
Confirmed and divergent variants between independent analysis pipelines

Genotypes predicted by Freebayes

Table S2A.  Shared variants of A and B versus reference genome. Table S2E.  Shared variants of A and B versus reference genome.

†

99.0/100.0
99.5/92.3

100.0/100.0
100.0/100.0

99.8/99.9
100.0/99.7

Table S2B.  Case A specific variants versus reference genome. Table S2F.  Case A specific variants versus reference genome.

†

97.4

97.9
100.0

Table S2C.  Case B specific variants versus reference genome. Table S2G.  Case B specific variants versus reference genome.

†

89.8
99.7
99.8
94.1

100.0
98.6
96.5

Table S2D. Insertions and deletions in Case B Table S2H. Insertions and deletions in Case B

†



Table S2I. Insertions and deletions in Case B

*Wuhan-Hu-1, GenBank: MN908947.3
**Ratio of forward to reverse reads covering the locus
†
#Both pipelines classified this as an MNV. The two variants are split for clarity.
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