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Identification of nuclear and cytoplasmic genes for overcoming crossing
incompatibility of the Capsicum genus
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The B (b) locus was thought to be located on chromosome 10. The A (a) locus
was found to be on chromosome 7. Based on these results, the hypothesis that a plant has two loci A
(a) and B (b) both carrying dominant genes grows abnormally. In addition, using CAPs markers
candidate gene for B gene was supposed to locate within 2,445,537 bases. Among them, 12 genes highly

expressed in shoot apical meristems of abnormal individuals, and most of which were involved in
disease resistance.
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Gene ID Description logFC
Capanal0g002397 disease resistance protein RPS2-like 1.84
Capanal0g002398 disease resistance protein At4g27190-like 2.40
Capanal0g002404 probable disease resistance protein At4g27220 4.60
Capanal0g002413 U-box domain-containing protein 4-like 5.57
Capanal0g002424 thioredoxin-like 3-1, chloroplastic isoform X1 2.00
Capanal0g002439 Jacalin-related lectin 3 3.77
Capanal0g002442 glutamate dehydrogenase 2.23
Capanal0g002468 Sigma factor binding protein 1, chloroplastic 3.00
Capanal0g002474 glucan endo-1,3-beta-glucosidase 8-like isoform X1 2.43
Capanal0g002483 cytochrome P450 98A2-like 9.21
Capanal0g002485 cytochrome P450 98A2-like 5.40
Capanal0g002491 calmodulin-binding protein 25-like 1.82
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Gene ID Description logFC
Capana10g002377 transcript variant X6 2.84
Capana10g002379 squamosa promoter-binding-like protein 9 372
Capana10g002384 enoyl-[acyl protein] red [NADH] 1, chloroplastic-lik 2.30
Capana10g002419 DNA-directed RNA polymerase Ill subunit 2-like 2.60
Capana10g002443 putative H/ACA ribonucleoprotein complex subunit 1-like protein 1 213
Capana10g002444 putative H/ACA ribonucleoprotein complex subunit 1-like protein 1 201
Capana10g002454 calmodulin-interacting protein 111 236
Capana10g002455 G2/mitotic-specific cyclin $13-7-like 7.29
Capana10g002459 probable auxin efflux carrier component 1b 219
Capana10g002486 DNA (cytosine-5)-methyltransferase DRM2-like 3.67
Capana10g002500 probable disease resistance protein At4g27220 1.97
Capana10g002502 probable protein S-acyltransferase 1 1.58
Capana10g002516 inactive protein RESTRICTED TEV MOVEMENT 2-like 3.57
Capana10g002529 DNA-directed RNA polymerase Ill subunit 2-like 3.80
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