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Analysis on Mating System of 1.5 Generation Seed Orchard of Pinus massoniana in Duyun, Guizhou
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Abstract

(1. Dushan State Forest Farm, Dushan , Guizhou 558200 ;2. College of Forestry,

Using SSR molecular marker to analyze the mating system of 1.5 generation seed orchard of Pinus massoniana in Duyun Guizhou.

The results showed that the multilocus outcrossing rate tm was 1.000 (SD = 0.000), the single-locus outcrossing rate ts was 0.996 (SD =

0.001), inbreeding parents tm-ts was 0.004 (SD =0.000), the difference between tm and ts reflected the parents inbreeding extent, tm-ts

was 0.004 and it was close to zero, which indicated that most of the mating system of 1.5 generation seed orchard of P. massoniana seed or-

chard was based on outcrossing.
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Table 1 Mating system parameters of seed orchard
28 fliiHE bR
Parameter Estimated value (SD)
[#E 5% (F) Fixed index 0.963 0. 000
22V 5 538K Multilocus outcrossing rate 1.000 0.000
AN 5 5383 Single — locus outcrossing rate 0.996 0.001
WEEVTAE L] Parents inbreeding rate 0.004 0.000
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Table 2 Mating system parameters of 10 families

5 55 R P 5 XA A
No. Family Fixed index Multilocus outcrossing rate  Single-locus outcrossing rate  Parents inbreeding rate
1 A 12 0.845(0.033) 1.000(0.000) 0.999(0.003) 0.001(0.000)

2 # 40 0.845(0.033) 1.000(0.000) 0.999(0.001) 0.001(0.000)

3 T2 0.845(0.033) 1.000(0.000) 0.998(0.000) 0.002(0.000)

4 A8 0.845(0.033) 1.000(0.033) 1.000(0.033) 0.000(0.000)

5 23 0.000(0.000) 0.524(0.199) 0.879(0.010) -0.355(0.189)

6 i 34 0.000(0.000) 0.524(0.199) 0.882(0.009) -0.351(0.191)

7 i 24 0.000(0.000) 0.148(0.060) 0.854(0.029) -0.706(0.035)

8 T3 0.002(0.001) 0.533(0.199) 0.884(0.009) -0.351(0.191)

9 1 0.016(0.006) 0.533(0.199) 0.877(0.010) -0.344(0.189)

10 A2 0.000(0.000) 0.524(0.199) 0.878(0.010) -0.355(0.189)
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Table 5 Results of orthogonal test for preparation of chewing tablets
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