Table S2. List of SARS-CoV-2 single nucleotide variants (SNV), their genomic position, character,

occurrence in clades and corresponding amino acids changes

Region Gene Coordinate Clade(s) SNV Context S/N* Amino acid
change
5'UTR 204 GV G>U CcGuU
222 GV c>u UCA
241 0,G,GH,GR,GV c>U UCG
ORFla nspl 445 GV u>C uuu S Val60Val
490 S U>A AUG N Asp75Glu
514 L u>C AUG S His83His
nsp2 884 o (V] ACG N Arg27Cys
913 GR c>u CCG S Ser36Ser
1059 O, GH c>uU ACC N Thr85lle
1163 GR A>U AAU N lle120Phe
1397 o G>A AGU N Val198lle
1440 L G>A GGC N Gly212Asp
1515 Vv A>G CAU N His237Arg
1987 GV A>G CAC S Ser394Ser
2416 GH Cc>U ACA S Tyr537Tyr
2480 \Y A>G AAT N lle559Val
2558 Vv c>uU ACC N Pro585Ser
nsp3 2891 L G>A GGC N Ala58Thr
3037 0,G,GH,GR,GV c>u ucu S Phel06Phe
3177 S c>u ccu N Prol53Leu
3267 GR c>uU ACU N Thr183lle
4540 S c>u ACA S Tyr607Tyr
4543 GH c>uU CCA S Thre08Thr
5388 GR C>A GCU N Ala890Glu
5572 Vv G>U uGuU N Met951lle
5629 GH G>U CcGuU S Thr970Thr
5986 GR c>uU UCA S Phe1089Phe
6286 GV c>u ccu S Thr1189Thr
6310 o C>A GCA N Ser1197Arg
6312 0] C>A ACA N Thr1198Lys
6954 GR uU>C AUA N le1412Thr
7540 GR u>C CUA S Thr1608Thr
7926 GV c>uU GCA N Alal736Val
nsp4 8782 S (V] GCC S Ser76Ser
9223 \ c>uU ACG S His223His
9477 S U>A uuu N Phe308Tyr
9526 GH G>U uGuU N Met324lle
9745 GV c>u ACC S Tyr397Tyr
10319 GH c>uU GCU N Leu89Phe
nsp5A 10798 G C>A ACA S Asp248Asp
nsp6 11083 o,V G>U uGgu N Leu37Phe
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222 uvVz20n2z220VvVnz2z22200nononznznzzz22202zz2Z20b02000022Z22Z22Z22Z200n2Z22

Met86lle
Leul42Phe
Tyrl75Tyr
Leu260Leu
Ser25Leu
Ala97Val
Thrl4llle
Alal185Ser
Pro323Leu
Pro412Pro
Tyrd55Tyr
His613His
Asn628Asn
Val776Leu
Thr912Thr
Thr137Thr
Lys218Arg
Glu261Asp
Arg337Arg
Arg392Cys
Lys460Arg
Pro504Leu
Tyr541Cys
Leu7Leu
Aspl129Asn
Aspl72Asp
Phe233Leu
Leu280Leu
Leu495Leu
Leu216leu
Serl1Ser
Alal199Ala
Arg216Cys
Leul8Phe
Ala222Val
Ala262Ser
Asp294Asp
Thr302Thr
Ser477Asn
Asn501Tyr
Phe541Phe
Ala570Asp
GIn613GIn
Asp614Gly
Pro681His
ThrT716lle
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ORF3a
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23929 o cuU ACA S Tyr756Tyr
24034 S c>uU ACA S Asn824Asn
24334 GV cu GCA S Ala924Ala
24506 GR U>G uucC N Ser982Ala
24694 S A>U GAA S Gly1044Gly
24914 GR G>C AGA N Aspl118His
25429 G G>U uGgu N Vall3Leu
25563 O,GH G>U AGA N GIn57His
25710 GH cu ucu S LeulO6Leu
25907 GH G>U GGU N Gly172Vval
25979 S G>U GGA N Gly196Val
26144 Vv G>U GGU N Gly251Vval
26729 S u>C CuUG S Ala69Ala
26735 O,GH c>uU ACA S Tyr71Tyr
26801 GV C>G UCA S Leu93Leu
26876 GH uU>C uucC S llel18lle
27944 GV cu ACC S His17His
27964 GH c>uU UCA N Ser24lLeu
27972 GR cu UCA Stop GIn27Stop
28048 GR G>U AGA N Arg52lle
28077 S G>C CcGuU N Val62Leu
28111 GR A>G UAC N Tyr73Cys
28144 S u>C UUA N Leu84Ser
28167 S G>A GGA N Glu92Lys
28280-

28282 GR GAU>CUA N,N,N Asp3Leu
28311 S,0 c>uU CCC N Prol3Leu
28472 GH (V] CCcC N Pro67Ser
28657 S c>uU ACG S Asp128Asp
28688 o u>C Cuu S Leul39Leu
28836 G c>uU UCA N Ser188Leu
28854 G,GH cu UCA N Serl194Leu
28863 S c>uU UCA N Serl97Leu
28869 GH (V] CCA N Prol199Leu
28878 S G>A AGU N Ser202Asn
28881-

28882 O,GR AGG>AAA N,S Arg203Lys
28883 O,GR G>C GGG N Gly204Arg
28932 GV c>uU GCU N Ala220Vval
28975 GH G>C uGgu N Met234lle
28977 GR c>uU ucu N Ser235Phe
29366 GV cuU ACC N Pro365Ser
29386 GV c>uU ACA S Asp371Asp
29399 GH G>A GGC N Ala376Thr
29645 GV G>U AGU Stop Val30Stop
29868 GR G>A UGA




29870 GR C>A ACA

Boxed - mutation hot spot
nsp - non structural protein
* S - synonymous, N - nonsynonymous substitutions



