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Supplementary Figure S1. The neighbor-Joining tree based on the penton gene
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Supplementary Figure S2. The Maximum-Likelihood tree based on the whole

genome (a), hexon (b), DNA pollymerase (c), long fiber (d) and short fiber (e). The

ML trees were inferred based on the General Time Reversible model with 1000

bootstrap values using MEGAG®.
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Supplementary Figure S3. The Bayesian-inferred tree based on the whole genome

(@), hexon (b), DNA polymerase (c), long fiber (d) and short fiber (e). The Bayesian

trees were inferred using GTR substitution model with gamma-distributed rate

variation for 80,000 iterations using MrBayes.
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Supplementary Figure S4. Similarity plots of hexon, long fiber and whole genome
sequences of the recombinant isolates. (a) hexon of SH/2015/D16; (b) genome of
SH/2015/D16; (c) hexon of SH/2015/D240; (d) genome of SH/2015/D240; (e) hexon
of SH/2015/D363; (f) genome of SH/2015/D363; (g) long fiber of SH/2015/D363;
and (h) genome of SH/2015/D187.
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Supplementary Table S1. General features of sequenced reads of the samples

Sample Ace. No. No. of raw No. of viral Expected
reads reads coverage
SH/2015/D16 KY36160 61471 31865 178
SH/2015/D18 KY36161 42861 21551 137
SH/2015/D240 KY36162 59118 22604 143
SH/2015/D363 KY36163 63040 33114 210
SH/2015/D381 KY36164 68165 36755 300




Supplementary Table S2 comparative genomic analysis of the five strains with the
reference genome N1VVD103

Nucleotide Change

Location Region Gene NIVD10 SH/2015 SH/2 SH/201 SH/20 SH/20

3 /D16 015/D 5/D240 15/D3 15/D3

62 Non-coding - C T C T T C
69 Non-coding - T A T A A T
77 Non-coding - A T A T T A
86 Non-coding - T G T G G T
115 Non-coding - T C T C C T
125 Non-coding - T C T C C T
172 Non-coding - A A A A A -
187 Non-coding - G G G G G -
243 Non-coding - C T T T T C
284 Non-coding - G A A A A G
324 Non-coding - G A G A A G
337 Non-coding - G A G A A G
361 Non-coding - G G G G G A
453 Non-coding - C G G G G C
481 Non-coding - C T T T T C
502 CDS E1A G A A A A G
517 CDS E1A G T T T T G
561 CDS E1A C C C C C T
571 CDS E1A T C C C C T
598 CDS E1A G A A A A G
635 CDS E1A G C C C C G
638 CDS E1A T T C T T T
818 CDS E1A G A G A A G
1079 Non-coding - G - G - - G
1352 Non-coding - C C C C G G
1554 CDS E1B 19K T C C C C T
1608 CDS E1B 19K T T A T T T
1761 CDS E1B 19K A G G G G G
1788 CDS E1B 19K C C T C C C
1894 CDS E1B 19K G G A G G G
1895 CDS E1B 19K A A G A A A
1900 CDS E1B 19K - - - G - -

1900 CDS E1B 19K - - - A - -
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