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Maximum clade credibility tree of partial VP6 gene sequences of Rotavirus group A
(RVA). Bayesian analyses of alignments (1098 bp) comprising sequences of all available

VP6 sequences that are available in Genbank

Mﬂ%ﬁlﬁ%ﬁ;m

KC593402
L NIE13_A_1146_guinea_fowl_KX815073

NIET3_A_1147_guinea_fowl_KX815069
NIE13_A_1149_guinea_fowl_KU372557
NIE13_A_1096_guinea_fowl_KU372560
NIE13_A_1094 guinea_fowl KU372559
NIE11_A_450_chicken_KU372558
EU486968

FJ169858

DQO96805
NIE13_A_1092_guinea_fowl_KU372554
NIE13_A_1091_guinea_fowl_KU372653
NIE13_A_1153_guinea_fowl_KU372552
EU486969

EU486966

EU486967
NIE13_A_1107_chicken_KU372556
NIE11_A_242_chicken_KX815065
NIE11_A_254_chicken_KU372569
NIET1_A_252_chicken_KX815067
NIET1_A_253_chicken_KU372572
NIET1_A_255_chicken_KU372568
NIE11_A_260_chicken_KU372565
NIE11_A_258 chicken KU372566
NIE11_A_250 _chicken_KU372570
NIE11_A_256_chicken_KU372567
NIE11_A_266_chicken_KU372564
NIET1_A_251_chicken_KU372571

NIE11_A_295_chicken_KU372561
NIE11_A_300_chicken_KU372563
NIE11_A_299 chicken_KU372562
NIE11_A_432_chicken_KU372555
LC088100

D38098

KU587858

JX204815
NIEOS_A_568_pigeon_KX826053
NIEO8_A_255_pigean_KX826051
PO_13_pigeon_KT934652
NIE13_A_1023_pigeon_KX815089
NIET3_A_1025_pigeon_KX815097
NIE13_A_1019_chicken_KX815095
NIE13_A_1072_pigeon_KX815096
NIE13_A_1022_pigeon_KX815098
NIE13_A_1036_pigeon_KX815099
NIE13_A_1020_chicken_KX815090
NIE13_A_1017_chicken_KX815091
NIE13_A_1026_pigeon_KX815083
NIE13_A_1037 _pigeon_KX815092
NIE13_A_1038_pigeon_KX815087
NIE13_A_1128_pigeon_KX815094
NIE13_A_1085_chicken_KX815003
KT873812

EU4863970

KJ725021

EF887020
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X98872

TX98871

DMY59

D82980
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(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)
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