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Abstract: This paper, in response to the development needs of the national excellent Chinese lacquer tree germplasm base,
aims to strengthen the management of Chinese lacquer tree resources. It further elucidates the genetic relationships among
these resources, and enhances their utilization efficiency. By employing SSR molecular markers, this study conducted genetic

diversity analysis on 200 samples collected from different regions across the country. The research serves as a foundational

theoretical basis for the breeding of superior tree varieties.
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Allele \ Locus AlleleA AlleleB AlleleC AlleleD AlleleE AlleleF AlleleG AlleleH
BL-P144 5 0.0025 0.0707 0.0025 0.1717 0.7526
BL-P147 4 0.0732 0.0051 0.1692 0.7525
BL-P167 3 0.1162 0.5934 0.2904
BL-P186 5 0.1591 0.2652 0.2753 0.1842 0.1162
BL-P208 5 0.1111 0.7172 0.1111 0.0429 0.0177
BL-P213 6 0.1717 0.0581 0.6439 0.0152 0.0884 0.0227
BL-P217 4 0.0025 0.6591 0.2273 0.1111
BL-P92 3 0.5227 0.2298 0.2475
BL-Y077 4 0.0278 0.0833 0.3409 0.548
BL-Y093 8 0.0202 0.0101 0.0783 0.0101 0.4874 0.3081 0.0833 0.0025
2. L R G
F2 BIWEABIHEARHRESHLE
Locus Sample Size na* ne* I* Obs_Hom Exp_Het* Nei**
BL-P144 396 1.6645 0.734 0.7323 0.4002 0.3992
BL-P147 396 4 1.6658 0.7327 0.7424 0.4007 0.3997
BL-P167 396 2.2223 0.9188 0.601 0.5514 0.55
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Locus Sample Size na* ne* I* Obs_Hom Exp_Het* Nei**
BL-P186 396 5 4.5692 1.5613 0.2424 0.7831 0.7811
BL-P208 396 5 1.8478 0.9332 0.8081 0.46 0.4588
BL-P213 396 6 2.1926 1.1152 0.5253 0.5453 0.5439
BL-P217 396 4 2.0064 0.8707 0.5707 0.5029 0.5016
BL-P92 396 3 2.582 1.0226 0.0455 0.6143 0.6127
BL-Y077 396 4 2.3573 1.0031 0.803 0.5772 0.5758
BL-Y093 396 8 2.889 1.3063 0.4242 0.6555 0.6539
Mean 396 4.7 2.3997 1.0198 0.5495 0.5491 0.5477
St. Dev 1.4944 0.856 0.2558 0.2516 0.118 0.1177

E: Na: MRS ARHK; Ne: AREEARZ; 1.

Shannon s &35 4k; FFREAE; He: TRALEE

Note: Na=Observed number of alleles; Ne=Effective number of alleles; [=Shannon's Information P=The percentage of

polymorphic loci; Ho:Observed heterozygosity;He:Expected heterozygosity
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HIH] popgene AT 198 MEA Z [F] RS AE FR B FIEAL AL R B, TRILEK 3,

x3 EfFEEMEERURY (359 )

R21001 R21003 R21004 R21006 R21007 R21008 R21009
R21001 oAk 0.5312 0.5312 0.5312 0.5345 0.5938 0.6367
R21003 0.6325 oAk 1 1 0.5011 0.375 0.7276
R21004 0.6325 0 ok 1 0.5011 0.375 0.7276
R21006 0.6325 0 0 Hokdk 0.5011 0.375 0.7276
R21007 0.6264 0.6909 0.6909 0.6909 Ak 0.3675 0.6806
R21008 0.5213 0.9808 0.9808 0.9808 1.0011 ok 0.4548
R21009 0.4515 0.318 0.318 0.318 0.3848 0.788 oAk
R21010 0.3747 0.5213 0.5213 0.5213 0.6264 0.8267 0.4515
R21011 0.3747 0.5213 0.5213 0.5213 0.6909 0.6325 0.3606
R21012 2.1383 2.426 2.426 2.426 1.6661 1.7329 2.1686
R21013 2.1383 2.426 2.426 2426 1.6661 1.7329 2.1686
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