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Abstract

od] SSR primers were screened out,the PCR and polyacrylamide gel electrophoresis were carried out for the 9 root lotus varieties , genetic di-

(Institute of Vegetable, Wuhan Academy of Agricultural Sciences, Wuhan, Hubei
[ Objective ] With the aim to identify root lotus varieties, SSR molecular markers were used to get its DNA fingerprint map. [ Meth-

versily analysis were performed,and the core primers were selected to set up an identified fingerprint system. [ Result ]9 pairs of primer with
clear band and high polymorphism were selected from 45 pairs of primer.A total of 52 bands were amplified from root lotus varieties,32 bands
among them were polymorphic,the percentage of polymorphism band(PPB) was 61.54%.Four core primers were selected out to set up finger-
print of 9 root lotus varieties.[ Conclusion ] The genetic diversity of root lotus varieties was low,DNA fingerprint map constructed by 4 pairs of

primer combinations can he used in the identification of root lotus varieties.
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Table 1 Information of root lotus varieties  lines)
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Table 2 The primer sequence used in this study

AP 30 5,56 CiE 2k 40 5,72 CFEAf 40 5,35 DMFEFR;72 C IE
{5 min,4 C {#4%, PCR F=¥H] 6% 7 {4 PAGE 5 ,0.5%
TBE HLJKZE H , THIN2E 60 W, HLJK 1.5 h, LIk 58 5% FAR
el MG IRAHTE %
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Primer Forward primer Reverse primer

NnSSRO1 CACCGAATCGCTTTCTTCTC GGTAAGTGGCCCCAATGTTA
NnSSR04 TCTGCGGAACTCTTCCAGTT GATCAGTCTCCATCGGAAGC
NnSSRO05 GGCCATAGGGATTTCAAACT GTACTCCTTTGCTGCATTCC
NnSSR06 CCAAACCTTCCAACAGATTG GGAACTGGATTTAGCAAGCA
NnSSRO7 GGCCACCTATACCATGAAAA TGTTGTGCCTTATGGACTTG
NnSSRO8 AGATCGAGAAATGAGGGAAG AGAAGAGGAGGAAGAGAGCA
NnSSR09 CCCACTCACTCCATTTTGAC TTTGTGCTCAGTTTGAGTCC
NnSSR10 CACATATCCTCTGCCGACTT AATTGGAGAAAGAGGCGAGT
NnSSR11 GCAATGGCTGTCTATGTCCA TACTTGCAGTTGCAGCCAAG
NnSSR12 CCCCTGCAAGCATCAAATAA GCTGCAAGTGTCCAAACAAA
NnSSR13 CTCTGCCGACTTGACAAACT GGGTTTTGCAGGCATTAGAT
NnSSR15 CTGGAATCTGGATTATGCTC TCCAGTGAACAGTCTTTTGC
NnSSR16 AAGTACAGTGGGTGCTGGAC AGGTCAATCAACTGCCACAG
NnSSR18 CCCGAGGCTGAGATAACACT CCTAAGGGCTAGGCCACTAC
NnSSR20 GGAAATCGATGCTGGAGATG TCCAACACCGAACTATCCAA
Nelumbo—-06 GCATTCCCTTTATCCCACTC GGAGCCCATGTCACTCTACG
Nelumbo-13 CGGCTAGAAACCCTAGATTTCTATA ACACTCTTCAGTTCAGTCTTCACCT
Nelumbo-15 TCCTTGGGGGTTGAGACTTAGA CAAGCAATGAACACGAGGAAAC
Nelumbo—-17 GTGGCAATCCTTAAAGCTA TCTGTTTAGAAGCAATGTG
Nelumbo—-18 TTGGGGATTTCCTAACTGGT TCATTGTCTCAACAACTGGC
Nelumbo-24 ACTTCTTCAGCTCCACTGTCC GTAGTGGTAGCAAGAGGACGC
Nelumbo-27 TAAGCTAAGATAGGAATCCAACTAG AAAAGGATAGGAGATTAGTAGGTGA
Nelumbo-32 ATAATGGATTTTGGAGGTCTTG CTCTTCTTCATTCCTTTGGTTT
Nelumbo-34 TGGTTGGCACTGTAATCTTC CTGTTTCGACTCTAGGCTTC
Nsh02 GGTATCATTTGGTTGCAGCAAT GGGTATAAACGGAAAAGCCTCT
NS005 AACTGCTATGGCCACAATTAG AATCTATTTATACAAGCATAATGGGTT
NSO10 TTGTAACCGCCGGAGACAAA CTCTATATCTCAGTCTCCGGCA
NS012 GAGCTATTCGTCATTCAGAGAG AAGTCCTCTCGCGCTGTAAT
NS020 GCTGTGAAGAGGAAGGTGTTG ACAGATTGAACCAGTCCAACAG
NS034 AAAGCCAAGACATCCTCGAG CGATTCGACCTGATCGTGTT
NS037b GTCGCTCAAGATTGAACATACACT CTTGCCATGTAAGCAATTTAGTCC
NS049 GTAGCAGTTGTGGTTTCAGTAAC ACACAGTTCATCAGTATTCTTCGTA
NS050 CTGCCCTCCTGAAATAGATGAAA GGCGGTGAATCATTTAGCAGAA
NS186 CTGCTACTCTTTCCAAACTGAG GTTGAAGAGACAATGGCCTAC
NS207 ACATATAGGGTAGTAGAGGTTCA ATGAAAATATCCTGGTTTCTACCC
NS260 AGGCATGTTTAATGTAGCATCAAAT TTATTGTGGCAAGATCATTCCTC
NS262 AGCCCCTGTTTTTTGTCTCATA AAACTATAACAGGGGCTTCAAC
NS264 GCCTAGATATGGTTAAGACTTAAGA GTATCTACCTAGATACTATGAAATGG
NS292 GTACTATTAAAGGAATTGTGCAATG AACTCTATAGCCAAAGGAATAGAAA
NS294 CCACAACTACAATTTCAAAGAATATAC TCAATTTTTTGCTTTCGACCACCA
NS295 CTGATTTCTGAGAACCTTGTTG AAGTAGGTGGTAAGACTGTTC
PRO2 CGGATTTGTACCCATACTGC AGCAGTCATGTCCTTGAGGT
PRO5 GTTACAGGAAAATCCGTTCC GAGCATCAATTGAGCATTTC
PRO9 CTTAGATCCGAGACCAGTGA GTGGTGGTTCACTCACAATG
PR11 CCTTCCCGGAAACAGATGTA ACCACCGAACCCCTTCTTT
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Table 3 Information of amplified products by 9 SSR primers

ey R EZOJURII=E ¢ LSRN ZAEMRRLL(PIC)
Primer Number Numbel: of poly- The percentage ) Polyn}orphlsm
of bands morphic bands of polymorphic loci // % information content
NnSSRO7 7 7 100.00 0.642
NS050 11 10 90.91 0.617
NS012 4 2 50.00 0.593
Nelumbo—-13 8 6 75.00 0.494
NnSSRO1 3 1 33.33 0.198
NnSSRO5 5 3 60.00 0.593
NS005 4 1 25.00 0.198
NS020 6 1 16.67 0.198
Nelumbo-18 4 1 25.00 0.494
411 Total 52 32

"NS020 NnSSROS NnSSRO7 NnSSR1S NoSSR1G NSQ05 " TNS030 NS012

£ :M:DL2000 Marker
E 1 Ea5IMyIEER
Fig.1 Partial primer amplification result
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ABMLZ 4 Similarity coefficient
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Fig.2 UPMGA clustering tree of genetic diversity of 9 root lotus varieties ( lines)

R R R ) O XS REBAF U e O 0y FEES AP (R BSRGOCR  MEAI LR KL 0.580 KiFi s 9 4338



48 & 4 1

FrEARE AT SSRBENRBA(R) LA EME 99

FEFFP(R) S0 2 A ERE, 8L ZRE AR, SR 2 [E]
MIFRG R R 5 RARIEA O, # 7 s R 4 e RN HER,
VEHHER A S R R AR IR BN P72 .

23 fEEUELEHE  RIBEA RN (R) DNA 3 E 3k
SSR FRiC RS S5 A TC, B 1A O T U A 7 50
PR WA (R ) BFRHEFE SR . 3R 450 T 9 fi i
i (R ) IFE SRS . Y38 Y 32 SRAFIE SR Th ik 4% T
25 5 R O MRS S AP (R ) B2 X4, X 25 4R
JZ: NnSSR0O7 \NS050 NS012 . Nelumbo— 13 3X 4 X 5| ¥ #4145
Bt il

T4 INEERM(R)BHTEYLEL

Table 4 Fingerprint of 9 root lotus varieties( lines)

B ER(R) HorRaE g

No Variety ( line) Numbered fingerprints

1 RS 5 10010101011101111101101101
2 BRE 6 5 10010101011101111101101100
3 SR T 01111110111011110101101111
4 TRE 8 5 10010101011101111001001100
5 %9 5 01111111010110011101101111
6 TP 10 5 01001010101011110101101111
7 s 10010100101011110101101101
8 544 01111111011101111010010111
9 INELRE 01001011011101111010010111
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