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Genetic Diversity of Citrus Hongheensis
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Abstract ; This exemination select 13 primers from 100 random primers which could revealed polymorphisms

in there 6 populations of Citrus hongheens, the ISSR cycles were carried out in them. The evidence in mo-

lecular level was supplied for exploitation and protection of gene resource on Citrus.
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Fig. 1 Electrophoresis of PCR products of Population Asa via UBC#844
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Gst)/4Gst ] JEREPIELRZHE B (Hs ) A5 B IR S 0E
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Fig. 2 Endrogram of population of Citrus hongheensis
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Tab. 1 Statistical analysis of genetic variation in populations of Citrus hongheensis
Population Na Ne H I PPB
Tk 1.3802 +0.486 4 1.2238 +0.3447 0.1306 +0.1882 0.1957 £+0.271 6 38.02%
T 1.3719+£0.4843 1.2528 £0.3749 0.1427 £0.200 1 0.2097 +0.286 4 37.19%
MR 1.3182 +0.4667 1.2283 +0.3656 0.1277 £0.1974 0.1858 +0.2826 31.82%
TR3LAT 1.3802+0.484 6 1.2401 +0.3617 0.1372 +£0.1959 0.2029 +0.281 1 38.02%
B2 1.2803 +0.454 4 1.1981+0.3492 0.1111+0.1879 0.1627 £0.2690 28.93%
BV 1.3512 +0.478 3 1.2312 +0.364 3 0.1308 +0.1953 0.1925 +0.279 6 35.12%

Na = Observed number of alleles;Ne = Effective number of alleles;H = Nei’s gene diversity ;1 = Shannon’s Information index ; PPB

= percentage of polymorphic loci™®
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