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SUPPLEMENTARY MATERIALS

Table S1  Indel marker primers used for fine mapping of the FNC gene

Primer name Primer sequence
M1 Fw: GGGGCAAGGCAATAATTTTACTAC
Rv: AATGGTTGTCATCCAAACTCTGC
M2 Fw: TTGCAATTCGTTTTTCTCATGTC
Rv: CAAGTTGCATCAAATAAATACGAAA
M3 Fw: TTGCAATTCGTTTTTCTCATGTC
Rv: CATCAAGTTGCATCAAATAAATACG
M4 Fw: TCATGAACTTTCAAGCAAAAACAAT
Rv: TGCTAATACTATTGCCCTATCCCA
M5 Fw: TGACCAAATTCAAACACTTAGTAGCA
Rv: GTGAAGTTTGAGTCTTGGCCATT
M6 Fw: TATTGCCAGTCAGTTCGCTTTTAT
Rv: GTAAGGGTGGAGTTCAATAGATGC
M7 Fw: GCATAGCAATAACGTCATGACTCA
Rv: AAATTAAGTGTCGAAAAACATGTGG
M8 Fw: TAACAGACGTGTAAAACATCCTTGC
Rv: ATTGGCCTTGCTTATGAATCAGA
M9 Fw: ATTCATTGTTTGAATATGAGCTTCG
Rv: GATAAGCCTTTTAGCACCGTCAA
M10 Fw: GATCTTACTAGGTTCAATTTGTGGGA
Rv: AAATTTTGGAGATTGCCTAGAGATG
M11 Fw: GTGCTCCAATGGTTCACTCTAAGA
Rv: TTGGTGCTGATGAGAAAAGTAGGT
M12 Fw: TTCGAACATTGATAAGCTACGTAGTG
Rv: TAGGCAATTTTTTATGAGTTAGGCA
M13 Fw: ACGGACTATCTTCTTCCACTTGGT
Rv: GACATGTATTGGAATATTGTGGCAG
M14 Fw: ACTGGCGGCACTACTTTGAACTA
Rv: ATGAGCATTTGGGCTTATGAACTT
M16 Fw: GTCTCTTTCTATTTGCCTCTTTTGG
Rv: ATTTCTCGAAGATGAGTCAAACTGA
M17 Fw: CTGTATCTGTTAAATCACATTCGCTT
Rv: CGTTCTGATGACTTTACTTCCAATAG
M19 Fw: AACCGTCCGTGTCTTTTCTTATT
Rv: CTTTACTCATCTCTCCTGGAATCTTAC
M20 Fw: TTACCACAACGCTCAACAAGATTTA
Rv: TTGCCTACTGGTCAAGGATAGATTT
M21 Fw: AGTCTCTTTGATGCTTTATGTCCAG
Rv: TCTCTGTCTGTGCTTGTGTTGATAA
M22 Fw: TCCTGAAATATGACAGTAGAACCCA

Rv:

GGATCAGTGCTATTCCTTGTACATT
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GCTCTGATACTCAACTTTTGGCATA
CTGGCTATTAAACGCTACAACAAGA
TGCGGCTTCATTTTCATCTGTAA
ATCCTCAAAATGTATGACGCCCT
AGCTTGAATGATTGCAACACTGAC
TTGTGGTGAGTTGCTAAAGCTGTAT
ACTTTGTGGTGTCTATTTGGATTGA
TGAATTGCATCCACCTGTAAAGTT
TGCATACTCCTCTTGTTATTTGACTT
TCTCAATCTTCACCTCAGAACAGTAC
TAACTCCTGCTCAGAGAGGCTAAC
TAGCTATATTGACTCATGGACAGGC
ATGGTTGGATTATGGTGAAGGAGT
GTCATGCTTCTCAGTTTGTCTACCA
GAACCAGACACCATTAACTTTAGGC
GAGAACTGTTTCGAGGATCTATCATG
CCTGTTGCCATTGAACTATCACTAA
GCACTTGATAGAGGTTCAGTCGATA
ACTTTGTGGTGCCAATGTTTTCT
TCTGCTTTTCTGCAACTTTGACTAC
CGTCCAAGTCTAAAAGAGTCTATGATG
CTTCTGATTTAGCCTTTTCATCTTCT
ATTCATTTGGTAGGTAGGTTTTAGCT
CCAAGCATCACCATCCATTATATTA
AAGTACCTGAAGTTCCAGATTTAGCT
TGGTGTCTGTTCTTCCACATCAT
TGCCAATATTGCATAATTTCTCACT
CTCTAATTCGTGTTTTATGTCCGTT
CCATATGTCACTTTGCATGTAATTG
TCAATCCCTAGCGTTTTCCTATC
ATCGTTTTGATTGTGGTATGTGAAG
AATTGTTGTTATACACAGGAGCACC
CATGATCACTAACAAGGGATGAAAA
GATGTTGTTCCTCCCACCTCTAATA
AAACGCATTATTTTGTATGTGGAG
TTCCCTCGTTTTAGCTAATGTGAT
GCACCTTTCAACTCAACTCATAACA
TAACAATTTTTCTCATTTCCAGGAC
CATCAGACCATACACTCCTCCAAAT
TTGTAAGGAGGATGAGTTAAAGGGA
TTGGACTCGTCAAAGGCTAATCA
CCATCTCTACCTTCAATTCAACTGTC
TGCGATACAACAAACATAACCCT
ATGACCACTAATAACACAGACAACTTC




Table S2  Primers used in this work

Primer Gene ID Primer sequence
name
FNC-Q Fw: TCCAACCAGGTATTCATGTGCTGTC
RV: CGCAGATTTTCTCGTCATTCACTTC
FNC- Fw: ATATGGGATCTACTAGTGAATTCATGTGTATAGTAGTGTTTATTTGG
101YFP RV: TCGAGCCCGGGGGTACCGTCGACTTGCATTTGGAGTTTTTCAATCCG
FNC-OE- Fw:
FW CATTTGGAGAGGACACGCTCGAGATGTGTATAGTAGTGTTTATTTGGGAAGC
RV: TCTCATTAAAGCAGGACTCTAGATTATTGCATTTGGAGTTTTTCAATC
Fw: TGTATTTGTACGTTAAACCACCTGC
4CL-Q Solyc069g068650.2.1
RV: ATACATACATTTTTCTCCTTTTGCC
Fw: CACCTGCCTCTATACGGTTAAAATT
PAL-Q Solyc109g086180.1.1
RV: ACACCAGCCATGTCCCTTACAGTCA
Fw: AACTCCACCTCTTAGCCAATGCAAT
NLTP9-Q Solyc09g082270.2.1
RV: GAACTCTGTTAGATCCACGTCCTGA
Fw: CAAACTCCTCCACTTAGTCGATGCA
LTP-Q Solyc09g065430.2.1
RV: AGATGAACCAGTTGGAGCAGGGGAA
Laccasel3- Fw: CCTATGTGTGAGCCATCAGGGTTTA
Solyc069082240.2.1
Q RV: TCTTTCTTGAGAGGTACTTGCACAT
Fw: ATGGAGGGCCAAGCACTTATCTT
PG-Q Solyc08g060970.2.1
RV: TACCAGCAACACTTCTTTCAATAAGAAA
Desaturase- Fw: ATGGGAGGTGGTGGTAATATGTCTG
Solyc12g044950.1.1
Q RV: ACTCTTTCGAGAGGATTTTTCTTCTG
Fw: TTCGGGATTTGAAGTTTATGAGTTT
EXPA11-Q  Solyc04g081870.2.1
RV: AATAAAAGAAGACAGAGGAAGGGGG
SIGPATS5- Fw: GTTATTGTCAAGGGCAAACCACCAC
Solyc049011600.2.1
Q RV: ATCGAGAGATTGAGTACGTCACGGC
Fw: TGGCTCAGGTGACAAAGTTCAAATG
SIASFT-Q  Solyc03g097500.2.1
RV: AAACCTCTCGCAATTTCACCCCAAG
Fw: ATTGAAGGAGAACGAGTGTGTGGAG
GDSL-Q Solyc02g090210.2.1
RV: AAAAGTTGCTCCGTCGAGTTCTTTG
Fw: CTGCATATGTATCAGGGGAAAAAAG
FAR-Q Solyc06g074390.2.1
RV: CTCTCAGCTGTTTCAATGTTTCCTC
Fw: TCTTGCTAAACAACTATTGCAGGTG
KCS-Q Solyc03g005320.2.1
RV: TCCATACTCACCACAAGTGCATAAG




Table S3  Genes ID of the candidate region

Gene ID

Annoted Function

Solyc04g082500.2.1
Solyc049082510.2.1
Solyc04¢082520.1.1
Solyc04g082530.2.1
Solyc049082540.1.1
Solyc04¢082550.1.1
Solyc04g082560.2.1
Solyc049082570.2.1
Solyc049082580.2.1
Solyc04g082590.2.1
Solyc04g082600.2.1
Solyc04g082610.2.1
Solyc04g082620.2.1
Solyc04g082630.2.1
Solyc049082640.2.1
Solyc04g082650.2.1
Solyc04g082660.2.1
Solyc04g082670.2.1
Solyc04g082680.2.1
Solyc049082690.1.1
Solyc049082700.2.1
Solyc049082710.2.1
Solyc04g082720.2.1
Solyc04g082730.1.1
Solyc049082740.2.1
Solyc049082750.2.1
Solyc049082760.2.1
Solyc04g082770.2.1
Solyc04g082780.2.1
Solyc049082790.2.1
Solyc04g082800.2.1
Solyc04g082810.2.1
Solyc049082820.2.1
Solyc04g082830.2.1
Solyc04g082840.2.1
Solyc04g082860.1.1
Solyc04¢082870.1.1
Solyc04g082880.2.1

ATP binding / serine-threonine kinase
Serine/threonine-protein kinase

Ring zinc finger protein (Fragment)

Bromodomain-containing protein

Ser/Thr-rich protein T10 in DGCR region
Trehalose-6-phosphate phosphatase

Actin cytoskeleton-regulatory complex protein PAN1

U-box domain-containing protein

Kelch repeat-containing F-box family protein

Canopy homolog 2

Serine/threonine phosphatase family protein

Glutamate-gated kainate-type ion channel receptor subunit GIuR5
Serine threonine-protein kinase

Glyceraldehyde-3-phosphate dehydrogenase B

Unknown Protein

Palmitoyltransferase erf2

Peptidyl-prolyl cis-trans isomerase
Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 1
Chloroplast channel forming outer membrane protein

Ring finger protein

Solute carrier family 2%2C facilitated glucose transporter member 12
Cathepsin B-like cysteine proteinase 3

Small heat shock protein

Unknown Protein

Heat shock protein-like protein

3-beta hydroxysteroid dehydrogenase/isomerase family protein
SWI/SNF complex subunit SMARCC1

RNA-binding protein 68390-68829

Cinnamoyl CoA reductase-like 1

Atp-dependent RNA helicase

Unknown Protein

AT-hook DNA-binding protein (Fragment)

ARID/BRIGHT DNA-binding domain-containing protein
Auxin efflux carrier family protein

Cell division protein kinase 2

UDP-glucose glucosyltransferase

Pentatricopeptide repeat-containing protein

Diphosphate--fructose-6-phosphate 1-phosphotransferase
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Fig. S1 Screening indel markers for the FNC gene fine mapping.
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1 1
ATGTGTATAGTAGTGTTTATTTGGGARGCAGATAGTAGATATTCATTAGTGTTATTATTGARTAGAGATGARTATCATARTAGGCCARCARRGGARGT TCATTGGTGGGARGATGGAGARATTGTTGGTG
ATGTGTATAGTAGTGTTTATTTGGGARGCAGATAGTAGATATTCATTAGTGTTATTATTGARTAGAGATGARTATCATARTAGGCCARCARAGGAAGT TCAT TGGTGGGARGATGGAGARATTGTTGGTG
ATGTGTATAGTAGTGTTTATTTGGGARGCAGATAGTAGATATTCATTAGTGTTATTATTGAATAGAGATGARTATCATAATAGGCCARCARAGGARGTTCATTGGTGGGAAGATGGAGARATTGTTGETG
ATGTGTATAGTAGTGTTTATTTGGGARGCAGATAGTAGATATTCATTAGTGTTATTATTGARTAGAGATGARTATCATAATAGGCCARCARAGGARGTTCATTGETGGGARGATGGAGARATTGTTGGTG

131 140 150 160 170 180 190 200 210 220 230 240 250 260
1

GCARAGATGARGT TGGTGGTGGCACTTGGTTGGCTTCTTCARCTARTGGTARATTGGCTTTTCTTACTARTGTTTTGGARATTCATACACTTCCTCATGCCARRACTAGAGGTGATCTACCCGTTCGATT
GCARAGATGARGT TGGTGGTGGCACTTGGTTGGCTTCTTCARCTARTGGTARATGG--~TTTCTTACTARTGTTTTGGARATTCATACACTTCCTCATGCCARAACTAGAGGTGATCTACCCGTTCGATT
GCAARGATGARGT TGGTGGTGGCACTTGGTTGGCTTCTTCARCTARTGGTARATTGGCTTTTCTTACTAATGTTTTGGAACT TCATACACTTCCTCATGCCARRACTAGAGGTGACCTACCTGTTCGATT
GCARAGATGARGT TGGTGETGGCACTTGGTTGGCTTCTTCARCTARTGGTARATLGgct TTTCTTACTARTGTTTTGGARATTCATACACTTCCTCATGCCARAACTAGAGGTGALCTACCCGTTCGATT

261 270 280 290 300 310 320 330 340 350 360 370 380 390
1

1
TTTACAG---AGCARCARARGCCCAATGGAGT T TGCARAAGGGCTGGTGARTGARGGGARTGAATACARTGGGTTTAATTTAATTTTGGCAGATAT TGAARGTARRRRARTGGTATATGTAACARATAGG
TTTACAGCAGAGCARCARARGCCCARTGGAGT TTGL TTGGTGARTGARGGGARTGARTACARTGGGTTTARTTTAATTTTGGCAGATAT TGARAC TARARAARTGGTATATGTAACAARTAGG
TTTACAG CC TTTGC TTGGTGARTGARGGGARTGAARTACARTGGGTTTARTTTARTTTTGGCAGATAT TRAARC TARRARAATGGTATATGTAACAAATAGG
TTTACAG. . CC TTTGC! TGGTGARTGARGGGARTGARTACARTGGGTTTAATTTARTTTTGGCAGATAT TgARAC TARARRRAATGGTATATGTAACARATAGG

391 400 410 420 430 440 450 460 qa70 480 430 500 510 520
1

1
CCCARAGGAGAGCCCATARCAATACARGAAGTCCARCCAGGTATTCATGTGCTGTCCARTGCARAACTGGACTCTCCTTGGCCCARGG-——CTCARRGACTGARGT TARATTTTRAAGARRATGATGGATG
CCCARRGGAGAGCCCATARCAATACARGARGTCCARCCAGGTATTCATGTGCTGTCCARTGCARARCTGGACTCTCCTTGGCCCARGGAGGC TCAARGACTGARGT TAAATTTTAAGARRATGATGGATG
CCCARAGGAGAGCCCACARCARTACARGAAGTCCARCCAGGTATTCATGTGCTGTCCARTGCARARCTGGACTCTCCTTGGCCCARGGAGGL TCARRGACTGARGT TAAATTTTAAGARARTGTTGGATG
L) CCALARCARTACARGAAGTCCARCCAGGTATTCATGTGCTGTCCARTGCARAACTGGACTCTCCTTGGCCCARGGaggC TCARRGACTGARGT TAAATTTTARGARAATGATGGATG

AC
Sh
Pe
Consensus

AC
Sh
Pe
Consensus

AC
Sh
Pe
Consensus

521 530 540 550 560 570 580 590 600 610 620 630 640 650
1 1

TTTACGARGTGARTGACGAGARARTCTGCGTCARAGATATGATAGRARART TGATGAGAGATACCACTARAGCTGATARRRGTARATTGCCTTGTATTTGTTCTACGGAT TGGGAGT TGGARCTTAGCTC
TTTACGARGTGARTGACGAGARRATCTGCGTCARRGATATGATAGAARART TGATGAGRGATACCACTARAGCTGATARARRGTARATTGCCTTGTATTTGTTCTACAGACTGGGAGT TGGARCTTAGCTC
TTTACGAAGTGAATGACGAGARAATCTGCGTCAARGAGATGATAGARARAT TGATGAGAGATACCACTARAGCTGATARARGTARATTGCCTTGTATTTGT TCTACGGAT TGGGAGT TGGARCTTAGCTC
TTTACGARGTGAATGACGAGARAATCTGCGTCARAGALATGATAGAARART TGATGAGAGATACCACTARRGCTGATARARGTARATTGCCTTGTATTTGTTCTACEGAL TGGGAGT TGGARCTTAGCTC

651 660 670 680 630 700 710 720 730 740 750 760 770 780
1

TATTTTCGTCGARGT TGACACTCCACTGGGGTGT TATGGTACTAGAAGTACARCAGCAT TGACGAT TGAAGTGGGAGGARRRGTARGCTTTTATGAGT TGTACCT TGAGAACARCATGTGGARAGAGCAR
TATTTTCGTGGARGT TGACACTC---~GGGGTGTTATGGTACTAGAAGTACARCAGCAT TGACGAT TGAAG TGGGAGGAGAAGTARGCTTTTATGAGT TGTACCTTGAGARCARCATGTGGARAGAGCAR
TATTTTCGTGGARGT TGACACTC---~-GGGGTGTTATGGTACTAGARGTACARCAGCAT TGACAAT TGAAGTGGGAGGARRAGTARGCTTTTATGAGT TGTACCTTGAGAACARCATGTGGARAGAGCAR
TATTTTCGTgGARGTTGACACTC, . . .GGGGTGTTATGGTACTAGAAGTACARCAGCATTGACEAT TGAAGTGGGAGGAaARGTARGCTTTTATGAGTTGTACCTTGAGAACARCATGTGGARAGAGCAR

781 790 800 810 819
1

1
ATTGTCARCTATCGGATTGARARACTCCAARTGCARTAR
ATTGTCAACTATCGGATTGAAARRACTCCARATGCAATAR
ATTGTCAACTATCGGATTGARARRCTCCARATGCARTAR
ATTGTCAACTATCGGATTGAARARCTCCAARTGCARTAR

Fig. S2 Alignment of FNC gene sequences from the tomato cultivar Ailsa Craig (AC), wild species Solanum
habrochaites (Sh) LA1777 and S. pennellii (Pe) LAQ0716, showing the differences in FNC alleles.
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Netted-cracking pepper Non netted-cracking pepper

Relative expression
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Netted-cracking muskmelon Non netted-cracking muskmelon

Fig. S3 Expressions of homologous FNC in netted-cracking/non-netted-cracking pepper and muskmelon. (a)
Mature fruit of peppers and muskmelons with netted-cracking and non-netted-cracking phenotypes. (b) Expression

of FNC in netted-cracking phenotypes was higher than that in non-netted-cracking ones.
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KGEPITIQEVQPGIHYLSNAKLDSPHPKAQRLKLNFKKHHDYYEYNDEKICYKDNIEKLHRDTTKADKSKLPCICSTDHELELSSIFVEVDTPLGCYGTRST TALTIEVGGKYSF YELYLENNHMKEQLY
KGEPITIQEYQPGIHYLSNAKLDSPHPKAQRLKLNFKKHHDYYEYNDEKICYKDHIEKLHROTTKADKSKLPCICSTDHELELSSIFYEYDTPLGCYGTRSTTALTIEVGGKYSF YELYLENNHMKEQIY
KGEPTTIQEYQPGIHYLSNAKLDSPHPKAQRLKLNFKKHLDYYEYNDEKICYKENIEKLHROT TKADKSKLPCICSTOMELELSSIFVEYDTPLGCYGTRSTTAL TIEVGGKYSF YELYLENNMHKEQIT
KGEPiTIQEVQPGIHVLSNAKLOSPHPKAQRLKLNFKKHEDYYEVNDEKICYKSHIEKLHROT TKADKSKLPCICSTOMELELSSIFYEVDTPLGCYGTRSTTALTIEVGGKYSF YELYLENNHMKEQT !
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p35S:: FNCAC

P35s:: FNCIL4

Fig. S4 The amino acid sequence alignment and overexpressing phenotype of FNC in different development stages
of fruit. (a) Amino acid sequence alignment of FNC protein from AC, M82 and IL4-4. (b) Overexpression of

FNC'“*4 and FNCAC lead to the appearance of the netted-cracking in tomato during different stages of fruit.



1 10 20 30 0 50 60 70 80 90 100 110 120 130

AGCTTCTTTTCARCCARTTTGTCAGCTATTCATTARTCTGECATARARRRT TAGARAGTATTTCCTCTGTTTCARAATTTARAATCARACARRRTTCTACTARGATATTTTTATACTTTTTAGATTGATAT

131 140 150 160 170 180 190 200 210 220 230 240 250 260

TTRATTGTARCTTATAGTATTATTTTCACTGATTTTTATGAGCCTGTTTGGCTCAGCTTARARGC TGETCAART TGACT TRRAAGCTGGTTTTTARCTTATTTAGCTGTTTGGCARTACTCARRRCAACTT

B T T T T T T L L L L T T

gﬁl 27 280 290 300 310 320 330 340 350 360 370 380 390

ATTTTARGTTTRRAARARATTTATTTTARGCCAARAGT TAARAAC TGEGATAGGAGTGCTTTTTTATTTTTAGCTTATARACTGTTTTAAGTTGACCACATTTTTATCTTTTTGTGCTTAATATTTTTATA

3 00 4a10 420 430 440 450 460 470 480 490 500 510 520

AC
4-4
Consensus
AC
4-4
Consensus
AC
4-4
Consensus
AC CARTCTCCARATTATCCATATARCCCTARCATTTCTTTTITCCATITATCCCTTTTCACGTTTGACATARTART TTCAGCACTTTTATCCARACACATARCTGCTTATTTTAAAAATAAGT T TCAACAC
4a-4 mummmm TAAARTGAT TGATTACCAR-ACTTTAGT mnstc—mmmmmmn
CONSUNINE ccecvecvosccsncnsesssecssnconsssnnnsecBlECH A TTgaaTaCaff, ACaTaficTaaTTaTc, .RaflafTaabaTgcasaficT
AC
4-4
Consensus
AC
a-4
Consensus
AC
4-4
Consensus
AC
a-4

521 530 540 550 560 570 580 590 600 610 620 630 640 650

TTTARARGTACTT—=TTTTARAGCTGCTTT TATTRAAGCCCATCCARACGGGCCCTRATTTCATARTTTTGTTCGAATTTTATTART TAACATTTATTARATTTTARATCACAAAT TTATACATCGACTAR
TGTACTAGCTCCTART TRTACAGTAGAT T TTATAGG————-TTARATAGGATC--AGTTTCATAATTTTATTCGRAATTTTATTAATTAAAATTTATTARATTCTAAATCACARAT TCAGATATCGAGTAR
TgTRaafilicaCeT. . TTaTRaAGcabaTTTTATaSA. . . . . TcafflaathacC. RaTTTCATAATTTTaTTCGRATTTTATTAAT TAAAATTTATTARAT TcTRRATCACARAT T cAgAcATCGACTAR

551 660 670 680 690 700 70 720 730 740 750 760 770 780

AAARATARARAT TGARTCACARRTACCACCTTGARC TRGEARCCARTCGTGGTGTTRTGATCTTTTTGGCCATATATGTARAAC TAGGTGCACRARATART TARCARATTTTATTTCATTTATTATATTA
m——-TCGMTL’IM—l’ﬁ‘l’l:KC"MImﬂl‘llCG\'(&Tl"GIHI’Cﬂ"TI’WfII’Rﬂ“Elmll’miﬁcmIMTTMYIC"‘"IM"M’H“"H
M....coe..TcGARTCACAR, TRCCACCTTGARC TRGGARCCAATCGTGETATTGTGATCATTTTGRCL TARCAAATTCTATTTCACTTATTAGATTA

781 790 800 a10 820 830 840 850 860 870 880 890 900 10
TRAATCGARATTCTTTTACTTTATATAAAART TT-GAATTTARATTTTGAGTAGGRARAAATAT TATAT TGARRGCATCAT TGAAARARATGATCCATARRATTTTATTCGTATAACT TRAATTACATAARAR

TGATCGAGATTCTTTTACTTTATATAAAART TTTGARTTTARATTTTGAGTAGGRRCAATATTATAT TGARRGCATCAT TGGATTARATGATTCATAARATTTTATTCGTATAACT TRATCACATGARAR
TaATCGRLATTCTTTTACTTTATATAAARATTT . GARTTTAART TTTGAGTAGGARSARTATTATATTGARRGCATCATTGaRaaRRATGATCCATARRATTTTATTCGTATAACT TAATCACATARAR

a 920 930 940 950 960 970 980 990 1000 1010 1020 1030 1040
1

TAATTT-ATCGTT-GATTAAAGT TTGCCARCAATAARATAT TGRATAGTATTATCTAGTAGACAARATAAGCAGT TTARARC TTATCCARAT TGCTCTATGGARRAACTCATTATTTTTCTAATTARATT
TAATTTTATCGTTTGAT TAAAAT T TGCCARCAATAAAR-TATTGAATAGTATTATCTAGTAGACAARATAAGCAGT TTARARCTTATCCARAT TGCTCTATAGRCARACTCATTATTTTTCTRAATTAARATT
Consensus  TAATTTATCGTT, GATTAAASTTTGCCARCAATARA, TAT TATC ARARTARGCAGT TTRARRRCTTATCCAART TGCTCTATAGASARACTCATTATTTTTCTARTTAAATT

1«1 1050 1060 1070 1080 1090 1100 1110 1120 1130 1140 1150 1160 117‘_)
AC :numml:mtmtmnﬂmntmrmt TGTTARTTATTTTGCGCACARAGTATT TGGTARARRGTRARTCATAGC TAGARCRAGARCARAAC TCAAGT TA

4-4 TCAARTACAAT TTTAAGARRTAARRATTGTTARTTATTTTGCGCGCARRGTAT T TGGTAARARGTARATCATAGC TAGARCARGARCARAAC TCAAGTTA
C rlll TRATATCC LGTCARRTACAAT TTTAAGARATARSAAT TGT TARTTATTTTGCGCACARAGTAT T TGGTARAARG TARATCATAGC TRGARCAAGARCAAAAC TCRAAGTTA

171 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
N 1
TTTTARATATACTTTAGTAATTARTTATTGTGCCGTCCTATTCTTAGARTACTCARGTART TTARCGTAGTGGTGAAART TTGATARATTARTTATATACTAARTTTTTCAGTCTTATTTTATGTGGTATA
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Fig. S5 Sequence alignment of FNC promoter regions from the netted-cracking IL4-4 and the non-cracking AC.
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Fig. S6 The proposed mechanism of netted-cracking. The netted-cracks on tomato fruit are postulated to be a result
of the synergism (in cis-trans acting) of two loci (FNC and another trans-regulatory factor) at different locations in
the genomes. In S. pennellii, the inactive trans-regulatory was unable to bind to active cis-acting elements on FNC
promoters, and the active trans-regulatory was also unable to bind to inactive cis-acting elements on FNC promoters
in M82 and AC. However, in IL4-4, an active trans-regulatory was able to bind to active cis-acting elements on FNC

promoters to increase its expression and cause the formation of netted-cracking.



