Suppl. Table 9. Base substitution details

MA Lines Position Mutation  Genic region* mino acid chan  Gene** Protein nonsyn/syn***
Hv1l _013964:1399:= T Coding Ala225Ala dppC13 ABC-type tran: syn
Hv1 _013967:16683 T NonCoding
Hv1l 013967:25676 C>A NonCoding
Hv1 _013968.1:815: G>A Coding Asp99Asp HVO_RS19610 hypothetical syn
Hv2 _013966:2631¢ G>A NonCoding
Hv2 013967:10447 G>A Coding Alal12Vval pssA CDP-diacylglyc nonsyn
Hv2 013967:13245 A>G Coding Glu277Gly HVO_1452 Citrate-lyase (  nonsyn
Hv2 013967:13286 T>C Coding Argl63Arg HVO_1456 HTR-like prote syn
Hv5 _013967:9374¢ C>T Coding Val90Met HVO_1028 Putative oxido nonsyn
Hv8 - 013967:6336 G>A NonCoding
Hv8 _013967:6963¢ C>T NonCoding
Hv16 _013964:3373¢ G>A NonCoding
Hv16 013967:27926 G>A Coding Ala36Thr HVO_2956 Uncharacteriz¢  nonsyn
Hv17 _013967:7109¢ G>T NonCoding
Hv18 ~013966:39471 G>A Coding Gly260Ser dppC8 ABC-type tran: nonsyn
Hv18 013967:12828 C>A NonCoding
Hv18 013967:21185 A>T Coding Gly280Gly HVO_2259 XerC/D-like int syn
Hv18 013967:28373 G>A Coding Arg58Cys htr15b Transducer pr¢ nonsyn
Hv19 013967:24796 G>A Coding Arg36Arg htlC Htr-like proteil syn
Hv20 _013967:16751 T>A Coding Lys89Asn tatCt Sec-independe  nonsyn
Hv20 013967:15562 G>T Coding Gly95Val HVO_1697 FAD-depender nonsyn
Hv20 013967:16482 A>G Coding Asp91Gly HVO_1781 Uncharacterize nonsyn
Hv21 _013967:5930¢ G>T NonCoding
Hv21 013967:11825 G>A Coding Lys239Lys HVO_1298 Adaptive-respc syn
Hv21 013967:18110 A>T NonCoding
Hv22 _013966:3801°¢ T>A NonCoding
Hv23 013967:28299 G>A Coding His321Tyr metY1 O-acetylhomo: nonsyn
Hv25 _013966:4905:= C>A NonCoding
Hv25 013967:12017 G>A Coding Leu3llLeu HVO_1316 Uncharacterize syn
Hv25 _013967:19333 G>A Coding Thr118Thr  HVO_2078 DUF304 domal syn
Hv25 013967:28445 G>T NonCoding
Hv26 -_013968:8331 G>T NonCoding
Hv26 - 013966:2109 G>C Coding Glu85Asp HVO_A0019 OB-fold nuclei nonsyn
Hv26 ~013967:9129( A>G NonCoding
Hv29 _013966:4339( C>T Coding Ser69Asn dppA9 ABC-type tran: nonsyn
Hv29 _013967:79341 G>T Coding Lys287Asn epfl mRNA 3-end p nonsyn
Hv29 013967:14833 G>A Coding Thr28Thr HVO_1614  Uncharacterize syn
Hv29 013967:19973 C>G Coding Argl56Pro fbp2 Fructose-1,6-b nonsyn
Hv29 013966.1:433S T Coding Ser69Ser HVO_RS03750 ABC-transport: syn
Hv30 _013966:25587 G>T Coding Ala331Ser HVO_A0254 Conserved pro nonsyn
Hv30 013967.1:9207 G>A NonCoding
Hv30 _013967:10243 A>T NonCoding
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Hv77 ~013964:4088( G>A Coding Arg547Cys HVO_B0354 Uncharacterize nonsyn

Hv77 _013966:20204 A>T Coding Leu208* HVO_A0198 Uncharacterize stop_gained
Hv77 _013966:3372( T Coding Ala429Ala bgaH Beta-D-galactc syn
Hv79 Z_013967:6550 G>A Coding Ser488Ser polD2 DNA polymera syn
Hv79 _013967:8981: AST Coding Gly506Gly nuoM NADH dehydrc syn
Hv79 013967:11974 C>T Coding Alal86Thr HVO_1311 Putative oxido nonsyn
Hv80 ~013966:3014:= T>G NonCoding

Hv80 _013966:3768:2 T>G Coding Ile35Ser HVO_A0365 Uncharacterize nonsyn
Hv80 _013967:12841 G>A Coding Gly192Ser HVO_1410 Uncharacterize nonsyn
Hv80 013967:17448 CT Coding Alad2Thr HVO_1893 Haml family p nonsyn
Hv80 _013967:27940 A>G NonCoding

Hv85 _013966:2296¢ G>A Coding Met401lle HVO_A0222 Uncharacterize nonsyn
Hv85 013967:11438 C>T Coding Val180Met HVO_1256 Uncharacterize nonsyn
Hv85 013967:20678 C>A Coding Ala80Asp HVO_2199 Uncharacterize nonsyn
Hv85 _013967:20725 G>A Coding Alal51Val ftsz4 Tubulin-like pr nonsyn
Hv86 _013967:81732 G>A Coding Pro80Pro livil ABC-type tran: syn
Hv86 013967:25544 AST Coding Ser20Thr HVO_2707 GFO family oxi nonsyn
Hv87 _013964:41731 C>T Coding Arg114GIn HVO_B0360 Uncharacterize nonsyn
Hv87 C_013966:989¢ A>C NonCoding

Hv87 _013967:77117 G>A Coding Arg251His polB1 DNA polymera nonsyn
Hv87 013967:15104 T Coding Gly89Gly HVO_1647 Cytochrome C syn
Hv87 013967:25747 A>G NonCoding

Hv88 -_013966:1119 G>A Coding Asp135Asp HVO_A0010 Uncharacterize syn
Hv88 - 013966:1121 T>C Coding Glu129Glu HVO_A0010 Uncharacterize syn
Hv88 _013967:5727:2 C>T Coding Arg190* HVO_0636 Uncharacteriz¢ stop_gained
Hv88 _013967:13175 A>G NonCoding

Hv90 -_013967:6041 T Coding Gly223Arg dppB1 ABC-type trans nonsyn
Hv90 -_013967:6241 G>A Coding Ser240Leu dppAl ABC-type tran: nonsyn
Hv90 _013967:4755¢ G>A Coding Thr276Thr HVO_0544  Galactose-prol syn
Hv90 013967:13397 T>A Coding Glu504Val menD nonsyn
Hvo8 _013967:7433:2 G>A Coding Alal70Thr HVO_0823 DUF420 family nonsyn
Hvo8 _013967:9567¢ T>G NonCoding

Hv98 .013967:11277 C>T Coding Arg260His acs3 Acyl-CoA syntt nonsyn
Hv98 013967:22651 AST Coding TyrdAsn HVO_2395 ATP:cob(l)alan  nonsyn
Hv98 _013967:4734: CT Coding Pro40Pro acnA Aconitate hydr syn

*Noncoding - noncoding sequence, Coding - coding sequence. ** Gene is the gene name or type of gene where the base substitution occurs.*** syn - synonymous, nonsyn - nonsynonymous.



