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Chr A el Gene ID AA| AA A BE SNP /
Position Status Gene Description InDel
chrl | 19295790 [ NON_SYNONYMOUS | CsaV3_1G032340 | V| L NCED; 9-cis—epoxycarotenoid SNP
dioxygenase [EC:1.13.11.51]
chrl | 19296096 | NON_SYNONYMOUS | CsaV3_1G032340 | P | S NCED; 9-cis—epoxycarotenoid SNP
dioxygenase [EC:1.13.11.51]
chrl | 19296097 [ NON_SYNONYMOUS | CsaV3_1G032340 | N | K NCED; 9-cis—epoxycarotenoid SNP
dioxygenase [EC:1.13.11.51]
chrl | 19297612 | START_GAINED CsaV3_1G032340 NCED; 9-cis—epoxycarotenoid SNP
dioxygenase [EC:1.13.11.51]
chr2 | 9534446 | NON_SYNONYMOUS | CsaV3_2G012080 | C | R NCED; 9-cis—epoxycarotenoid SNP
dioxygenase [EC:1.13.11.51]
chr4 | 421165 | NON_SYNONYMOUS | CsaV3_4G000740 | 1| F CCS1; capsanthin/capsorubin SNP
synthase [EC:5.3.99.8]
chrd | 422747 FRAME_SHIFT CsaV3_4G000740 CCS1; capsanthin/capsorubin InDel (8
synthase [EC:5.3.99.8] bp)

chr4 | 4916062 | NON_SYNONYMOUS | CsaV3_4G007180 | S| I NCED; 9-cis—epoxycarotenoid SNP

dioxygenase [EC:1.13.11.51]
chr4 | 4916163 | NON_SYNONYMOUS | CsaV3_4G007180 | E| D NCED; 9-cis—epoxycarotenoid SNP
dioxygenase [EC:1.13.11.51]
chr4 | 10889227 | NON_SYNONYMOUS | CsaV3_4G017450 | V| A AAO3; abscisic—aldehyde SNP
oxidase [EC:1.2.3.14]
chrb | 19675326 | NON_SYNONYMOUS | CsaV3_5G024720 | L | I | ABA2; xanthoxin dehydrogenase SNP
[EC:1.1.1.288]
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chr6 | 23615309 FRAME_SHIFT CsaV3_6G040750 protein ORANGE-LIKE, InDel(1
chloroplastic [Cucumis bp)
sativus], Or gene

chr6 | 23619716 | NON_SYNONYMOUS | CsaV3_6G040750 | I | L |protein ORANGE-LIKE, SNP

chloroplastic [Cucumis
sativus], Or gene
chr6 | 23619823 | NON_SYNONYMOUS | CsaV3_6G040750 | I | T |protein ORANGE-LIKE, SNP
chloroplastic [Cucumis
sativus], Or gene
chr6 | 23619827 | NON_SYNONYMOUS | CsaV3_6G040750 | S| A |protein ORANGE-LIKE, SNP
chloroplastic [Cucumis
sativus], Or gene
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871 3 3& CsaOR-HRM 2AFEAE 2019 F, Hetoll 283 A3sE vehin
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WS |y A2A A e A ASY f| olF F4Y | A4 A5 ratio |y
s 4 A P-value
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<110> REPUBLIC OF KOREA(MANAGEMENT : RURAL DEVELOPMENT ADMINISTRATION)

<120> Primer set for discriminating orange—fleshed cucumber and use
thereof

<130> 2021-0242-10-A

<160> 2

<170> KoPatentIn 3.0

<210> 1
211> 20
<212> DNA

<213> Artificial Sequence

<220><223> CsaOR-HRM-1F

<400> 1

cattagccct atccccttcet 20
<210> 2

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> CsaOR-HRM-1R

<400> 2

ctataatcga tggacaagaa aattg 25
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