQEDVKGINQRIE 1268
ST76-2 DLSAIQEYVNKDGQRQEALQRYTREESTRQATAVRELVNRDFVGKATYQEDVKGINQRIE 1268

KA A A A A A A Ak ke khkhhhhhhhhhkhhhkhkoehkhhhhhkhhhkhhhkhkhkhhhkhhhhhhhhkhkhkhkhkkk

NTUH-P15 AVKTSANKDIASQIASYRQSVDGKEFTDISSQITTYKQDVGGQISGLSNRLTSSEQGTTTQ 1641
ST46-2 AVKTSANKDIASQIASYRQSVDGKEFTDISSQITTYKQDVGGQISGLSNRLTSSEQGTTTQ 1732
ST46-1 AVKTSANKDIASQIASYRQSVDGKEFTDISSQITTYKQDVGGQISGLSNRLTSSEQGTTTQ 1579
ST76-1 AVKTSANKDIASQIASYRQSVDGKEFTDISSQITTYKQDVGGQISGLSNRLTSSEQGTTTQ 1328
ST76-2 AVKTSANKDIASQIASYRQSVDGKEFTDISSQITTYKQDVGGQISGLSNRLTSSEQGTTTQ 1328

KA A A A A A A A A A hkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhhkhhhhhkhhkhhhhkhhkhkhkhkhkhkhkhkhkhkkhkkk

NTUH-P15 ISNISNRINSNKQGTDNQISNLKTQVATNKDNAERQMGRISDQVSANKANADSQFANVTIN 1701
ST46-2 ISNISNRINSNKQGTDNQISNLKTQVATNKDNAERQMGRISDQVSANKANADSQFANVTN 1792
ST46-1 ISNISNRINSNKQGTDNQISNLKTQVATNKDNAERQMGRISDQVSANKANADSQFANVTN 1639
ST76-1 ISNLSNRINSNKQGTDNQISNLKTQVATNKDNAERQMGRISDQVSANKANADSQEFVNVTN 1388
ST76-2 ISNLSNRINSNKQGTDNQISNLKTQVATNKDNAERQMGRISDQVSANKANADSQEFVNVTN 1388

KAk e kA A A A Ak A bk hhhhhhhhhhkhhkhhkhkhkhkhkhhkhhkhhkhkhkhkhkhkhkhkhkhhkhhkhkhkhkhhkh *kk*k

NTUH-P15 QLARKVETTEFQRVKETSKLYERILGNTENGIADKVARMALTNQLFQVEVAKNASNGONL 1761
ST46-2 QLARKVETTEFQRVKETSKLYERILGNTENGIADKVARMALTNQLFQVEVAKNASNGONL 1852
ST46-1 QLARKVETTEFQRVKETSKLYERILGNTENGIADKVARMALTNQLFQVEVAKNASNGONL 1699
ST76-1 QLARKVETTDFQRVKETSKLYERILGNTENGIADKVARMALTNQLFQVEVGKYSVSGPNL 1448
ST76-2 QLARKVETTDFQRVKETSKLYERILGNTENGIADKVARMALTNQLFQVEVGKYSVSGPNL 1448
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Supplementary Figure S1. Comparison of amino acid sequences of PbIB in

LKGTKDFSGGWKNKGANWKKHAEKYKGVDVLFKNNSWNGVGQEIDAKIGEVYTEFSLWMKS
LKGTKDFSGGWKNKGANWKKHAEKYKGVDVLFKNNSWNGVGQEIDAKIGEVYTFSLWMKS
LKGTKDFSGGWKNKGANWKKHAEKYKGVDVLFKNNSWNGVGQEIDAKIGEVYTEFSLWMKS
IL===== NSDFKNATNEWGSTQONLGRLVKHSFYHNGQKDLMRLSNATKNENFLY SHRENL
IL===== NSDFKNATNEWGSTQONLGRLVKHSFYHNGQKDLMRLSNATKNENFLY SHRENL
H L EE H T
DWKNDTAN-——-———————————— FYVNRNGSVEKGWGVPSETS---VAITSEWKRYSFTF
DWKNDTVN-=—=—=—=———=————— FYVNRNGSVEKGWGVPSETS---VAITSEWKRYSFTF
DWKNDTVN-=—=—=—=—=—=————— FYVNRNGSVEKGWGVPSETS---VAITSEWKRYSFTF
ERNTDYVLNFRGENNSALASYDVYILGRRAGESDGFTIVKKVVSSKKLSTSRCEDVSVTFE

ERNTDYVLNFRGENNSALASYDVYILGRRAGESDGFTIVKKVVSSKKLSTSRCEDVSVTFE

KITVDGEIFPRVERLNON---TNLYIAGLKLEKGSYATPYTEAPEDTD-—-—-———— EAIRS
KITVDGEFIFPRVERLNOQN---TNLYIAGLKLEKGSYATPYTEAPEDTD-—-—-———— EAIRS
KITVDGEFIFPRVERLNOQN---TNLYIAGLKLEKGSYATPYTEAPEDTD-—-—-———— EAIRS
NSGEMDNAYIRFDNNGSSSGTADLYITEVDLYKGYKPRTWQPHPEDVVADANKKLEATQT
NSGEMDNAYIRFDNNGSSSGTADLYITEVDLYKGYKPRTWQPHPEDVVADANKKLEATQT
Fotlooa.. HE R R rxR, *x
VOSQLTGSWAVONINSAGDIISGINLGANGHNREFVGKLTHITGETLIDRAVIKSAMVDKL
VOSQLTGSWAVONINSAGDIISGINLGANGHNRFVGKLTHITGETLIDRAVIKSAMVDKL
VOSQLTGSWAVONINSAGDIISGINLGANGHNRFVGKLTHITGETLIDRAVIKSAMVDKL
KMTLLTGSWAVONINSAGDIISGINLGANGHNREVGKLTHITGETLIDRAVIKSAMVDKL
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NTUH-P15, serotype 14 ST46-1, serotype 14 ST46-2, serotype 6B ST76-1 and
serotype 6B ST76-2. Gray shaded area indicted predicted galactose-binding
domain-like region.



