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Neighbour-joining tree of MCL-corrected pairwise distances of 3Dpol sequences from the study subjects, previously analysed sequences of E30  QUOTE "(1)" 
(1)
 and other published sequences from species B variants in this genome region. Dot colours indicate HEV serotype (see key). Bootstrap re-sampling was used to determine robustness of the groupings; values of ≥70% are shown.
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Distribution of pairwise distances between sequences from study subjects along with published E30 sequences  QUOTE "(1)" 
(1)
 and other species B serotypes in the 3Dpol region. The dotted line represents the threshold between intra- and inter-clade distances.
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