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KT873813
NIE13_A_1038_pigean_KX826056
NIE13_A_1017_chicken KX815111
NIE13_A_1026_pigean_KX815110 18
NIE13_A_1023 pigeon_KX815113
NIE13_A_1022_pigean_KX815112
NIE13_A_1072 pigeon KX815114
D82978

EU486973

JX204827 G622
EU486972

EU486974

EU486975
NIET1_A_ 441 _chicken KU372573
NIE13_A_1093_guinea_fowl_KU372579
NIE13_A_1092_guinea_fowl_KU372578
NIE13_A_1081_guinea_fowl_KU372580
NIE13_A_1040_chicken_KU372581
NIE13_A_1134_chicken_KU372582
NIE13_A_1144_guinea_fowl_KU3725685
NIE13_A_1138_chicken_KU372587
NIE13_A_1152_guinea_fowl_KU372589
NIE13_A_1143_guinea_fowl_KU372588
NIE13_A_1141_guinea_fowl KU372586
NIE13_A_1150_guinea_fowl_KU372584
NIE13_A_1140_guinea_fowl_KU372581
NIE13_A_1145_guinea_fowl_KU372592
NIE13_A_1142_guinea_fowl_KU372590
NIE13_A_1136_chicken_KU372583
NIE11_A_205_chicken_KU372577
NIE11_A_208 chicken KU372576
NIE11_A_299_chicken_KU372575
NIE11_A_300_chicken_KU372574
NIE13_A_1147_guinea_fowl_KU372598
NIE13_A_1149_guinea_fowl KU372599
NIE13_A_1084_guinea_fowl_KU372800
NIE13_A_1096_guinea_fowl _KU372601
NIE13_A_1095_guinea_fowl_KU372602
NIE11_A_432_chicken_KU372593
NIE11_A_260_chicken KU372596
NIE11_A_250_chicken_KU372594
NIE11_A 248 chicken KU372597
NIE11_A_257_chicken_KU372595
EU486976

EU486971

FJ169861
NIE13_A_1008_guinea_fowl_KU372606
NIE13_A_1107_chicken_KU372605
EU486977

NIE11_A_361_chicken KU372604
NIE11_A_362_chicken_KU372603
LC088129

AB0B0738

KM254183

JQ085407

619

Maximum clade credibility tree of partial VP7 gene sequences of Rotavirus group A

(RVA). Bayesian analyses of alignments (699 bp) comprising sequences of all available

VP7 sequences that are available in Genbank

(http://www.ncbi.nlm.nih.gov/Genbank/index.html), as well as all long sequences identified

in this study. Tree topology was tested by posterior probability (pp) and only the well

supported values are shown (pp>0.7). The RVA strains are represented by their GenBank

accession numbers and study sequences are in red. Genotypes were assigned using the

nucleotide cut-off values defined before (1).


http://www.ncbi.nlm.nih.gov/Genbank/index.html
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