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Abstract: Based on the limited understanding of the former researchers on RAPD marker, numbers of cultivars of purple yam
were utilized to evaluate the application of RAPD in cultivar identification of purple yam. The results showed that RAPD was a
stable DNA marker technique, and it could be scientifically and easily used in cultivar identification purple yam. The RAPD
fingerprints of purple yam crops, which were derived from primers with different number of nucleotides length, were different in
band number, polymorphism and band clarity. Basically, RAPD primers with S1255 can show DNA fingerprint clearly in purple
yam for the generation, while RAPD primers with S1255 is more suitable purple yam crops.
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1 51001 TCCGCAACCA 66 S1266 TCTCTAGGGG
2 51002 CACTTCCGCT 67 S1267 AGACCCTTGG
3 51003 GGTTACTGCC 68 51268 CACCGATCCA
4 51004 CTCCCCAGAC 69 51269 ACGGCCAATC
5 51005 TTGCAGGCAG 70 S1270 GGCGTATGGT
6 51006 GTAAGCCCCT 71 S1271 CTTCTCGGTC
7 51007 CCCTACGGAG 72 S1272 CCACTCGTGT
8 51008 TTCCCGTGCC 73 SIS CCAAGCACAC
9 S1009 AGAACCGAGG 74 S1274 CACCTCGACC
10 51010 GGGATGACCA 75 S1275 TGCTGACGAC
11 S1011 TCCGCTGAGA 76 S1276 TCTTAGGCGG
12 S1012 TCCAACGGCT 77 S1277 TTGGCATCCC
13 S1013 TGAGTCCGCA 78 51278 CACCACTAGG
14 51014 TGTGGCCGAA 79 S1279 AGCCTGGGGA
15 S1015 CTACAGCGAG 80 S1280 GTCGAAACCC
16 51016 CAAGGTGGGT 81 S1321 GTGTGCCGTT
17 S1017 CAGTGGGGAG 82 S1322 GGGAGGCAAA
18 51018 GGGCTAGTCA 83 S1323 CCAAGAGGCT
19 51019 GGCAGTTCTC 84 S1324 TCCCCAGGAG
20 51020 GGAAGGTGAG 85 51325 AGTGCACACC
21 51021 GGCATCGGCT 86 51326 AGGCATCGTG
22 51022 AGCCGTTCAG 87 S1327 ACGCGACAGA
23 51023 GGGTCCAAAG 88 S1328 AGTATGGCGG
24 51024 CTATCCTGCC 89 S1329 GGAAGTCCTG
25 51025 GTCGTAGCGG 90 51330 CCAGGCTGAC
26 51026 TGCCGCACIT 91 S1331 TGATTGCGGG
27 51027 ACGAGCATGG 92 S1332 GGTCGGGTCA
28 51028 AAGCCCCCCA 93 S1333 GAGCACTGCT
29 51029 TCGCTGGTGT 94 S1334 CACGGGCTTG
30 51030 TCGGGGCATC 95 51335 CAGCAATCCC
31 51031 ACGGCGATGA 96 S1336 GTCTGTGCGG
32 51032 GACGCGAACC 97 S1337 TGGGCTCTGG
33 51033 ACGCTGCGAC 98 S1338 GTGTGCAGTG
34 51034 TGGTGCACTC 99 51339 CCCTGTCGCA
35 51035 GACACAGCCC 100  S1340 ACACTCGGCA
36 51036 AAGGCACGAG 101 S1341 GTCCACCTCT
37 51037 CCTCACGTCC 102 S1342 TGCGAAGGCT
38 51038 TCGCGGAACC 103 51343 TTTCCGGGAG
39 51039 GGCAAAGCTG 104  S1344 AAGGCTCGAC
40 51040 CCTGTTCCCT ~ 105 S1345 TCGCTGCGTT
41 S1241 CAGTGGTTCC 106 S1346 GGCTTCGCAA
42 S1242 CAGGTCTAGG 107 51347 GACCGTCTGT
43 51243 GACTGGGAGG 108 51348 AGGCTTCCCT
44 S1244 TTGCCTCGCC 109 S1349 CCGATCCAAC
45 51245 ACACCTGCCA 110 S1350 CAAGGCCCCT
46 51246 CCGTCCCTGA 111 S1351 ACGCGCCTTC
47 51247 ACTGCGACCA 112 51352 CTGTCGGCGT
48 51248 TCCTCGTGGG 113 51353 CCGCTCGTAA
49 51249 CCGTTAGCGT 114 S1354 GGTGGGTAGA
50 51250 ACCTCCGGTC 115 S1355 CCAAGAGGCA
51 S1251 CCAGATCTCC 116  S1356 GGTGTGGTTC
52 51252 CTGCCTAGCC 117 S1357 GGTGATTCGG
53 51253 CTGGTGGAAG 118 S1358 ACCCCAACCA
54 51254 GTGCCGCACT 119 S1359 AACTTGGCCC
55 S1255 TGACGCACGG 120  S1360 TCATTCGCCC
56 51256 CTCTCCGTAG 121 51361 TCGGATCCGT
57 S1257 AGCGACTGCT 122 51362 CCTGAACGGA
58 51258 CCAGCTGTGA 123 S1363 GGCTGTGTGG
59 51259 ACCAAGGCAC 124 S1364 CCAGCCTCAG
60 51260 ACATCAGCCC 125 51365 TCCGCATACC
61 S1261 GGGATGGAAC 126  S1366 CCTTCGGAGG
62 51262 CCAACCCGCA 127 S1367 CACGAGTCTC
63 51263 ACGAAACGGG 128 51368 TCGCTCGTAG

64 51264 GGCTTCTGTC 129 S1369 CCTTGACCCC
65 51265 GAGCTACCGT 130 S1370 ACTCTGGGGA
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