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Supplementary Table 1. Complete sequecing of trnL-trnF region.

Cultivar name

Sequence

Shatianyou

Tavares

Wilking

Haryejosaeng

Shiranuhi

Ovale Kumquat

Marsh

Shinyegam

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTC
TCCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGC
AGAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGAGCAAGGAATCCC
CGTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGA
AATTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACG
GTGTGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCGCTAACCATTTCTCCTACCTTC
TCCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGC
AGAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGAGCAAGGAATCCC
CGTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGA
AATTACCCTCCCAAGACTTTGAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACG
GTGTGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTC
TCCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGC
AGAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGATCAAGGAATCCC
CGTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGA
AATTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACG
GTGTGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTC
TCCTTTTTTTGTTAGTGGTTCAAAAGACGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGC
AGAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGATCAAGGAATCCC
CGTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGA
AATTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACG
GTGTGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTC
TCCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGC
AGAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGATCAAGGAATCCC
CGTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGA
AATTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACG
GTGTGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTC
TCCTTTTTTGGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGC
AGAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGAGCGAGGAATCCC
CGTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGA
AATTCCCCTCCCAAGACTTTGAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACG
GTGTGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTC
TCCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGC
AGAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGAGCAAGGAATCCC
CGTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGA
AATTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACG
GTGTGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTC
TCCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGC
AGAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGATCAAGGAATCCC
CGTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGA
AATTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACG
GTGTGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC




G2/ trnL-trnF intergenic spacers (IGS) Y1t H 2|22 Internal Transcribed Spacer (ITS) ¥ &7 |MYS 0128 MIRE L QIR (‘Inchangkyool )2t 5= QR ((Gitrus ichangensis ‘lchangensis’) 2&112| QTSI &£

iy

Supplementary Table 1. Continued.

Cultivar name

Sequence

Trifoliate orange

Iwasaki wase

Myagawa wase

Tamnanuenbong

Cook Eureka

Cheongkyool

Dangyooja

Jinkyool

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTCT
CCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGCA
GAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGAGCAAGGAATCCCC
GTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGAAA
TTCCCCTCCCAAGACTTTTAATCCCTATTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACGGTG
TGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTCT
CCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGCA
GAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGATCAAGGAATCCCC
GTTTTAGTGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGAAA
TTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACGGTG
TGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTCT
CCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGCA
GAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGATCAAGGAATCCCC
GTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGAAA
TTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACGGTG
TGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTCT
CCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGCA
GAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGATCAAGGAATCCCC
GTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGAAA
TTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACGGTG
TGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTCT
CCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGCA
GAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGAGCAAGGAATCCCC
GTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGAAA
TTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACGGTG
TGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTCT
CCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGCA
GAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGATCAAGGAATCCCC
GTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGAAA
TTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACGGTG
TGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTCT
CCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGCA
GAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGAGCAAGGAATCCCC
GTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGAAA
TTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACGGTG
TGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTCT
CCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGCA
GAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGATCAAGGAATCCCC
GTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGAAA
TTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACGGTG
TGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC
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Supplementary Table 1. Continued.

Cultivar name

Sequence

Pyunkyool

Dongjeongkyool

Kamja

Jikak

Yuzu

Binkyool

Hongkyool

Byungkyool

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTCT
CCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGCA
GAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGAGCAAGGAATCCCC
GTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGAAA
TTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACGGTG
TGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTGCCTTCT
CCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGCA
GAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGAGCAAGGAATCCCC
GTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGAAA
TTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACGGTG
TGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTCT
CCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGCA
GAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGAGCAAGGAATCCCC
GTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGAAA
TTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACGGTG
TGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTCT
CCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGCA
GAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGAGCAAGGAATCCCC
GTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGAAA
TTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACGGTG
TGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTCT
CCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGCA
GAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGAGCAAGGAATCCCC
GTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGAAA
TTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACGGTG
TGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTCT
CCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGCA
GAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGAGCAAGGAATCCCC
GTTTTAATGATTCCCAATCCATATTATTGCTCTTACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGAAA
TTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACGGTG
TGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTCT
CCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGCA
GAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGAGCAAGGAATCCCC
GTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAGATGAAA
TTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACGGTG
TGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTCT
CCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGCA
GAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGAGCAAGGAATCCCC
GTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGAAA
TTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACGGTG
TGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC
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Supplementary Table 1. Continued.

Cultivar name

Sequence

Nova

Washington navel

Hamlin

Kiyomi

Inchangkyul

Ichangensis

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTC
TCCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGC
AGAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGATCAAGGAATCCC
CGTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGA
AATTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACG
GTGTGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTC
TCCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGC
AGAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGAGCAAGGAATCCC
CGTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGA
AATTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACG
GTGTGTCGGAAATGCTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTC
TCCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGC
AGAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGAGCAAGGAATCCC
CGTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGA
AATTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGGACG
GTGTGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTC
TCCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGC
AGAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGATCAAGGAATCCC
CGTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGA
AATTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACG
GTGTGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTC
TCCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGC
AGAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGAGCAAGGAATCCC
CGTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGA
AATTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACG
GTGTGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

AAAATCGTGAGGGTTCAAGTCCCTCTATCCCCACCCCAAAAAAGGCCTATTGACTCCCTAACCATTTCTCCTACCTTC
TCCTTTTTTTGTTAGTGGTTCAAAAGTCGGTAGGTTTCTCATCTATCCTACTCTTTTCCATTTCCAAAAGGATATGGGC
AGAATTTTTTTCTCTTATCACAAGCCGTATGGTCTATACGATATATGTAGAAATGAACACCTTTGAGCAAGGAATCCC
CGTTTTAATGATTCCCAATCCATATTATTGCTCATACTGAAACTTACAAAGTCTTCTTTTTGATGATTCAAGAAATGA
AATTCCCCTCCCAAGACTTTTAATCCCTGTTTATTTTTTAATTGACATAGACCCAAGTCATCTAGTAAGATGAGAACG
GTGTGTCGGAAATGGTCGGGATAGCTCAGCTGGTAGAGCAGAGGACTGAAAATCCTCGTGTCACCAGTTCAAATC

Red indicates the primer sites used for sequence analysis.
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