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SR, [ Fk ] s 14 R D R R ATAAR, R T AN F R AEE SR AN, FHEFE LR
(PCoA) FeBERLE M5 HT o FIB M R Ao AL KR 5 S M B SHIT, SRR SH TG A SR, #
RRESMMAET R, [HR] 14 HRBLEMFFEENE 115 NFEEE, FHARFELIRHL WV,) A 554, F
¥ Shannon’s % APEFE 3 (1) A 151, FH EEEZELE (Po) H 090, R FALLALKSHEE SHBAKRE, BkE
Mo 14 L RN RS A AN RE, TAROIMMERS LR AR5, RBRE EHERLARFIBERTES
F %, M KoM SR EAR DA TR G RAF R R R4 S, A REG IR, AR %K% 13 3
T 2k H R, RRET RAFR 100% 9515 KB, N I. BEEEE (H,). Pc FHERMAREENHA
95.67%. 94.96%. 98.12% #= 100.00%, ¥ H#) #6947 A 5 RA AR BAT t #2%. PCoA 4 #74= UPGMA R E45H7, 4
REMFHFRGEESHRLEFLEZRF, [L8] 114 0RBD RN REE S HRRFRE, e 72 kD ER
BOSA, FhT HEAETA, AR TRED RN R TR G A B A A EAN R, T ARSI B K A S A i F AR
K%, BTA8 4537
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Genetic diversity analysis and core collection of pinewood nematodiasis-
resistant Pinus massoniana germplasm resources

DENG Lili'?, LIU Qinghua', ZHOU Zhichun', GAO Kai', LUO Dinghui’

(1. Zhejiang Provincial Key Laboratory of Tree Breeding, Research Institute of Subtropical Forestry, Chinese Academy
of Forestry, Hangzhou 311400, Zhejiang, China; 2. College of Forestry, Nanjing Forestry University, Nanjing 210037,
Jiangsu, China; 3. Linhai Natural Resources and Planning Bureau of Zhejiang Province, Linhai 317000, Zhejiang,
China)

Abstract: [Objective] This study, with analyses conducted of the genetic diversity and population structure of
114 germplasm resources of pinewood nematodiasis-resistant Pinus massoniana from Anhui Academy of
Forestry and Forestry Technology Extension and Farm tourism Service Center of Linhai in Zhejiang Province,

and the construction of a core collection of the germplasm resources, is aimed to provide a theoretical basis for

Wk H A 2023-05-29; &I H#H: 2023-10-09

BEATH . WA “ TR FETARRPIMEL RS (2020C02007); TLFEE Mol RAOlLRHE BIH & 50 (25450
(20210 13 5)

YE#faAr . ALFIEN (ORCID: 0009-0002-3535-9972), M Fhk A st f& H FHUF5Y . E-mail: Lili_Dengl706@163.com. i
f5E# . X7 4E (ORCID: 0000-0002-7960-6739), #fF5¢ b, -+, MFHidE D B # L M R 5.
E-mail: liuginghua642@163.com


mailto:Lili_Deng1706@163.com
mailto:liuqinghua642@163.com

68 WroIL R R K A R 2024 4E2 H 20 H

the scientific management and efficient utilization of germplasm resources of P. massoniana. [Method] First, a
total of 114 resistant P. massoniana germplasms were detected before their principal co-ordinates analysis
(PCoA), population structure and genetic diversity parameters were calculated by bioinformatics software.
Then, the core collection was constructed by using M strategy and random sampling strategy so that a
comparative analysis was conducted of the genetic diversity indicators of different core collection in order to
determine the most suitable construction method. [Result] 115 alleles were detected in 114 resistant P.
massoniana germplasms, with an average effective allele number (N,) of 5.54, an average Shannon’s diversity
index (/) of 1.51, and an average Pjc value of 0.90 for polymorphic information content, which had a high
genetic diversity. The population structure analysis based on Structure software showed that the 114 resistant P.
massoniana germplasm resources were divided into four subgroups, and the result of principal coordinate
analysis was basically consistent with the above. Based on the genetic diversity parameters and the sampling
quantity, the core collection constructed by the M strategy could retain the maximum genetic diversity of the
original germplasm with the minimum sampling quantity, which was the optimal sampling strategy. 72 core
collections were obtained using this strategy, which retained 100% alleles of the original germplasm, with the
ration rates of N, I, expected heterozygosity (H.), Pic being 95.67%, 94.96%, 98.12%, 100.00%. No significant
difference in genetic diversity was shown between the constructed core germplasm and the original germplasm
according to the PCoA and UPGMA cluster analysis. [Conclusion] The level of genetic diversity of 114
resistant P. massoniana germplasm was high. The 72 core germplasm of resistant P. massoniana were
constructed to remove genetic redundancy, which is conducive to the effective conservation and scientific
utilization of resistant P. massoniana germplasm resources, and lays the foundation for excellent gene discovery
and new cultivar selection. [Ch, 7 fig. 8 tab. 37 ref.]

Key words: Pinus massoniana; pine wood nematodiasis-resistance; SSR; genetic diversity; core collection

WARE 28 B Bursaphelenchus xylophilus %552 20 140 80 4R )15 A [ iy —Fb 8% I b 3, Hifg
FEHEYL, PiaMEE R, fEFE P EMAREAGE 180 Thm®, Hrf, LMY Pinus massoniana fix ) 3% 184
FAA S U ot v ] ) A MM 28 0% & JR it i 1 ORI . B R HA A L TSR AR AR, BRI
FUA 804 Jihm?®, S E g 7 T LS ARG SE BRI T 40 a PRRE AR 7= SEER ATBIF 5T B0, AR A ] Al
NSRRI 26 B BT EAF R R 2 R, H S BB AU AL, IR EPoe: S fh
SRR HEMA R R E R AT A MR 2~ A 2001 4EIF G, PEJERE T S AT B P
B, IR DR —HEBOAA A B e S R AR BT B 00 A BT B YR a5t A% 2 R R ) BT A,
Rt PSR IRAF R B, RS L ZRE by, (IR R A7 B AR 8 . FRANKEL 4507 $2 H A0
PR AOME S, RIS/ IN 5t 4% T 5 AR R e/ S 9 35 45 TUAR B R PR B M AR A AL BRI e . it
FERAZ PP BT, BB RBIR BE bb 25 B B 2 FNS AL G R B AN BT RE, s BUAT Botk B AN BT B8 R 1 A7
AR, AR LAY, S FARICEE MR B S Z RS BT . b BT U5 DF R O o J5T 2 A A
BB, Hd PP 5§ (SSR) - Fhrid A 20 5K | W PR B 2 8PS0, e
FEOUL S WA [ R BT ) st A% 5 B 22 5, TEst e E AR 280z i . LU R SSR 43 pric 54 it
5% T KM Eucalyptus cloeziana WisAe ZREMEIFHIEE TAZOF B EIHEUT R 12 XF SSR 5 # %A1 5
Mangifera indica Fp JFUFE IR A8 AL ZREVEIEAT M A EE T 20 F B0 0E; HU 507 FIFT SSR 4 FAnic AR
XIRRAERE Actinidia chinensis W (& ZAEMEIEATAIFGY , RO T BREAAZ ORI .

AMFFE A SSR JrFARICH AT B 07 PR 19 103 - Puas A2k HUgi 5 AN Fh B AT 22304 Mol Bl2#
WF B o A2 1 e bt R AR T a8t A% 2R SRS O R AT, T 3T M SR W R Bl B ESURE 5% W ) e A 00
J, A 3BT AN T ) e 5 S P A O o S i T SRR WA o B ) Bl BORE B 3, A b I R A e o
USR5 BT 2 FUR DA SAZ R0 S L D AR AL PR < 9
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1 #E5F %
1.1 #E

2018 4F, 7EFEZR 5 R AAF BTGRP AKTE A AR BTIERISC 2R, M 1207 #RA HRE e 120 ik bt
HERINTCMER, [FIAEAERA A2 ds 8 9 DX ™ 8 B YL bR oy e ISCER (g R 242 1y, JTRE T A ek R IR AT
LA W T T AR B AR ) F037; R 0% R 55 S04k (28°88'N, 121°01'E). 2018—2020 4Fi%E4E 3 a (5 JE
XPUSCHE DX P (e B 5 R A TO v R AT N TR e, T e AT Rk &=, L4R15 103 it
PRI TOM R, O3 BUZ B MOl B 2= 58 Be o fBas i 2 B AP Ch B 1T BT A B9 5TRA A 26
e KR AE R IR . At 114 4y, HohWm 37 4y, V00 26 . R4 6y mE 6y, SO 14y, P
20y o REEGIVERERR DRI, 7680 °C VKFE T IRAE, A RIA RS ORI WL 1.
1.2 Ak
1.2.1 DNA #2IRZ SSR 5| #1128  THREMEFHJER 20 DNA SR b 50 36 A= MRk A FRZ 7 AE 72 A i
K CTAB 4 5 A 2 DNA et 48 Bl & 42 e, R RDEE S 43 6ot BT, ARHEAE 260 nm A9 IO B

&1 MRES KR

Table 1 Test materials’ number and source

s KR ETRs? K Fis Kl s AR
1 TP B 35 -l DAC12 WL IR HGS5 WL
2 SRR 36 LRE L DACI3 WV LI HGS6 WLl it
3 PR 37 LA DACI15 WL I HGS8 RN (¥
4 AR 38 RS DAC17 WG HGS9 WL
6 HE R T 39 GRIKT DACI18 W HGY1 W
7 LRIRT 40 LRIRT DACI19 WL LS001 WLl it
9 LYK T 41 GRIRT DAC20 WL LS003 WLl i
10 GRARE 42 DRI T DAC21 WL LS005 WL i
11 HE R T 43 GRIKT DAC22 eI RAN]ti¥ea: LS007 W
12 i RAREN 7S 44 LRIRT DAC23 WL LS008 WLl it
13 i RARES 7S 45 LRI T DAC24 WG LS009 WG
14 AR 46 DRI T DAC26 e AN igiisd LS010 WL
15 WiTTAARH 47 GRIKT DAC34 Wi XJ003 TTPGIT.
17 HE RS 48 IR T DLS27 WG XJ004 PANLE] S
19 PN 373 49 GRIRT DLS28 WL XJ005 TLPEIYT
20 AR 71 YLPS L DLS29 WG XJ014 VLV gy T
21 G 114 PN =N DLS30 WL IR AH1 LR
22 g 161 PR e DLS31 WL AH2 LRI
23 LRl 231 PN = DLS32 WL AH3 TR
24 Q- U 242 PN =S DLS33 WL AH4 BRI T
25 G 305 PN =N DLS35 WL IR AH5 LR
26 g 355 PANLTR = DLS36 WL AH6 R
27 LR 398 PN = DLS37 WL AH7 LR 18
28 Q- U 413 PN =S DLS38 WG AHS TR
29 G 461 PN =N DLS40 WL IR AH9 LR
30 e giii=h 473 PN = HGS11 WG AH10 LRI T
31 RN E 485 PN = HGS2 WL AHI11 LR 8
32 G 486 PN =S HGS3 WG
34 RN E 490 VLG4 E HGS4 WL

Uil AHI~AH11 ZEAMOLRLA TR B E i) S RAATTN BT HUR R A i S5 5T1~11%5 .
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D(260) Fl D(260)/D(280) i & DNA A i B 20 B FTT i v B, e i 5 4% J5 19 DNA ] TE ISl L 5+
K CKEE) FBE%E 20~50 mg- L', B T-20 C vKEE1RAE .

S ENLLFEIS RN YANG 250 FH 0 S5 A SSR 514, FHRR R A 1.2% A B I AR I Fi Sk A
W, e A T T L2 AR SSR 51 (81 1), STk il AT m 280519 14 XF (% 2), 519)F
A1) F WAL A AR AT BR A F A

514 F06 M 54 D07 5|4 HO3 M 5191 HO4

A1 3% AmsEnE

Figure I  Primer polymorphism detection diagram

£2 143 SSR3|#ER

Table 2 14 pairs of SSR primer information

ErRE BIE7E2N IE5IHI(5—37) S5 145" —37)
1 HO3 CTCCAAAGGCGAGACTGC ACGAAAGCCAAGCTGAAC
2 D04 AGGATGGTATGGTCGTGG CCCTTCTTCGCTCTGTGA
3 HO4 AAGAAGCGATCTGAGATGACTAA CTGTCATTGATTGTTTCCTTTTG
4 BOS CCGTGCCTTCAGCATCTTCT CAGTGGATCTGTCACCTCCTCAT
5 FO05 AGAAGAAGAGCAGCAGTTTC GGTTTTCCATTGTTCTCACT
6 HO5 GTGCCTTCAGCATCTTCTAC ATCTGTCACCTCCTCATCTT
7 B06 TATTAGCACCCCTCCAAAG TGGGGTAGAAGAATCGTAAGT
8 D06 GATTCGGCTTCGTGACCTT CCCCCATAACCCCTGTC
9 F06 AAGGACTTACAGAGGTTGGGTT GCTGCGACGAGCGTTTCT
10 HO6 TTCCTACCGCTGGGTTCTTG GACCTGACCTCGGGCATTAC
11 D07 TCGCCTGGGCTTTGTCTG GCGGGTTGCATATTTGGTG
12 FO7 CAGCATCTTCTACATCTGAGTC CAATCAAAAAGACTACATCACT
13 HO7 CACCATCGGTTTCTCCATC CTCAATCAAAAAGACTACATCACT
14 D08 TGCTTTCAGAAGGATAAGGGGT AAATACAATACTGGGTTTCGCC

1.2.2 SSR-PCR ¥ ¥ 4= £.4m% ok FIFHPEHUAY 14 XF SSR 5145t 114 43 T #) DNA FEA#E T PCR §™
B ARSI N AR R SR 25.0 uL: 2xTaq Plus Master Mix (Nazyme Code: P211-03)12.5 uL, 5|#)
F A1 R (10 umol-L™") 4% 1.0 uL, DNA #&4#x 2.0 pL, ddH,O 8.5 uL., PCR "4 2 i/ 7F Takara PCR Thermal
cycler AT, HAEF R 95 C WAEYE: 3 ming 95 °C A8 15s, 60 CiEk 15s, 72 C #E{#1 30s, 354
PEFR; 72 °C LEH S min, 4 C f/-AFF. Fifs PCR ZY)RH Qsepl00 4= [ 2B 414 HL UKA% FR 43 BT A3 A T A6 DU
FIFEH 37

123 SBEABRABREM S FIH GenAlex 6,55 184K (57 &S (1315 ZREMESEL, 3G B8
(N ARENFEREL (N W A5 B (H,y) . W25 B (H,). Shannon’s ZFEPEFREL (1), IEE R EL
(Fio) BEEFREC (F) BT (Ny)» FEXTUSCEE TSI 2R B T BEAR R B 64T 3 AR BR 3 #T (PCoA). R H
Cervus 2.0" ARAFL DRSS M ZBEE T & (Po). FIH Structure 2.3.42% XFHudk L B AAFH 05 IR 1745
X, W RS R H , B BEARZS A, JF XA W R 0 3 AR 2 REE S BT 4 T Oy 2250
(AMOVA).

124 BosARAHE  XTPUO AL AU 5 B AN R BT RS54 20 M 5, A Power Core!™ il Core
Finder™ X 2 I F A R kA @A O Fh B . Horpr, Power Core S2& 1) FH BEMLIURE 56w A & U0k
FHNHI IR B B BN R A B B m L AR AT B B4 Core Finder 5T NP-5E 2 w2 013, R HAIHL
W indr=X (LasVegas-style) BEALE LTI M RIS HEATREARBERE . FEA@AZ O M L FEH, Power Core I
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Core Finder 2> H shE A& FRAYHURE LU 9] . B S5 FIIFH SPSS 26.0 F1 Excel H ¢ &6 56 X AT A 5 5 42O Fl o 4%
WAL ZREVE e bR T E R B EME M, [RIATE H PCoA il Powermarker™! X T #4) 2 118 4% .U b 5% 4 4
UPGMA #EAEH, B iAo A O Fh B A0 1

2 HRERM

2.1 HMMZERKBRDERMREREESHEEST

HI3E 3 A 14 XF SSR SIWIAE 114 (3 HUAs b 2 dus B R AAREA th 2Lk It 115 N SEALALE, N, B
5~11, “F¥K 8.17. i tHEHRA N, A 3.45~8.05, “F-¥°K 5.54. H, Fl H, ()53 0~0.57 1 0.51~0.73,
H, Y (0.64) 55T Hy YI{H (0.06), FiFi4H 0.92, L4 RUZhih: D B Ah b fE 78 224 1 B e Bt
%, Pic N 0.82~0.95, F44 0.9, 1K 1.15~1.90, F¥k 1.51, Rk EbeE.

&3 A[E SSR i mpEfE SRSt

Table 3  Genetic diversity of different SSR microsatellite loci

[ N, N, H, H, Pic I Fi F N,

HO3 5 3.54 0.00 0.59 0.83 1.18 1.00 1.00 0.68
D04 7 4.62 0.01 0.62 0.89 1.38 0.98 0.98 0.60
HO4 9 5.51 0.04 0.65 0.93 1.55 0.94 0.95 0.70
B05 8 5.93 0.00 0.66 0.92 1.57 0.99 0.99 0.78
FO05 6 3.57 0.00 0.51 0.82 1.15 0.99 0.99 0.43
HO5 9 6.46 0.00 0.66 0.95 1.59 1.00 1.00 0.63
B06 9 5.87 0.01 0.65 0.92 1.54 0.99 0.99 0.67
D06 7 4.72 0.00 0.62 0.90 1.39 1.00 1.00 0.55
F06 7 5.09 0.02 0.64 0.93 1.47 0.98 0.98 0.62
HO6 11 8.05 0.57 0.73 0.93 1.90 0.21 0.19 0.92
D07 10 6.35 0.01 0.66 0.93 1.62 0.98 0.98 0.64
FO7 10 6.99 0.02 0.68 0.93 1.70 0.97 0.98 0.69
HO7 11 7.45 0.14 0.70 0.93 1.79 0.79 0.76 0.76
D08 6 3.45 0.00 0.60 0.82 1.25 0.99 0.99 0.50
1 8.17 5.54 0.06 0.64 0.90 1.51 0.92 0.91 0.66

UAT: N, Sf A N, A S B RG H, WA s He WIRABE Pe 250508 i L Shannon’s ZHEHEREEL
Fy RREISS ARG F.EEREG Ny SEHE
2.2 FiAMZ R DR REHK SN ERIRSHT
Structure 43 M1 5 H AU 45 R 28 Structure Haevester 28BS & FE (K] 2A): InP(D)( /R B R AEAAEREAT
J5 B A BRI e, WA PIA, WTHIAK [L(K) TEIESE K Z A4 AR A 3 B DR & fe pt 23 4
(K)o HEI2BAIAL: Y K=4 B, AK BUSRKME, RSN 114 5 5 RIWFEARBER 550 4 AR
WHET Ry W& T 120 BREE, Ko 20kA7 v, kAN, 3kAatmaE, 2MhkA%
B, AR AWITL; WHETGEE) 7 24 R s, Hb 8 sk HZ#, 70k ATIF, 9 4k A #i
L, ZWFEA 12 (pPitE D BARFP I8 244 ok F AL GFF o 3L B WRE I (20 6) 3% T 29 Rl S 9 U5,
Hodr 10 3ok A28 G A DHTR A, SOk AYIE, 11 {3k AW, A 12 (hdiht DR B 2y
AR BB A EERE; WHEIVEE6) G5 49 BRI, Hrh 2 ok Afma, 21 Mk AL dih
1Oy MBE ST R A, 11633k HYCPE, 15 63k A#riT (K 3). i Structure % H (/02045 AT A1 (K 4): T
TEARAT AP S AR BN IT T A 75.4% B R REAS ST O R AE 1Y L6 (0)> 0.8, (LA 12.3% 41K
0<0.6, FUPUTED RBANFP T ARSSHIER , TR IR A4k 2R 76 A ) 1) 8t 4% 45 44 v 38 B AN [) 45 T 1)
L RIMFTESE B A .
FET AL I B R R R v B AT R T FEARBR AT (PCoA). HIIET 4 AL 4 ER5h AN BT % i i)
KB R 34, FAbR 1R 2 20 3R T A0 5 B8 1 10.45% F1 6.74% (728 55 . B FHitE S B
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Figure 2 Line plots of InP(D) and AK as a function of K
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Figure 3 Structure cluster diagram of 114 samples of resistant P. massoniana

114 (AR AR BRIM AT IET AT AR 23 3t FHOR YR — B DM S AR SO LUB AR v, (R 268, T
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23 HMMERFEIEMETHEEESHEERI FHRESN
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)
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Table 4 Number of genotypes in each cluster ' e
\ R 2 WAL U S ayayls RN s
ﬂﬁﬁ %ﬂzﬁﬁﬁﬁﬁ "_f\H Iy o I 777 ] A%EE
0<0.6 0>0.8 il . . L
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L
I 24 9 12 ¢
i 29 5 17 E 7
v 49 0 45 B4 FELEA 114 AR T 24554

PAWT. QR REA SR AR REAG L 45, Figure 4 Principal coordinate analysis of 114 samples
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ik (13.43), WRE T EA BRI A BE F BT (6.07). Btk DM 4 A BE A6 2 19 5 B MR BOR
[, {EFREE R AR LSRG, WREIVEY N, S, N 7.14, TR 2 Wil , h4.87,
WREIV A H, A H, Y5, (A5 BA R/MERWRET 225548028, 205 0.03 F10.15,

AMOVA 77 2253 iR W (5% 6): Ptk S M BHE AR 7 14% FE7E TR, RN AR TR 80%, #
AP PN () 3848 S ot T RS SR R BRI . 4 DN EREIR] Fyp 4 0.143, RUIE LR £E7E h & FE T

B .

x5 DEMELREEESEFMEKE *o6 ETHIEHENEEETRSN
Table 5 Genetic diversity parameters for all populations of resistant P. Table 6  Analysis of molecular variance from microsatellite data using
massoniana GenALEx
TWHE REAR/MY N, N, I H, H. F AR5t . R Ty OrE AR
) > 24 A=Y
I 12 607 487 164 006 078 093 il AL i Ok orie
i 24 057 648 188 008 078 091 AR 3 184.865 61.622 0957 14  <0.01
m 29 750 4.88 159 0.03 070 0.96 WEHEN 110 1216.328 11.058 5.323 80 <0.01
I\ 49 1343 7.4 216 006 085 093 Fsr 0.143
UL N, SEOISEREL N, ARCEENLFEREL; 1 Shannon’s VL . Fophiste b 2%k,
ZRMEIREG H, WAL H. SRR F.
[ E TR

24 MAMEZBRRBEISERZOFMHRENEZESITM

FIFH M 5 W 1 BEATLEURE S WA S A% o R BT A 1t A ZRE AR AR L3R 7. S5 IR« T REALIBURE SR s
%) Power Core FIHE T M 55 0% 1% Core Finder 43 S5 6 15 2 A% o R AR BB T EA T 100% 1945
[K%%. {H Core Finder #% 0> B0 & BYFF 5T (72 173) /0 F Power Core (79 1), H.W & 0] 451545 ZREES 5L
ZFREFE (P>0.05). LAV EAHTRM . BE£E M ORI 72 (3 5iHE S AR FP B RN LU/ N By
B R AR SRS DX I B R AA R B B R A 35 AL 2R . IR MR WA S i A o R B B )
P9 243 (100.0%). 5t 143 (100.0%). f& @ 41 (66.7%). % & 33 4y G 40 i & Ht R )
(78.6%) . TL.7G 8 133 (30.8%) FIHIT. 24 13} (64.8%) Fp s F k.

ST IL . M Eny 72 iy bitk B AL ORI BT 5 114 43 A AP BT 63.16%, H N, BI{E . N1
i TEE A5 5 J5A R TR R 35 4% Z 800 100.00% . 95.67% K1 94.96%., ¢ K Be s R EM . 5 AWFFEIG
Uik T RARFR 5 A BE RO R T i AL 2R B 22 5 (P>0.05), ULBHARDFIEIET M IR I H 1Y
PPk T EAMZ ORI RE 78 RGBS RS S BRI T IR s e 2 Re 0, IR T 5 114 R4

®7 ARREEZHNZOMRIEE SRR

Table 7 Comparisons of genetic diversity index of core collections constructed by different tactics

PR Ty Rl N, N, I H, H, F N, Pic
J A T 5T 114 115 5.54 1.51 0.06 0.64 0.91 0.66 0.90
M 72 115 5.30 1.43 0.06 0.63 0.91 0.61 0.92
BEATL IR S 79 115 5.53 1.48 0.06 0.64 0.91 0.65 0.92

Y N, SEOLEEINEL N, ARCGEARERE H, WA B He. AR Pe. Z285M(GF 8 &4 1 Shannon’s ZAEHERREL
Fi. RBEESEREG FEEIREG Ny FERE . * P<0.05, **#P<0.01,

&8 N2 MIUEIEMZOMERS 114 BREEMBUEE ST

Table 8 Comparison of genetic diversity between 72 core germplasm and 114 original germplasm of resistant P. massoniana

sz Fls gk 4y N, N, 1 H, H, F Ny, Pic
J A T 114 25.29 5.54 1.51 0.06 0.64 0.91 0.66 0.90
BT e 72 2529 5.30 1.43 0.06 0.63 091 0.61 0.92
TR Lt/ % 63.16 100.00 95.67 94.96 100.00 98.12 99.57 92.54 100.00

t 0.000  —0.652 -1.428 0.059  —0.826 —0.052 0.014 —0.152

P 1.000 0.525 0.177 0.953 0.424 0.960 0.989 0.882

Yl : N, BEEREG N ARCEEIEREG Hy NS L He WEBAEE; Pio £ 8 & hk; 1 Shannon’s ZHIEHEHL
Fo EREECREG FRERREG Ny 2R
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