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mevlysls---ktlkdardkivegtlysnvsdliqqfngmivtmngndfqtggignlpirnwtfdfgllgttllinldanyvenarttieyfi dfidavcm

MDVLYSLS---KTLKDARDKIVEGTLYSNVSDL IQQFNQMI I TMNGNEFQTGGIGNLP I RNWNFDFGLLGTTLLNLDANYVETARNTIDYFVDFVDNVCM
MEVLYSLS---KTLKDARDKIVEGTLYSNVSDL IQQFNQMIVTMNGNDFQTGGIGNLPVRNWTFDFGLLGTTLLNLDANYVENARTTIEYFIDFIDNVCM
MEVLYSLS---KTLKDARDKIVEGTLYSNVSDLIQQFNQMIVTMNGNDFQTGGIGNLP IRNWTFDFGLLGTTLLNLDANYVETARTTIEYFIDFIDNVCM
MDLIETVNACVKLQKRVLGLAPNTNLNTAGQSVLNDYNALASRVNGKTYALLNQI-AVYTPYTINAPIISLAVR-I1STDDYDDMRSGIESILDVLAAAIR
MEVLYSLS---KTLKDARDKIVEGTLYSNVSDLIQQFNQMIVTMNGNDFQTGGIGNLP IRNWTFDFGLLGTTLLNLDANYVENARTTIEYFIDFIDNVCM
MEALSSIA---LTVREAREKI INGTIYSNVSDVIQQFNQMVRVLNGSTFTTGGLATMPLREWTFDLPQLGTTLLNIDANYVESMTPTLDMLTEFVIAVCE
MEAIYSIA---RTIADAEEKIVVGTLFSNVQQIVMQMNEV I KVMNGSQFLTGGVGNMGVTQWTFNHGQLGVAPLYVDENYREELMQTINYYKRFVHAVCE
MDLIETVNAVVDLQKRIYELSSNTNLSSKGQQVVNDYNALASRVNGKTYALHDQT-AVLTPY I INMNLISISTR-ISTDDYEAMKEGMNGLLDVIAAAIR
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demaresqrngia-pqgsealrklsgikfkrinfdnsseyienwnlgnrrqrtg-------------- fvfhkpnifpysasitlinrsqgpahdnimgtrwl
DEMVRESQRNGIA-PQSDSLRKLSGIKFKRINFDNSSEY I ENWNLQNRRQRTG-------------- FTFHKPNIFPYSASFTLNRSQPAHDNLMGTMWL
DEMARESQRNGVA-PQSEALRKLAGIKFKRINFDNSSEY I ENWNLQNRRQRTG-------------- FVFHKPNIFPYSASFTLNRSQPMHDNLMGTMWL
DEMARESQRNGVA-PQSEALRKLAGIKFKRINFNNSSEYI ENWNLQNRRQRTG-------------- FVFHKPNIFPYSASFTLNRSQPMHDNLMGTMWL
TEGSRPTRVIERRVLEPNVKQL IDDLRLKSLVSDLSIANLAAVDT--AMIQPEVIETENPLYADIIEQIVHRPNIGMTGGNIRAT---------- LGRWS
DEIARESQRNGIA-PQSEALRKLSGIKFKRINFDNSSDY | ENWNLQNRRQRTG-------------- FVFHKPNILPYSASFTLNRSQPAHDNLMGTMWI
TELLVDNNRNGAY -PQSEALRLLSNNKYVFLNMDLGSKY|ISEWHYRLSARDPM- - ------------ FSNHVPY | FPYDMAIAYDRVTAAYDNVSGTRFA
TEMCLESQRGGAT-MQSAAMQALQTVKFKNLSYDYSENY | KQWALQKVRVRTA- - - - - - - - - - - - - - YSSRNPYVVPELNTITYRRSQAAMDNVAGTRVM
TECSRRVRAIEQRVLEPVVKMLIEDIRLRAQVSKIAIANMSAYDT--AKLEPQIVNIENPLRPGIVDDVLQRPNFTQRGGGIRYT---------- TGRWS
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n-agseiqvagfdysca-napaniqqfehivqlrralttatitllIpdaerfsfprvinsadgattwffnpvilrpn--nvevefllingqgiintyqarfgt

N-AGSEIQVAGFDYSCAINAPANTQQFEHIVQLRRVLTTATITLLPDAERFSFPRVINSADGATTWYFNPVILRPN--NVEVEFLLNGQI INTYQARFGT
N-AGSEIQVAGFDYSCAINAPANIQQFEHIVQLRRALTTATITLLPDAERFSFPRVINSADGATTWFFNPVILRPN--NVEVEFLLNGQI INTYQARFGT
N-AGSEIQVAGFDYSCALNAPANIQQFEHIVQLRRALTTATITLLPDAERFSFPRVINSADGATTWFFNPI ILRPN--NVEVEFLLNGQI INTYQARFGT
GNKGVVTCMSGMD - - - - - - - - - - - SEHRFTVELKTRTCGI INIVYIPTSGTILIPMPAGR--NREGDLIDVSAEMMADDFAIDFMDDDNI IQTE-TGVGV
N-AGSEIQVAGFDYSCAFNAPANIQQFEHVVPLRRALTTATITLLPDAERFSFPRVINSADGTTTWYFNPVILRPS--NVEVEFLLNGQI INTYQARFGT
S-LNNAIHFAAFDQDFVRGQPANARQFEYLYNLRTPVSNATIVIHPISDILSVPSMIRNQAATHYWPYNPYNIPTFRDDIRVEFQLAGQVIYVA-ANLGM
A- IGDTIKFAVFDQDFARTEPGQMWESNFEYNMPVP I SDAT IQVGTDASGLLNDQVLITNTYNTTWLYVPFQVPLT--RFTIEFYNTGNLVYQIVA-PGM

GNKGIVTCVSGTD-=---------- GVHTIEIQLRTTLTGILNLLYVPAPGKIVQSRGRAQGVPVTLRCSDVSPDMARGDIVIEFLRNGAVVDAE-GGSGT
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iiarnfdtirlsfgqlmrppn----- mtpavanl fpgagpf-hhatvg-ltlriesavcesvliad----anetlyanvtavrgeyaipvgpvfppgmnwte
I ARNFDTIRLSFQLMRPPN- - - - - MTPTVAALFPNAQPFEHHATVG-LTLRIESAVCESVLAD----ASETMLANVTSVRQEYAIPVGPVFPPGMNWTD
I ARNFDTIRFIFQLMRPPN- - - - - MTPAVNALLPQAQPFQHHATVG-LTLRIESAVCESVLAD----ANETLLANVTAVRQEYAIPVGP|FPPDMNWTE
IVARNFDTIRLSFQLMRPPN- - - - - MTPAVNALFPQAQPFQHHATVG-LTLRIESAVCESVLAD----ANETLLANVTAVRQEYAIPVGPVFPPGMNWTE
YSFPMCNRIRFRINPWNNQKDDDNLGTVHMVNWAQGTAP - - -KQPAISFMFETRRTFTEGDYQHLSRCAPKAQYMMDTQ- - - - - FNDVSFTNRPAVDWN |
I ARNFDTIRLSFQLVRPPN- - - - - MTPAVANLFPQAPPFIFHATVG-LTLRIESAVCESVLAD----ASETLLANVTAVRQEYAIPVGPVFPPGMNWTE
HT I PQFDAVNI I LTMRRLPL---- - - LADLQNIFPAGNPSATHQAVISTKIEVLNATTETTVPS----INEHLYALIVGTRGRYQMQAGPVFPPGMRWDD
HCVPTFNSIIFRLRIVRPAV-- - - - LSQQLQQYFPAQNPGNVHATVV-1SLQIKSCVTDVVLAD----PDSTHYARITNVRTLYGIPVGPVFPPNMAWDT
FQFTQCDTIRIRVEPWS IVKNLN--PTPDFANWNQNQAN- - -SQPTVLIMFEIRQAYTQLENDEMSADAPKVQYYLDTI - - - - - FTQDSFVRHPNVLWRT

Figure S1. Alignment of group A and non-group A rotavirus VP6 sequences showing conservation of the negatively-charged surface electrostatic
potential in the VP6 trimer. Alignment of representative sequences from group A and non-group A rotavirus VP6 sequences (specific strains are shown in
table below) was performed using ClustalW2, the multiple sequence alignement computer program. Numbers at the top indicate the residue number. Small
letters represent 1-letter residue abbreviations of the consensus VP6 sequence based on the aligned representative VP6 sequences. The gray bar graphs
represent identity histograms showing conservation levels of individual residues at each position. The dashes within the sequences indicate absence of
residues from the specific strain sequences accessed from Genbank. Residues below the solid black line indicate those that are shown to contribute to the
negatively-charged electrostatic patch within the VP6 trimers.





