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Phylogenetic Relationship Analysisamong 13 Species of PrimulaL.

n South-west Sichuan Usng RAPD M arker
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Abstract:Using RAFD, the phylogenetic relationship of Primula L. fran Longchi, Kangding, M ugecuo and L itang
populationswas studied The reaults indicated that 250 DNA fragnents, which ranged fran 130 bp t 1 800 bp,
were anplified based on 28 RAFD primers, 209 polymophic fragnents (83. 6% ) were detected, and the average
nunber of DNA fragnentsper primerwas9 Themean of genetic distancewas0. 660 2 The dendrogran generated
by UPGVIA clustered all the 85 materials into 4 groups Except P. vialii, P. prattii, P. monticola and P. ovalifolia,
the other ecieswere not sparated each other by the cluster The result shoved that P. secundiflora belonged to
Sect Proliferaewas al® sustained, and there were distinct difference betveen Sect Petiolares and Sect Aleuritia
with other sctions The dendrogran indicated that Longchi population was sgparated for Kangding, M ugecho and
L itang populations, but the latter three populationswere not distinguished each other This suggested the eco-geo-
graphic characteristcs significantly influenced the genetic diversity of Primula L.
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(P. yargongensisW. W. Snith) 14 354010
(Aleuritia) 5-7 3800 +12
8-17 4360 +8
(P. prattii Hemsdl ) 43-44 3800 +17
(P. denticulate Snith) 18-24 3340£11
(D enticulata) (P. monticola Chen etC. M. Hu) 75-77 1828 +15
(P. alpicola) 25-42 3821 +9
(Sikkimensis) (P. sikkimensis Hook ) 79-80 4330 +9
(P. bulleyana Foor ) 45-49 3450 +17
(Proliferae) (P. secundiflora Franch ) 81-85 4 460 +9
(P. pulverulenta Duthie) 57-60 1828 +15
(P. moupinensisi Franch ) 5156 1868 +10
(Petiolares) (P chienii Fang) 61-74 14308
(P ovalifolia Franch ) 78 1828 +15
(P. vialii Delavay ex Franch ) 50 3810 +13
(M uscarioides)
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28 RAPD

1% 1%
AC20 ACGGAAGTGG 9(9) 100 0 T1 GGGCCACTCA 9(7) 77. 8
E4 GTGACATGCC 6(6) 100 0 T7 GGCAGCCTGT 10(10) 100 0
H6 ACGCATCGCA 10(8) 80 0 T8 AACGGCGACA 8(8) 100 0
H7 CTGCATCGTG 8(7) 87. 5 T18 GATGCCAGAC 7(6) 85 7
H8 GAAACACCCC 9(7) 77. 8 us GGCRAAGGTT 7(6) 85 7
H11 CTTCCGCAGT 11(7) 63 6 U1l AGACCCAGAG 10(9) 90 0
H15 AATGGCGCAG 6(5) 83 3 ui1s5 ACGGGCCAGT 12(10) 83 3
H20 GGGAGACATC 8(6) 750 u20 ACA GCCCCCA 6(5) 83 3
M6 CTGGGCAACT 10(9) 90 0 X1 CTGGGCACGA 10(8) 80 0
M13 GGTGGTCAAG 9(7) 77. 8 X13 ACGGGA GCAA 9(7) 77. 8
Q5 CCGCGTCTTG 10(6) 60 0 X15 CAGACAAGCC 4(3) 750
Q6 CGAGCCCCTTG 9(8) 88 9 X16 CTCTGTTCGG 8(6) 750
R4 CCCGTAGCAC 15(13) 89 7 X17 GACACGGACC 11(9) 8L 8
51 CTACTGCGCT 11(10) 90 9 S13 GTCGTTCCTG 8(7) 87. 5
28 250 (209) 83 6
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