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Abstract: In this study, from forty different varieties of celery in different regions of China as test material, the scientific
character of RAPD technology in the identification of celery cultivars was carried out in the verification and analysis technology.
The results show that the RAPD can well distinguish the genetic relationship of celery varieties of far and near, is suitable for the
analysis of celery cultivars relationship between simple and ideal DNA molecular marker technology. One of the thirteen bases
of different length of primer RAPD technique in the analysis of celery cultivars relationship between definition and the number
of bands have the obvious difference, method based identification as celery varieties with different genetic relationship.
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1 TC08001 i b4 7 T LA KR

2 TCO08014 paSE KETIANYU SEED

3 TC08015 R SCE JE 5 FERT A B AW 7 i
4 TC08016 Yy -iEA JEm TR SR A F

5 TC08017 g Sk e SRR TTRE R BRER A
6 TC08018 pdSE e &P EMTFARAF

7 TC08019 FECES JE R LO B PR A ]
8 TC08020 Py -iEA e SR &M A IR SR A 7
9 TC08002 LFecsuinges T LA KR

10 TC08003 TJeHE e SR &M A IR SR A
11 TC08004 AX100 J6 s B R R AT BR A =
12 TC08005 ATX200 J6 s B R Rl AT BR A =
13 TC08006 Rising Sun REEFHEG T 5T BT

14 TC08007 23 REEFHEG T 5T BT

15 TC08008 e b A b A F]

16 TC08009 BEIETT B (Tezier)

17 TC08010 R Je BN PR A F

18 TC08011 e ER] ALK &R AR 2

19 TC08012 FEE M Je RS A F

20 TC08013 CALIFORNIA EMPEROR JE I TR R S Al T A ]

21 TC08021 ] 35 2 JE I TR R SRl A ]

22 TC08022 e RIJK ZWAAN

23 TC08023 wHE RIJK ZWAAN

24 TC08024 Ry s J6 3 U R R B R L
25 TC08025 =R LA HISHE T 4% B B S b v IR 55 0
26 TC08026 S 7 T & R

27 TC08027 b= 2 R DR T IR A F

28 TC08028 e LA TS T 7 SR A R S P i IR 45 0
29 TC08029 B2 %

30 TC08030 G e SR &M A IR SR A
31 TC08031 BRI JEm TR SR A F

32 TC36001 WE=Tiy KRR 5T T

33 TC36002 P KRR 5T T

34 TC37001 VN B ESi

35 TC37002 PR/ e T A E SR T HBR A F]
36 TC37003 H AN 7 JE I TR R SRl A ]

37 TC37004 V=R IHZR T PH B AR R A BR A =]
38 TC37005 IR TR 7R

39 TC38001 AW ER

40 TC38002 E VI Jb 5 TR g S A |
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01CAGGCCCTTC 02TGCCGAGCTG 03AGTCAGCCAC 04AATCGGGCTG
05AGGGGTCTTG 06GGTCCCTGAC 07GAAACGGGTG 08GTGACGTAGG
09GGGTAACGCC 10GTGATCGCAG 11CAATCGCCGT 12TCGGCGATAG
13CAGCACCCAC 14TCTGTGCTGG ISTTCCGAACCC 16AGCCAGCGAA
17GACCGCTTGT 18AGGTGACCGT 19CAAACGTCGG 20GTTGCGATCC
SBSB

01GTTTCGCTCC 02TGATCCCTGG 03CATCCCCCTG 04GGACTGGAGT
05TGCGCCCTTC 06TGCTCTGCCC 07GGTGACGCAG 08GTCCACACGG
09TGGGGGACTC 10CTGCTGGGAC 11GTAGACCCGT 12CCTTGACGCA
13TTCCCCCGCT 14TCCGCTCTGG 15GGAGGGTGTT 16TTTGCCCGGA
17AGGGAACGAG 18CCACAGCAGT 19ACCCCCGAAG 20GGACCCTTAC
SBSC

01TTCGAGCCAG 02GTGAGGCGTC 03GGGGGTCTTT 04CCGCATCTAC
05GATGACCGCC 06GAACGGACTC 07GTCCCGACGA 08TGGACCGGTG
09CTCACCGTCC 10TGTCTGGGTG 1TAAAGCTGCGG 12TGTCATCCCC
13AAGCCTCGTC 14TGCGTGCTTG 15GACGGATCAG 16CACACTCCAG
17TTCCCCCCAG 18TGAGTGGGTG 19GTTGCCAGCC 20ACTTCGCCAC
SBSD

01ACCGCGAAGG 02GGACCCAACC 03GTCGCCGTCA 04TCTGGTGAGG
05TGAGCGGACA 06ACCTGAACGG 07TTGGCACGGG 08GTGTGCCCCA
09CTCTGGAGAC 10GGTCTACACC 11AGCGCCATTG 12CACCGTATCC
13GGGGTGACGA 14CTTCCCCAAG 15CATCCGTGCT 16AGGGCGTAAG
17TTTCCCACGG 18GAGAGCCAAC 19CTGGGGACTT 20ACCCGGTCAC
SBSE

01CCCAAGGTCC 02GGTGCGGGAA 03CCAGATGCAC 04GTGACATGCC
05TCAGGGAGGT 06AAGACCCCTC 07AGATGCAGCC 08TCACCACGGT
09CTTCACCCGA 10CACCAGGTGA 11GAGTCTCAGG 12TTATCGCCCC
13CCCGATTCGG 14TGCGGCTGAG ISACGCACAACC 16GGTGACTGTG
17CTACTGCCGT 18GGACTGCAGA 19ACGGCGTATG 20AACGGTGACC
SBSM

01GTTGGTGGCT 02ACAACGCCTC 03GGGGGATGAG 04GGCGGTTGTC
05GGGAACGTGT 06CTGGGCAACT 07CCGTGACTCA 08TCTGTTCCCC
09GTCTTGCGGA 10TCTGGCGCAC 11GTCCACTGTG 12GGGACGTTGG
13GGTGGTCAAG 14AGGGTCGTTC 15GACCTACCAC 16GTAACCAGCC
17TCAGTCCGGG 18CACCATCCGT 19CCTTCAGGCA 20AGGTCTTGGG
SBSN

01CTCACGTTGG 02ACCAGGGGCA 03GGTACTCCCC 04GACCGACCCA
05ACTGAACGCC 06GAGACGCACA 07CAGCCCAGAG 08ACCTCAGCTC
09TGCCGGCTTG 10ACAACTGGGG 11TCGCCGCAAA 12CACAGACACC
13AGCGTCACTC 14TCGTGCGGGT 15CAGCGACTGT 16AAGCGACCTG
17CATTGGGGAG 18GGTGAGGTCA 19GTCCGTACTG 20GGTGCTCCGT
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40N FESE AR 134514, 7£Gene Amp PCR System 9700PCRY™ 4 _E#ATDNAY 1 . K H20ul N Ak R #HTPCR
P, AR R EAARFA20uL, A 10uL2xEasyTagPCRSuperMix (+dye) (bRl eREAMHAGRAT) +2uL5mM
5|4)+20ngDNA .

PCREMFEFN: 94°CTIALMESmin30s; $E494°CAE M 1min30s, 40°CHE M 1min, 72°CHE{#H2min, 40MER; HJa
72°C Ji5 LE 4 10min.
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