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Technical Appendix Table. Minority-variant frequencies within chikungunya virus RJ-IB1 and RJ-IB5 population, Rio de Janeiro,

Brazil, 2016*
Variant frequency, %3
Genome segment Nucleotide position Nucleotide change  Amino acid changet Protein effect RJ-1B1 RJ-1B5
NSP1 94 C>T None 8.5
NSP1 96 T>A 18K Substitution 8.6
NSP1 585 G>A R171Q Substitution 2.2
NSP1 1,322 A>C None 11.3
NSP1 1,478 A>G K469E Substitution 4.8
NSP2 2,021 A>C T115P Substitution 9.9
NSP2 3,910 G >A None 5.0
NSP3 4,168 T>G None 9.2
NSP3 5,338 A>C None 6.7
NSP4 5,855 A>C T26P Substitution 13.9
NSP4 5,783 A>T None 4.9
NSP4 5,862 C>T Truncation 18.6 8.6
NSP4 6,242 A>C T194P Substitution 7.6
NSP4 6,412 T>C None 3.8
NSP4 6,580 A>G None 4.4
NSP4 7,187 T>G F509Vv Substitution 8.7
E3 8,364 C>T None 25
E2 9,305 A>C H256P Substitution 10.2
E2 9,570 A>G None 2.3
E2 9,573 C>G N345K Substitution 2.8
E1l 10,291 A>C T101P Substitution 16.1
E1l 10,648 A>C None 5.1

*Base coverage >100x and frequencies >0.5% were analyzed.
TBlank cells indicate synonymous substitutions.
iBlank cells indicate that the specific variant does not occur in the referred chikungunya virus isolate.
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