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Supplementary Tables

Supplementary Table S1: BLASTn analysis results for Physalis accessions based on ITS2 and rbcL barcode regions

rbcL ITS2

Sample | Species  of | GenBank E Percen | GenBank Species of | GenBank E Percen | GenBank

D Best BLAST | accession value t accession Best BLAST | accession value |t accession
match number  (of identit | humber match number  (of identit | humber

database) y (%) database) y (%)

L1 Physalis NC_048515.1 | 0.0 100 0Q507152.1 | - - - - -
minima

L2 Physalis NC_048515.1 | 0.0 100 0Q507153.1 | Physalis MH763740. | 0.0 92.98 | 0Q372021.1
mimima purpurea 1

L3 Physalis NC_048515.1 | 0.0 99.59 | OQ507154.1 | Physalis MH763740. | 0.0 94.06 | 0Q372022.1
minima purpurea 1

L4 Physalis NC_048515.1 | 0.0 100 0Q507155.1 | Physalis AY665914.1 | 0.0 9741 | 0Q372023.1
minima peruviana

L5 Physalis NC_048515.1 | 0.0 99.86 | OQ507156.1 | Physalis MH763740. | 0.0 94.45 | 0Q372024.1
minima purpurea 1

L6 Physalis NC_048515.1 | 0.0 100 OQ507157.1 | Physalis  aff. | AY665868.1 | 2e-144 | 91.35 | 0OQ372025.1
minima philadelphica

L7 Physalis NC_048515.1 | 0.0 100 0Q507158.1 | Physalis MH763740. | 1e-148 | 86.00 | OQ372026.1
minima purpurea 1

L8 Physalis NC_048515.1 | 0.0 100 0Q507159.1 | Physalis MH763740. | 0.0 93.07 | ©OQ372027.1
minima purpurea 1

L9 Physalis NC_048515.1 | 0.0 100 0Q507160.1 | Physalis MH763740. | 0.0 88.96 | 0Q372028.1
minima purpurea 1

L10 Physalis NC_048515.1 | 0.0 100 0Q507161.1 | Physalis MH763740. | 0.0 90.16 | 0Q372029.1




minima ‘ ‘ purpurea




Supplementary Figures

Supplementary Figure S1: Multiple sequence alignment for Physalis accessions ITS2 and
rbcL gene sequences as well as their reference sequences based on BLASTn analysis

(https://espript.ibcp.fr/ESPript/temp/1818399141/0-0-1680464456-esp.pdf)
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KT178121.1% ATGTCACCACAAACAGAGACTAAAGCAAGTGTTGGATTCAAGGCTGGTGTTAAAGAGTACAAATTGACTTATTATACTC
NC_026570.1* ATGTCACCACAAACAGAGACTAAAGCAAGTGTTGGATTICAAGGCTGGTGTTAAAGAGTACAAATTGACTTAT TACIC
KT178120.1* ATGTCACCACAAACAGAGACTAAAGCAAGTGTTGGATTICAAGGCTGGTGTTAAAGAGTACAAATTGACTTATTIATACTIC
NC_048515.1* ATGTCACCACAAACAGAGACTAAAGCAAGTGTTGGATTCAAGGCTGGTGTTAAAGAGTACAAATTGACTTATTATACTC
NC_048514.1* ATGTCACCACAAACAGAGACTAAAGCAAGTGTTGGATTCAAGGCTGGTGTTAAAGAGTACAAATTGACTTATTATACTIC
NC_070364.1* ATGTCACCACAAACAGAGACTAAAGCAAGTGTTGGATTCAAGGCTGGTGTTAAAGAGTACAAATTGACTTATTATACIC
NC_039458.1* ATGTCACCACAAACAGAGACTAAAGCAAGTGTTGGATTCAAGGCTGGTGTTAAAGAGTACAAA GACTTATTATACTIC
NC_039457.1* ATGTCACCACAAACAGAGACTAAAGCAAGTGTTGGATTCAAGGCTGGTGTTAAAGAGTACAAATTGACTTATTATACTC
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KT178121.1* CTGAGTACCAAACCRAG AETAT[T TT[CICGAGTAACT CCT[CARCCTGGAGT TECACC[TCAAGEAG]
NC_026570.1* CTGAGTACCAAACCAAG IAWTAT| TITCCGAGTAACTCCT|ICAACCTIGGAGT T IG|AJA G|C|
KT178120.1* CTGAGTACCAAACCAAAG IWTAT| TITCCGAGTAACTCCT|ICAIACCT[GGAGTTIC IG|AIA G|C|
NC_048515.1* CITGAGIACCAAACCAAG I|ITCICGAGTAACTCCT|CAACCITIGGAGTT G|A|A G(C|
NC_048514.1* CTGAGTACCAAACCAAG T|TICCGAGTAACTCCT|ICAIACCT|GGAGT T| G|AJA G|C|
NC_070364.1* CTGAGTACCAAACCAAGG “AIT[TICCGAGITAACTCCT]| IGGAGTT, AlGAIA GC|
NC_039458.1* CTGAGTACCAAACCAAG T|TICCGAGTAACTCCTC IGGAGTTIC AlG|AIA G|C|
NC_039457.1* CTGAGTACCAAACCAAG T|TCICGAG| IGGAGTTI]C GAIAG|C|
0Q507152.1 T{TIClCGAG GGAGTT Gia[aG(c|
0Q507153.1 CTGAGTACCAAACCAAG T|TICCGAG] IGGAGTTIC AlG|AA G|C|
0Q507154.1 CTGAGTACCAAACCAAG CTGATATAT T|TICCGAG] IGGAGTT AIG|AAG|C]
0Q507155.1 CTGAGTACCAAACCAAGGATACTGATATAT T|TICCGAG] IGGAGTT, IG|AA G(C|
0Q507156.1 CTGAGTACCAAACCAAAGG CTGATATAT TITCCGAG IGGAGTT, IG|AJA G|C|
0Q507157.1 CTGAGTACCAAACCIA? TITCCGAG IGGAGTT, IG|AIA G|C|
0Q507158.1 CTGAGTACCAAACC, T|TICCGAG] AG|AIA G|C|
0Q507159.1 T|TICCGAC] IG|AIA GIC|
00507160.1 T|TICCGAG] IG|AA G(C|
0Q507161.1 TITCCGAG AIGIAIA GIC|
AY665903.1* .C tclcTaAg. alclal. .[q
AY665868.1*% .CTGCGGAAGGA . C TIGICTAACG] IClAl. . [C]
AY665910.1% .CTGCGGAAGGA «g TIGCCGAG C|G| ClAl. .[C|
AY665914.1* .CTGCGGA .q CC|TIGC|GAAG]. . C|G| IClAl. .[C]
AY665879.1* .CTGCGGAAGG «. G T|GIC/IGAAG|. C|G| Clal. . [C]
AY665905.1* .CTGCGGAAGGA Y TIGICGAAG|. . C|G| IClAl. .[C]
AY665886.1* CTGCGGAAC e« TIGC TAAG|. . C/G] AICIN. .[C]
MH763728.1* . ..... .CTGCGGAAG «...CA T|GIC TAAG]. CG| AlCIA(. .[C]
MH763740.1* «+ese.0 . .CTGCGGAAGGAT. ... .C| T|GIC TAAG|. C|G| CTGTT) Clal. . [C]
00372021.1 o
00372022.1 .o ofe ICCGTT| AlCA. .[C]
0Q372023.1 - .. . . C[GCGGTC/GIGAG/CGICICT]AACG] o) GAGGGT[CTGTCJAGCClGIGCA(C]
0Q372024.1 . [} G| CC|TIGC|TAAG CG| IGCAAACICCGTT|TG IClAl. .[C|
0Q372025.1 € CCITIGIC|TAAG| C/G|A SCAAAC IClA. .[C]
0Q372026.1 G| . .[CIGCTAAG] G G| IGTCAGC AlCIG Cl
00372027.1 CGIC|ICTITAAG] GG cTCAGCC. . clal. (]
0Q372028.1 C TGIC[TTAAG]|. CIGIAC IGCAAAC ClAl. .[C|
00372029.1 Gl.[.clacldTarGlcGCicGGAAGGITTCTISTCAGCC alcly. .
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KT178121.1%  G[T[TARRACTTIC. . . . GTc[CGC T CRTEGGRTIC CRA[GT TGAAA[] .. .cAp
NC_026570.1* G|T[TAARACTTTIC. ... G TICICGCC|TCA|TIGGGA T|ICCIAAIGIT TGAAAG .. .[CAA
KT178120.1% AlITAAAACTTITIC. ... G TICICGCC|ITCAITIGGGAT/ICCIAAIGIT TGAAA(G .. .[CAA
NC_048515.1* A[T|ITAARACTTTC. ... G TICICGCC|TCAITIGGGAT|ICCIAAIGT TGAAAG .. «[CAA
NC_048514.1* AT[TAAAACTTTC. ... GIT(C|C G C C|T CIAITIG G G|A TIC CIAAIG|T TIG AAA(G] ...cah
NC_070364.1* A[TTAARACTTTIC. ... G TICICGCC|TCA|TIGGGATICCIAAIGIT TGAAAG « . .[CARA
NC_039458.1* A[TITAAAACTTITC. ... 3G/ TICICGC CITCATIGGGAT/C AGIT TGAAAG| .. [CAR
NC_039457.1* A[T[TAARACTTTC. . .. GIT(C|C G C C|T CIAITIG G G[A TIC C]AAIG|T TIG AAA(G] .. .caa
0Q507152.1  A[I[TAARACTTTC. .. . GIT(C|C G C C|T CIAITIG G G|A TIC CIAAGIT TIGAAA(G] ...fcam
0Q507153.1  A[T[TAAAACTTTC. . .. GTC|C GCCTCAIT|G GGA TIC CIAAIGT TIGAAA] ...ca
0Q507154.1  A[T[TAARACTTTC. ... GT(C|C G C C|T CIAITIG G G|A TIC CIAAGIT TIGAAAG] ...caa
0Q507155.1 A|TITAARACTTTIC.... SHG(TICIC GC CITCAITIGGGA TCCJAAIGIT TGAAAG] .. CAR
0Q507156.1 ATITAAAACTTITIC. ... G TICICGCCITCA[TIGGGIA TICCIAAIGIT TIGAAA(G « . [CARA
0Q507157.1 A[TITAAAACTTITIC. ... G|TIC|IC GCC|ITCA[TIGGGA T CCIAAIGIT TGAAA[G .. .[CAA
0Q507158.1 ATITAAAACTTITIC.. .. G TICICGCC|TCATIGGGATICCAAIGIT TGAAAG ...[CAA
0Q507159.1 A|TITAABACTTTIC. ... G TICICGCC|TCA|TIGGGA T|ICCIAAIGIT TGAAA|G « . CAR
0Q507160.1 A[TITAAAACTTITIC. ... G|T|C|ICGCC|ITCA[TIGGGA T CCAAIGT TGAAAIG .. CARA
0Q507161.1  A[T[TAARACTTITC. ... GIT(C|c GC C|T CAITIGG GA TIC ClAAGIT TIGAAAG]. ...caa
AY665903.1* JICGAGTCTTTIGAACG|C T/ TIGIC GC CICGAIAIGC CIAT|. TIAG|GICCGAGG(G CGTICAIC
AY665868.1* <|TICGAIGTCTTTIGAACG] T/TIGICGCC|ICGAAIGCCAT|. TAGIGICCIGAGG[GICACGTC[T|G CGT] ic
AY665910.1* LTICGAIGTCTTT|IGAACG] ITTIGICGCCICGAJAIGCCAT . TRGIGICCIGAGG|GICACGTC|T|G CGT| Ic
AY665914.1% LTICGAIGTCTTTIGAACG T/TIGICGCC|ICGAAIGCCAT|. TAGIGICCGAGG(GICACGTC[T|G CGT]| ic
AY665879.1* +|TICGAIGTCTTT|IGAACG]| T/TIGICGCC|ICGAAIGCCAT|. TAGIGICCIGAGG|GICACGTC[T|G CGT] ic
AY665905.1* TICGAIGTCTTT|GAACGI|C T/ TIGIC GCCICGAAIGCCAT|. TAGIGICCGAGG(GICACGTC[T|G CGT| Ic
AY665886.1*% TICGAIGTCTTT|IGAACG]| T/TIGICGCC|CGAAIGCCAT|. TIAGIGICCIGAGG|GICACGTC[T|G ic
MH763728.1* T[CGA|IGTCTTT|IGAACG T|T|G|IC GC CICGAAIGCCAT . T[AG|GICCGAGG|GICACG TC[T|G (o]
MH763740.1% JTICGAIGTCTTT|GAATG] T/ TIGITGCCICGAAIGCCAT|. TAGIGITCGAGG|GICACGTC[T|G Ic
0Q372021.1 TCGA[GTCTTTIGAACG T|T|IG|T GCCICGAAIGCCIAT|. TRGIGTCGAGGIGICACGTCIT|G . (C
0Q372022.1 -|I[CGA|GTCTTT|GAACG T|TIG|T GCCICGAAIGCCAT . TIAG|GIT CGAGG|GICACG TC|I|G (o]
0Q372023.1 |TICGCATTTCGICTACG]| TICITITCAT|ICGA[TIGCGA .|. .|GAGCCGAGATATCCGT|T|G (A
0Q372024.1 JTICGAIGTCTTTIGAACG] T|TIGIT GCCICGAAIGCCAT|. TIAGIGTCIGAGGIGICACGTC] Ic
0Q372025.1 -
00372026.1 .JrlcecaTTTCGCTACG] TIC|T|TCCT|CCAAGCCIA .|, . [GARCCIGAAATATCCGT, A
00372027.1 .[flcccaTTTCGCTACG T/C{T|T CAT|CGRAITIGCGIA . |. .[GAIGICCIGAGAIT]ATCCG TfT[GC n
00372028.1 JTICGAIGTCTTTIGAACG] T/T|G|T GC CICGAAIGCCAT, . TAG|GT CGAGGIGICACGTC|T|GC C
00372029.1 cecaTTTCGcTACG TICTIT CATICGAITIGCGA . . . [GAIGCCIGAGAITATCCGT A
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KT178121.1* [GT[A. T|G[C . 1 ] T(TaAATICTARAT|T GGG
NC_026570.1* |G T\, T|G/G . T| T| T|T]AAAC|IC TAANT|T GG GG
KT178120.1% [G[T[. T[G/G . 1| ) T[T]AAACICTAAA[TTGC G
NC_048515.1* (GTA . T|G T|IC T| TITAAACICTAAAITTGGGG
NC_048514.1* |[CTA. T|GG. T| T TTAAAC|ICTAAA[TTGIGGG|
NC_070364.1* [GTA. T|G(G. T| T TITAAAC|ICTAAAITTGGGG]
NC_039458.1* |GI|A. 1|G(G. T|C T| ' AITITIAAACIC TAAAT|T GG GG
NC_039457.1* [G|T|al. T|G|G . T| T TITAAAC|ICTAAAT TG|GGG]
0Q507152.1 GIT|A . T[G(G . T| T| T|T|A AAC|C TAAA|T|T GG G|
0Q507153.1 G| TIAl. T[G|G . T| T| TITAAACICTAAATTGGGG
0Q507154.1 G[T[Al. TIGIG . TICCCCle s cccevecccscancannse T TITAAAC|ICTAAAT TGGGG]
0Q507155.1 GITIA!. T|G[G . TICCCH. - c e ccvecncncasaaans T T|TAAACICTAAATTGGGG
0Q507156.1 G| TIA. T|G|G . T| . T TITAAACICTAAATTGGGG
0Q507157.1 GITIAl. T[GIG . T| . T T|TIAAACICTAAATTG(GGG|
0Q507158.1 G|TIAl. T|GIG T| . T TITAAACICTAAATTGGGG
0Q507159.1 GITIAl. T|GIG T| . T| TITAAACICTAAATTGGGG
00507160.1 (G T]A. T|G[G 1| : T T|TAAACICTAAAT|T GG GG
00507161.1 (G TA. [5G . 1| . T T[TIAAACICTAAATTGGG
AY665903.1* GICIA| . TIC|G CG| C| . C [ AIC[T|GGCC|TCCCGT|. .|GCG
AY665868.1*% ICICIA| . T|CIC C G CICCCCICTCGCCC.....CTTG. Cl AICITICCCCITCCCCIT|. .|CCC|
AY665910.1* [GCJAl. T|C[GCGIT CGlCICCCCCTCGCCCCGCGCCGCG. c ciTicscTcccalt. .[ccq
AY665914.1* [GC[Al. T|CIGCG|T CGCICCCCCTCGCCCCGCGCCGCG. c ciriceccreccalt|. .[ccq
AY665879.1* (GC|Al. T|CIGCGT CG|CIcCCC/CTCGCCCCGCGCCGCG. . c crlcsccreccalt. .ecg
AY665905.1* [GC[Al. T|CIG CGIT CGlCICCCCCTCGCCTCGCATCGCG. c ciriceccreccalt. .lecd
AY665886.1* [GC|Al. T|CGCG|T CGlCICCCCCTCGCCCCGCACTGCG. c ciriceccreccalt|. .jecg
MH763728.1% GICIAl. TICIG C G| CICCCCICTCGCCCCGCACTGCG. C] CITIGGCCITCCCCT|. .|GCG
MH763740.1*% GICIA| . T|CIG CA| CICCCCICTCGCCCTGCACCGCG. C CIT[IGGCCITTCCG|T|. .[GYG
00372021.1  [GC|al. T|C|GCAITCG{CICCCC/CTCGCCCTGCACCGCG. C cllcGCCTTCCGT. [GCH|
00372022.1  [GCAl. T|C[GCA|T CGlCIcCCCCTCGCCCTGCACCGCG. . . . (s cirlcGeCTTCCE|. .[cCq|
0Q372023.1  [GC|G. AlGIGCGICAGCTCCCCC. . GCGCGCGCCGCGGACGGGGCGCGAGEG (s T(TAAGT|AT T CCI|TG/GCG|
0Q372024.1 GICIA|. T|C|G CA| CICCCCCTCGCCCTGCACCGCG. . C CITIGGCC|ITTCCG|T|. .|[GCG
0Q372025.1 i J
00372026.1  (GC[G . 4| TiTccclcC. ... | .|-leecd] lGleTjc TGl
0Q372027.1 GIC|G| . Al CITCCCCC..GCGCACGCCGTG. . G| «oolefs .. GT]. .|GT
00372028.1 TICIAT T ClcCCC/CTCGCCCTGCACCGCG. . . C GGCC| 7. .[ec
0Q372029.1 lccl . al GlcTCClcCcCGCGC.ACGCCGTG. . T| <k 2 :lad l.l. .leTdl



550 560 379

KT178121.1% ARAAACTACGGTA SUET Ly 9
NC_026570.1% . .AARAACTACGGTA GIA . . QAT G
KT178120.1% . .ARAAACTACGGTA GlA . Iy G
NC_048515.1% . .AAAAACTACGGTA GlA L[alT G
NC_048514.1* . .AAAAACTACGGTA| GIA . - [AlT| 9
NC_070364.1% . .ARAAACTACGGTA GIA .« . AT G
NC 039458.1* . -AAAAACTACGGTA| GIA - - -|AIT| G
NC_039457.1% . .ARAAACTACGGTA GlA . .fAlT G
0Q507152.1 . -AAAAACTACGGTA| IGIA . - -|AIT| G
0Q507153.1 . .ARAAACTACGGTA[G GIA . . .G G
0Q507154.1 . .ARAAACTACGGTA GIA . . LAl G
0Q0507155.1 . .AAAAACTACGGTA GIA . . .pltle .|
0Q507156.1 . .ARAAACTACGGTA GlA . . AT G
0Q507157.1 . .ARAAANCTACGGTA GIA . . AT G
0Q507158.1 . .ARAAACTACGGTA GIA . . AT G
0Q507159.1 . .AAAAACTACGGTA T(GA . . ol G
0Q507160.1 .AARAACTACGGTA Gl . . BT G
0Q507161.1 . .AAAAACTACGGTA T(GIA . .l G
AY665903.1% .GCTGGC|CTAAATGC| GIG . . .jalc] G
AY665868.1*% .GCTGGC|CCAAATGC| GIG . . .falc (6
AY665910.1% .GCTGGC|CTARATGC|GAGCICCGCGTICG[ACIG(G . . .Jplc] G
AY665914.1% .GCTGGC|CTARATGC|GAGC|CCGCGT|CGACIGG . . .fAlc G
AY665879.1% .GCTGGC|CTAAATGC|GAGC|CCGCGTICG[ACIG(G . . .Jplc] G
AY665905.1* .GCTGGC|CTAAATGC|GAGCICCACGT|CGACGG - . -[AC] G
AY665886.1% .GCTGGC|CTAARATGC|GAGC|CCACGT|CG[AC[GG . . .falc G
MH763728.1% .GCTGGC|ICTAAATGC|GAGCICCACGT|ICGAC|GG . - «JAC] G
MH763740.1% .GTTGGCICTAAATGT|GAGC|ICCATGT|CGACIGG . . .fAlcle G
0Q372021.1 .GTTGGC|CTAAATGAGAGC|ICCATGT[CGJAC[GG . . .fAlc G
00372022.1 . .GTTGGCICTAAATGT|GAGC|ICCATGI|CGIAC[EG -falcle G
00372023.1 CG|TTCC|GC|GCCGGGGTTCGTTAGTICGA[CCGGC|GACC|GCGCAC|G (GG G
0Q0372024.1 . .GTTGGCICTAAATGT|GAGCICCATGT|CGAC|GG . cle G
0Q372025.1 oo v ofe oo eafeenl .| .
00372026.1 als s ofea oas 50 AT. .
00372027.1 CTATTCCTTEGGCGC . TTTCGTGCCCGE(HGTTCGTTAGTCGC T/AlG .CGCACGT|G
00372028.1 .GATGGC|CTAAATGT|GAGCICCATGICGACIEG. . .o v v v fa(c] TTTTAGTI|T
0Q372029.1 .TATTCCITTGGCGCGTIITCGTSICTGSIGGTTTCATTATCTC TIA/G] .CTCAAT[T
590 600 610 620 630 640 650
KT178121.1* GTGGACT. T[T TAC[CAAAGATGATGAGAACGTGAACTCRCAACCATTTAT . [AcGTToAGARATC .[G by
NC_026570.1* CTGGACT. T C/CAAAGATGATGAGAAICGTCAAIC TCRAICAAICCIAT|TTAT . .[G[CIGT TGIGAGA[GATC . (G cT
KT178120.1* GTGGACT. T CICAAAGATGATGAGAAICGTGAAICTCAICAAICCAT|TTAT . .[G[CIGT TGGAGAGATC . (G CT
NC_048515.1* GIGGACT. T C/CAAAGA[TGATGAGAAICGTGAAIC TCRAICAAICCIAT|TTAT . .[G[CIGT TG|GAGA[GATC . (G cT
NC_048514.1* GTGGACT. T| C|ICARAGA[TGATGAGAAICGTGAAICTCRICAAICCAT|TTAT . .[G[C/GTTGGAGAIGATC . (G cT
NC_070364.1* GTGGACT. | C|ICAAAGA[TGATGAGAAICGTGAAICTCRICAAICCAT|TTAT . .[G[C/G T TGGAGA(GATC .[G] cT
NC_039458.1* GIGGACT. | C|ICAAAGA[TGATGAGAAICGTGAAICTCAICAAICCAT|TTAT . .[G[C/G T TG[GAGAGATC . |G cT
NC_039457.1* GTGGACT. T C/CAAAGATGATGAGAAICGTGAACTCRICAAICCAT|TTAT . .[GCIGT TGGAGA[GATC . G cT
00507152.1 GIGGACT.T 1 C/CAAAGA[IGATGAGAAICG I GAAIC TCAICAAICCIAT|I TAT . .[GCIGT TGGAGA[GATC . (GfT .
0Q507153.1 GTGGACT. | C|ICAAAGA[TGATGAGAAICGTGAAICTCRICAAICCAT|TTAT . .[G[C/GT TGGAGAGATC . |G| cT
00507154.1 GTGGACT. T C/CAAAGATGATGAGAAICGTGAACTCRICAAICCIAT|TTAT . .[GCIGTTGGAGAGATC . g cT
00B07155.1  .viaiafoesieara]ss .| e o ofe o o] o ofe .
0Q507156.1 GTGGACT. T CICARAGA[TGATGAGAACGTGAAICTC 5 .6
0Q507157.1 GTGGACT.TGAT|T[TTAC/ICAAAGA|TGA|TGAGAAICGTGAAICTCA| Gl .[q
0Q507158.1 GTGGACT.TGAT[T[TTAC[CAAAGATGATGAGAAICGTGAAICTC 5l .[6
0Q507159.1 GTGGACT . TGAT|T|TTAC|CAAAGAITGATGAGAAICGTGAACTC] € .6
0Q507160.1 C| AL ... .
00507161.1 CICAAAGA[I GAT GAGAAICG T GAAIC T Ca| .6 Gl
AY665903.1% CTC|TCGTGGTGCCGTGGC|CGAR. 51 5l Ne
AY665868.1* CTCITCGTGGTGC|ICGTGGCICGAR. G T| - (]
AY665910.1% CTCITCTTGGTGC|CGTG|GCICGAR. Gl Gl « (]
AY665914.1% CTC[ICGTGGTGCICGTGGC|CGA. € (G e
AY665879.1% CTC[TCGTGGTGC|CGTGGCCGA[M|. (G 5l N
AY665905.1* CTCITCTTGGAGC|CGTGGCICGARS. . .[CCICGTCGCCCG € He
AY665886.1% CTCITCTTGGTGC|CGTGGCICGAR|. . .[CCICGTTGCCCG © iG]
MH763728.1% CTCTCTTGGTGCCGTGGCICGAR. . .[cClcGTcGCcCl 5 Ne
MH763740.1% CTC[TTGTGGTGCICGTGGCCGAR. . .[cClCETsGCCCl € Ne
00372021.1 CTC[TTGTGGT. . O P P
00372022.1 CTCTTGTGGTGCCGT" .[cclegTiseeccls 5 lGaRClclTT[TC
00372023.1 N PP R 1 I ¢ .[eelcciriTcccalg 5 TGC|GGG(TC
00372024.1 CTCTTGTHGTGCCG .feclegrsecccls € .aacirclce
0Q372025.1 I I O O ol ofe ofefeaae o ol o
00372026.1 GTTTCGTG... . .[CCIAGIGGGTTC[S. .|
00372027.1 CTAIGCGGGAG. .. GTaGcGaRcGckd]. .JTTcccal GCGGGG[TC
0Q372028.1 CTC[TTGTGGTGC|ICATGGGICCGAATCICCIGCIGGGCCCG) AAC[C|TTICC
00372029.1 cG.|....deeaalteTTacIceaR. . .cTcclrTececl.|. . .« ... . .| L. . L) .
660 670 680 690 700 710 720 730
KT178121.1%* TTT|GT|GCICGAAGCAICTTTATARAGCACAGGCTGAAA . CAGGTGAAATCAAAGGGCATTACTTGAATGCTACTG
NC_026570.1* T T T|GT|GC|CG|AA[GC|A| INAGCACAGGCTGAAA.CAGGTGAAATCAAAGGGCATTACTTGAATGCTACTG
KT178120.1%* T T T|G|T|G C|C G|A[AIG C|A| INAGCACAGGCTGAAA.CAGGTGAAATCAAAGGGCATTACTTGAATGCTACTG
NC_048515.1* T T T(GT/GC|CG|AAGC[A IAAGCACAGGCTGAAA.CAGGTGAAATCAAAGGGCATTACTTGAATGCTACTG
NC_048514.1* TTT(GT|GC|CGRAIGCAICTTTATARAGCACAGGCTGARA . CAGGTGAAATCAAAGGGCATTACTTGAATGCTACTG
NC_070364.1* TTT|GT|GC/ICGAAGCAICTTTATARAGCACAGGCTGAAA . CAGGTGAAATCAAAGGGCATTACTTGAATGCTACTG
NC_039458.1* TTT(GTGC|CGAA|GCAICTITTATARAGCACAGGCTGAAA . CAGGTGAAATCAAAGGGCATTACTTGAATGCTACTG
NC_039457.1* TTT[GTGC|CG|AA|GC[AICTITTATARAGCACAGGCTGAAA . CAGGTGAAATCAAAGGGCATTACTTGAATGCTACTG

0Q507152.1

0Q507153.1 T T T|G|T|G C|C G|A]AIG C|A(C T| o

0Q507154.1 T T T|G|T|G C|CGJAAIG C|A| A

0Q507155.1 R an A . o

0Q507156.1 T T T|G|T|GC|CGJAA A"TTTATAAAGC CAGGCTGAAA. GGTGAAATCAAAGGGCATTACTTGAATGCTACTG
0Q507157.1 T T T|G|T|G C|C G|A[AIG C|A| Al .CAGGCTGARA..

0Q507158.1 T T T|G|T|G C|C GAJAIG C|A] ofe

0Q507159.1 T T T|G|T|G C|C G|A[AIG C|A| A

00507160.1

00507161.1 TTTGTG .|. -|-|.]. - .

AY665903.1* T . .|GIC[GC|T T|AlG|G C|G| CCGCCACCCCAGGT CAGGCGGGATT.
AY665868.1% G . .|GIC[GC|T T|AGG C|G CCGCGACCCCAGGT.CAGGCGGGATT.
AY665910.1% G . .[GIC[GC|T T|A[G|G C|G CCGCGACCCCAGGT.CAGGCGGGATC. .
AY665914.1% G . .|GIC[GC|T T|A[GG C|G CCGCGACCCCAGGT.CAGGCGGGATT.
AY665879.1% G . .|GIC[GC|T T|AG|G C|G CCGCGACCCCAGGT.CAGGCGGGATT.
AY665905.1* G . .|GIC[GC|T T|A[G|G C|G| CCGCGACCCCAGGT.CAGGCGGGATT.
AY665886.1* G . .|GICIGC|T TIAG|G C|G CCGCGACCCCAGGT.CAGGCGGGATT.
MH763728.1* G . .|GIC[GC|T T|AG|G C|G CCGCGACCCCAGGT.CAGGCGGGATT.
MH763740.1* G . .|GIC[GC|T T|A|G|G C|G CCGCGACCCCAGGT.CAGGTGGAATT.
00372021.1 oo efefeleale ofe]e]e e e
0Q372022.1 GG T|G|C[G C|T T|A[G|G C|G CCGCCACCCCAGGlGCAGGlGGAAl .
0Q372023.1 GCT|C|T[GC|T T|T|G/T T|G CAATGATCCTTCCG.CAGGTTCACCT. .
00372024.1 . . .|GIC|GC|T T|AIG|G C|G| CCGCGACCCAGTCT. .GGGATTTTCG.
00372025.1 S B R o O o | o o

00372026.1 e« of+[+]- -|T TIAIAIT C[C] CCGTGACACCT.

00372027.1 GCT|C|T(GC|T T|A[G|C A|G CAATCAACCT CCG CATGGTCACCT.
0Q372028.1 GGC|G|T[T T|T T|A[G|G C|C|

0Q372029.1

3




Supplementary Figure S2: Multiple sequence alignment for Physalis accessions based on
ITS2 gene only (https://espript.ibcp.fr/ESPript/temp/1397454355/0-0-1688383432-

esp.pdf)
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IGCGGCGGAGGGTGGCCAT(
IGCGGCGGAGGGTGGCCAT(
IGCGGCGGAGGGTGGCCATC
“GGAGGGTGGCCAT(]
IGCGGCCGAGGGTGGCCAT(
IGCGGCGGAGGGCGGCCGT(C
IGCGGCGGAGGGTGGCCATC
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T CpyClefelnbdelelA T GIA A GEVA[SGENA G C GEVARYT G[EIGENT|A
AAGAIIAATGATC TCEINACGEA TA T{ehdeelGlo T ChyClefeiAbdeelA T G| A GEIA{MG YA G C GEIAINT G{&GIAT|A
AAGASIAATGATCTCEFNACG[EA T A T[ohdolelGe T CpyCleloAbeAeliA T G|A A GEVA[MGEYA G C GEVARNT G&IGENT|A
AAMAIIAATGATCTCEIFNA CGeA TA T{ohdeeGlel T ChyClefelAbdedeln T G|A A GEVAIG YA G C GEVAINT G{&GIT|A
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220 230 240
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300 310
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GTCAGCGCACCCCCCGC(

SR

380 390
[GAGGCCCGCGGGATEACCTTCGACGE

G T|A|G T C|C|T G[C|
CIGCIGIGTCT|TGTICT

GIGGGCCCGCGGAGAACTC. .CGACGC
GGGGCCCGCGGAGAACCTT.CGACGC

GCGGAGGGTGGCCATC

TIGCIGIGTCIT|ITGTIC T

E 00
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Supplementary Figure S3: Multiple sequence alignment of Physalis accessions based on

rbcL gene only (https://espript.ibcp.fr/ESPript/temp/1129027434/0-0-1688384286-esp.pdf)

1 10 zo 30

0Q507152.1
0Q507154.1
©Q507160.1
©0Q507156.1
0Q507155.1
0Q507153.1
00507157.1
0Q507158.1
0Q507159.1
0Q507161.1 AAATTGACTTA GAGTACCAAACCAAGGATACTGA TLNW.Widclclop Nelop Wik folelcd Xeh . V.Xok Joloh fop.V.Xeolo

a0 s0 60 70 8o %0 100
[ L Ml T GGAGTTCCACCTGAAGAAGCAGGGGCCGCGGTAGCTGCCGAATCTTCTACTGGTACATGGACAACTGTATGGACCG
[ L Ml T GGAGTTCCACCTGAAGAAGCAGGGGCCGCGGTAGCTGCCGAATCTTCTACTGGTACATGGACAACTGTATGGACCG)
[ Y Wl T GGAGTTCCACCTGAAGAAGCAGGGGCCGCGGTAGCTGCCGAATCTTCTACTGGTACATGGACAACTGTATGGACCG)
[ I A T Il T GGAGT TCCACCTGAAGAAGCAGGGGCCGCGGTAGCTGCCGAATCTTCTACTGGTACATGGACAACTGTATGGACCG
[ L Bl T GGAGT TCCACCTGAAGAAGCAGGGGCCGCGGTAGCTGCCGAATCTTCTACTGGTACATGGACAACTGTATGGACCG
Il T GGAGTTCCACCTGAAGAAGCAGGGGCCGCGGTAGCTGCCGAATCTTCTACTGGTACATGGACAACTGTATGGACCG,
[ A A Il T GGAGT TCCACCTGAAGAAGCAGGGGCCGCGGTAGCTGCCGAATCTTCTACTGGTACATGGACAACTGTATGGACCG
[ Bl T GGAGT TCCACCTGAAGAAGCAGGGGCCGCGGTAGCTGCCGAATCTTCTACTGGTACATGGACAACTGTATGGACCG
[ T Il T GGAGT TCCACCTGAAGAAGCAGGGGCCGCGGTAGCTGCCGAATCTTCTACTGGTACATGGACAACTGTATGGACCG)
S T Bl T CGAG T TCCACCTGAAGAAGCAGGGGCCGCGGTAGCTGCCGAATCTTCTACTGGTACATGGACAACTGTATGGACCG)

110 120 130 140 1s0 160 170
0Q507152.1
OQ507154.1
0Q507160.1
OQ507156.1
0Q507155.1
0Q507153.1

[ Ll B A TGGACTTACCAGTCTTGATCGTTACAAAGGGCGATGCTACCGCATCGAGCGTGTTGTTGGAGAAAAAGATCAATAT,
[ Il A TGGACTTACCAGTCTTGATCGTTACAAAGGGCGATGCTACCGCATCGAGCGTGTTGTTGGAGAAAAAGATCAATAT)
L L A Il A T GGAC T TACCAGTCTTGATCGTTACAAAGGGCGATGCTACCGCATCGAGCGTGTTGTTGGAGAAAAAGATCAATAT

190 200 210 220 230 240 2s0 260
LI S A T TGCTTATGTAGCT TACCCTT TAGACCTTTTTGAAGAAGGTTCCGTTACCAACATGTTTACTTCCATTGTAGGTAA
[ L R A T TGCTTATGTAGCTTACCCTTTAGACCTTTTTGAAGAAGGTTCCGTTACCAACATGTTTACTTCCATTGTAGGTAA
Ll A A T TGC T TATGTAGCTTACCCTTTAGACCTTTTTGAAGAAGGTTCCGTTACCAACATGTTTACTTCCATTGTAGGTAA]
e T A T TGC T TATGTAGC T TACCCTTTAGACCTTTTTGAAGAAGGTTCCGTTACCAACATGTTTACTTCCATTGTAGGTAA
L A A T TGC TTATGTAGCTTACCCTTTAGACCTTTTTGAAGAAGGTTCCGTTACCAACATGTTTACTTCCATTGTAGGTAA)
[ L A T TGCTTATGTAGCTTACCCTTTAGACCTTTTTGAAGAAGGTTCCGTTACCAACATGTTTACTTCCATTGTAGGTAAR)
[ A A T TGC T TATGTAGC T TACCCTTTAGACCTTTTTGAAGAAGGTTCCGTTACCAACATGTTTACTTCCATTGTAGGTAA)
L A A T TGCTTATGTAGCTTACCCTTTAGACCTTTTTGAAGAAGGTTCCGTTACCAACATGTTTACTTCCATTGTAGGTAAR)
[ A A T TGC T TATGTAGCTTACCCTTTAGACCTTTTTGAAGAAGGTTCCGTTACCAACATGTTTACTTCCATTGTAGGTAA)
LAY ISR A T TGCTTATGTAGCTTACCCTTTAGACCTTTTTGAAGAAGGTTCCGTTACCAACATGTTTACTTCCATTGTAGGTAA

©0Q507152.1
0Q507154.1
0Q507160.1
0Q507156.1
O0Q507155.1
0Q507153.1
0Q507157.1
©0Q507158.1
oLl A R TG TAT T TGGGTTTAAAGCCCTGCGCGCTCTACGTCTGGAAGATCTGCGAATCCCTGTTGCTTATATTAAAACTTTCC
[~ LAY IR TG TATT TGGGTTTAAAGCCCTGCGCGCTCTACGTCTGGAAGATCTGCGAATCCCTGTTGCTTATATTAAAACTTTCC

3so0 360 370 380 390 400 410
[ Ll Ml A AGGTCCGCCTCATGGGATCCAAGT TGAAAGAGATAAATTGAACAAGTATGGTCGTCCCCTGTTGGGATGTACTATT,
[ L A A GGTCCGCCTCATGGGATCCAAGTTGAAAGAGATAAATTGAACAAGTATGGTCGTCCCCTGTTGGGATGTACTATT,
[ L X Il A AGGTCCGCCTCATGGGATCCAAGTTGAAAGAGATAAATTGAACAAGTATGGTCGTCCCCTGTTGGGATGTACTATT,
L Ll N I WA AGGTCCGCCTCATGGGATCCAAGTTGAAAGAGATAAATTIGAACAAGTATGGTCGTCCCCTGTTIGGGATGTACTATT,
[ L A AGGTCCGCCTCATGGGATCCAAGT TGAAAGAGATAAATTGAACAAGTATGGTCGTCCCCTGTTGGGATGTACTATT,
[ A A AGGTCCGCCTCATGGGATCCAAGT TGAAAGAGATAAATTGAACAAGTATGGTCGTCCCCTGTTGGGATGTACTATT,
[ A A AGGTCCGCCTCATGGGATCCAAGT TGAAAGAGATAAATTGAACAAGTATGGTCGTCCCCTGTTGGGATGTACTATT,

L R Il A A GG TCCGCCTCATGGGATCCAAGTTGAAAGAGATAAATTGAACAAGTATGGTCGTCCCCTGTTGGGATGTACTATT



420 430 440 450 460 470 480 49%0

0Q507152.1
0Q507154.1
0Q0507160.1
0Q507156.1
0Q507155.1
0Q507153.1
0Q507157.1
0Q507158.1
0Q507159.1 G GGACTTGATTTTAC
[ LI I OSMAAACCTAAATTGGGGTTATCTGCTAAAAACTACGGTAGAGCTGTTTATGAATGTC T T Clclelciciucicl.Nobwleh: Wl i by . No)

500 510 520 530 540

0Q507152.1 CAAAGATGATGAGAACGTGAACTCACAACCATTTATGCGTTGGAGAGATCGTT
0Q507154.1 CAAAGATGATGAGAACGTGAACTCACAACCATTTATGCGTTGGAGAGATCGTTTCGTC
0Q507160.1 CAAA
0Q507156.1 CAAAGAT

OQ507155.1 .....ccc000000000
0Q507153.1 CAAAGATGATGAGAACG
0Q507157.1 CAAAGATGATGAGAAC

GAACTCACAACCATTTATGCGTTGGAGAGATCGTTTCGTCTTTTGTGICCGAAGCACT
GAACTCACAACCATTTATGCGTTGGAGAGATCGTTTCGTCTTTTGTGCCGAAGCACT
0Q507158.1 CAAAGATGATGAGAAC GAACTCACAACCATTTATGCGTTGGAGAGATCGTTTCGTC TTGTGCCGAAGCACT
0Q507159.1 CAAAGATGATGAGAACGTIGAACTCACAACCATITATIGCGTTGGAGAGATCGTTICGICTITTIGTGICCGAAGCACT
0Q507161.1 CAAAGATGATGAGAACGTGAACTCACAACCATTITATGCGTTGGAGAGATCGTTTICGTICTTTTGTGl. v v v v v vnan




Supplementary Figure S4: Heat map representation of the mineral content of Physalis

accessions.
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Supplementary Figure S5: Heat map for the polyphenol content distribution of Physalis

accessions
e e

Accession CAE | Tanmic (mg

Number . Rutin/g
/g acid/g DW)
DW) [ DW)

0Q507152.1

0Q372021.1

0Q372022.1

0Q372023.1

0Q372024.1 ]

0Q372025.1

0Q372026.1

0Q372027.1

0Q372028.1

0Q372029.1

Green color represents specific high polyphenol concentration for the Physalis accession
while yellow represents specific moderate polyphenol concentration and red represents

specific low polyphenol concentration



Supplementary Figure S6: Heat map for the radical scavenging activity of Physalis

accessions

Accession

DPPH RSA % | HRSA %
Number

0Q507152.1

00Q372021.1

0Q372022.1

0Q372023.1

00Q372024.1

0Q372025.1

0Q372026.1

00Q372027.1

0Q372028.1

00Q372029.1

Green color represents specific high radical scavenging activity for the Physalis
accession while yellow represents specific moderate radical scavenging activity and red

represents specific low radical scavenging activity.



