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phylla™ AWK Cryptomeria japonica™ R
Ginkgo biloba™ KM Schima superba[lej K HHF
Tetracentron sinense™"" S5 R FhFEE TR O FP . £
AR AR RO R O i M T AR, T FE 2 R i 8 9
1 ST A O Tl BT T B R 80 M R B A0 R AROR B BT

VWUN Cunninghamia lanceolata =R EFE N E
BERY R IR A 22— B A O A A A A
FAM it s o By M A, )P A 20 i
2 70 AR IR AT 2 R A ol R A R iR T
AL DB RZ AR T SR RE S S A2 AR AL e R it T
R PR, B R S R B I U T A A
2 ARAT 5 VEA ) T 60 X T ) o PR Ok A S A O o BT
XiF 3673 I T A AZ ATl 5 5 3 3254 00 5 R PR R A
NEE, ARBFSEE L SSR 4T bR i B AR I E R 2
AR Bl R R P 1) 864 5y b BT A B 1) 38t 1% 22 RE 1
Xof LU 43 A A [ b g 7 vk 1 22 5 o DT Aff 5 5 365 114 )
D5 1 FUBORE FL A5 b 7 PG AZ AR B F 5 R0 42 B G S ik
PR R B0 S8 S R

1 MH5RFE

1.1 ##

IR R BV Al A BV LAk 3 (257207 N,
109°23" E) Fl fl K B % A iE B CE UYL Ak
(24°57' N,109°11" E) B ZHAZ AR R Fh 3t 3L A P
FE AT 5 BURE B ECH 864 1y, HL 1 R U5 43 51 ok 1 v
(605 3 IR (70 1) )7 4R (55 1) (A i (54 #3) VT
PG (40 £ 5RMI 3T ) AL 9 ).

2019 4F 11 H . RS Mg R B JC s 3% 1Y A2 AHT & il
ML A 1.5 mL B0 S L AR AR A Al ] S
15T — 80°C B vk A A A7 4 .

1.2 FEMBEREH

22 % SSR 519" At 5t 45 1 24 BN 7 A A M
Y DNA $2BUAF &0 A 4 T4 TR CR) B4
A BR 2 ], NanoDrop-2000 % #8 f# & 43 6 OEE T B
2 = A, 20 7], ABT 3730 x1 250 58 PRI AL 0 [ 25 [
ABI 7% 7], Biometra Tone 96G PCR {¥ g [ 7%
EasyCycler AH], FEE XA AN B sk . H
N .50 X TAE %5,

1.3 E[E4 DNA 2EUK PCR ¥ ¥ SSR #Rid %

AT BREEAFE N 40 DNA 42 Bt ALY DNA
PEWOR ) AR AL L AT . (D 1. 0 %0 B R B Bk
JBEHL ¥k (150 V,100 mA, 15 — 20 min) ¥l DNA 4fi

BERISERE R . FH 52 A UL DN 4SO 8¢ L Uk 45 R, #7 DNA
Oy BT L S AT B A R U AR LAY DNA 4l
R H I 5e 8 DNA WA 8, K 2% H
FEAE R W75 ZEJ B 2 L DNA . (2) H NanoDrop-
2000 8 0 43 D60 BE TN A B2 B A DNA HE i Wk FE
B g AR E A260/A280 fE°H 1. 70 — 1. 90, & A &b T itk
70 L U] B 2 I DNAL 2 S5 SR & 4% 10 45 FE
DNA #i#z (3£ 864 ), ] TE Buffer 54— B £ 15
ng/pl 5, F — 20 CUKFHRAER .

PCR ¥ )z W #E Biometra Tone 96G PCR {¥ I
AT IR R A 10 pL:5 pl. 2 X Taq plus Mix, 10
pmol/L IER A 5445 0.3 uL,DNA #itk 2 pL, £
TKINZE 10 pL, PR 95°C 5 min;95°C 30 s,
55°C 30 s,72°C 30 s (40 ME¥) ;72 °C 10 min,4°C
RAF. PCR ¥ 84 7 ¥ 7E 36 B ABI 3730x1 Jk 5 ) ¥
A ERI, F] ] GeneMarker V2. 2. 0 &k 4 32 B & 4
P BER /N .

1.4 =ESESW

Kl GenAlEx 6.502 # {7 48 4> #r 22 %t
SSR 5| 4 ) &5 43 JE B (Na) A R 45 A 56 R %L
(Ne) W %44 B (Ho) A 44 B (He) 1 Shan-
non's 15 B8 5 (1) 4§ 5 A>3t 1% Z FF P48 b A H
Cervus 3. 0. 7143 H7 SSR B W1 £ 545 B & # 8 5%
(PIC) B Te a5 45 v HE PR 26 (Fna)

1.5 #ZOMREERE

Fig HEAZ ATl o 110 b, BHRC YR HE A7 40 40 B 864 3 b1
B RV R AR AR VIV L SN R b A 7
41, MR 4 Core Finder #{F5 (A #F M 1) . Power
Core BAE™ (R R My ¥ LB K 34 2 (Simula-
ted annealing algorithm)"™® DL 45 {37 5& X B0 KAk bR
HECFRTFR SANA ) LR KB 3% DA st 1% 2 R M
KAk (Maximizing genetic diversity ) ¥ #E ( faj
SAGD ¥£) 43 53 ¥4 G 4% 0 il 5 .

(1) $ B8 A5 7 Jk PH 400 K Ak (Maximizing allelic
richness) FRIfE (M KB , 32 F M ¥ M, 3254 5 R
ol 5 AT 43 A0 I 4t BBORZ 0 S O B 48] oy B 1
W,

(2) R SANA ¥, 18 | Power Marker v3. 25
AL 3 A 0 BB T, BRORE B 9 3% B R 1096, 15% .
20% .25% 1 30% .

(3) Y5 SAGD ¥, i858 | Power Marker v3. 25
AL A0 B BT, HORE LG B #1006, 1596 .
20% .25 % 1 30% .
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1.6 HESMELE

RO b SR i 5 U AT SPSS 22.0 X 4 Ffi 5
TR A A0 B 5 DRI o B A R OG54 2 8K
AT RO ¢ K5 R 32 48 BR 53 Atk (Principal Co-
ordinates Analysis, PCoA) A= A% 0> Ff i L JR 4f Bl 5
8 3 A1 P 3 — 20 i A O BT AR SR

2 HREHMH

2.1 PCRYBERRKRBELZEZHMESH

Xf 864 A7 AZ Al BT 1352 1 22 FEME AT RN , 45 21
WL 1, 22 4~ SSR #ric B9 A Bt K/ 96-295 bp,
864 iy # kb . (1) K 3] 195 42547 H [ (Na) , -
BRSSP R I 8. 86 A A5 v Bk [T, L v A 4 5 A
B 2 1) 5] ¥ 42 SSR12 (15), SSR16 (15) , H ik 2
®1 FEMAMRARNRESHESIT

SSR8(14) , fit b i & SSR2(5) . SSR13(5) ;5 (2) A %L
SE B (Ne) e 2 119 52 SSR8 (6. 01), Mok 2
SSR12(5.01), fix > iy & SSR21 (1.46), F ¥ N
3. 135 (D FEMIM 24 4 B (Ho) I A4 (He) Al
Shannon's {55 B 48 %0 (1) J7 1t . & & 1) J& SSRS, i A%
) J& SSR21,F ¥ WL 2% & B2 P B B e 5 P
¥ Shannon' s {5 & 5 £ {8 4> %1 4 0.62, 0.65 Al
1.31;(4) 22 X} SSR 51 ¥ M 2 545 B & &5 (PIO
fH40.30—0. 82, F¥IE N 0. 60, 5 = [ /& SSR8, i
K2 SSR21, Hovr b B Z 28 M 51 9 (0. 25<<PIC<<
0.5 4 Xf, = 2B (PIC>0.5) 6 18 *;(5)
22 %} SSR 5| ¥y 19 JC 8% 45 A L K % (Fna) ¥/ T
0.2, Y187 0. 03, YL 22 Xf SSR 5| ¥y %} it 14 Z ke
ST BA R 25 R T AR

Table 1 Genetic diversity analysis of Chinese fir germplasm resources in Guangxi

o2 A
o WHCERIE  Shannon's  WWAAE  WEmaar SEERT RS 6w
a4 SR G Na 5% Ne fFEHEE T Ho He Polvmorphic U (Fna)
P . Primer size N b i Number of Shannon's Observed Expected . fy tP Frequency of
rimers (bp) umber o effective information heterozygosity heterozygosity ntormation null alleles
alleles Na . content index
alleles Ne index I Ho He (PIC) (Fna)
SSR1 218 7 2.13 0.95 0.51 0.53 0. 46 0.02
SSR2 173 5 2.91 1.17 0.59 0. 66 0.59 0.06
SSR3 233 7 3.15 1.24 0. 66 0.68 0. 64 0.03
SSR4 260 9 3.32 1. 46 0.71 0.70 0. 65 -0.01
SSR5 171 13 3.79 1.67 0.67 0.74 0.70 0.05
SSR6 205 6 2.85 1.22 0.63 0. 65 0.59 0.01
SSR7 249 11 3.43 1.44 0. 67 0.71 0. 67 0.03
SSR8 246 14 6.01 1.99 0.82 0.83 0. 82 0.01
SSSR9 178 8 3.23 1.42 0. 67 0. 69 0. 66 0.02
SSR10 218 7 3.61 1.48 0.73 0.72 0. 69 0.00
SSR11 266 7 2.73 1.11 0.63 0.63 0.57 0.01
SSR12 295 15 5.01 1.87 0.73 0. 80 0.78 0.05
SSR13 96 5 2. 80 1.09 0.58 0. 64 0.58 0.05
SSR14 185 8 3.30 1.35 0.70 0.70 0. 65 0.00
SSR15 227 6 2.51 1. 09 0.61 0. 60 0.53 -0.01
SSR16 266 15 2.28 1.17 0.53 0.56 0.51 0.03
SSR17 132 8 2.06 1.01 0.51 0.52 0. 438 0.02
SSR18 224 8 2.53 1.11 0.61 0.61 0.54 0.00
SSR19 262 9 3.88 1.54 0. 65 0.74 0.71 0.08
SSR20 121 10 3.74 1.56 0.58 0.73 0.70 0.13
SSR21 198 7 1. 46 0.70 0. 30 0.32 0.30 0.03
SSR22 231 10 2.02 1.07 0. 50 0. 50 0.48 0.01

¥ Mean 8. 86 3.13 1.31 0.62 0. 65 0. 60 0.03
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2.2 ATMMBAEINECESHEEERSW

Xt 4 i 5 ) S A2 AR A O T B0 AT a8 AL
ZREVE I HT A R IL R 2, 4 okl B 7 1 Y 45 A i K]
BN BRI 75 % U b Hod (D 7E % 67 32 A
B (Na) T Me A My A8 J#E B Z.0F BT Na f/
LA 3R 100 %6 s SANA 5 HORE L 49l R 10 % B Na
TR REBARERT A8 NN EL N AU ER 147 1) 5
(2) TEA B A5 He B (Ne) 5 T » SAGD ¥ Fl SANA
PBIR R Ne B BURE b 61 38 K 5 58 B AR S T 5
(R 3 B e 2 M 6 RO M 3, SR /b 2 L
FEEL B 25% 19 SAGD 5 ; M, % .M ¥ fl SAGD
(25%) 1 Ne f& B % 43 24 108.7% . 107. 6% Al
99. 4% ; (3)#F Shannon's {5 B #5501 Jr 1l » My 75 .
Y R RN i = S = s A 1 )
2 AEHEHEZOHRGEESREELE

10% —30% B9 SANA ¥ Fil SAGD ¥, H: Shannon’s
A B Pl IBORE LU B8 3G i T Y RE 6% OR BE R IR
BB 97. 7% ) Shannon's 15 B 15 B0 . 55 J5 46 F 5
AHZEAR K s (OTEWM A5 BE (Ho) M A5 2 (He)
D71 5 4 FlAs) 5 1k i A% O B AR BR SR B AE 98. 4% LA
. SANA % .SAGD % 5 4N HURE He 1) ¥4 78 10 4% 0
Rl BT 174 S5 o7 6 PR B 5 i e i B ) S5 67 s PR B AE
FH2ES ORBEOR B T 1 S I AR Y R BBORE L
%4 30 % iy SANA A1 SAGD ¥ (VAR T 174 4
O EEHN L, ERT 21 A, FE B RO AR b
M L2 T 179 6y ARALR B 1 4507 36 B0 A M 3%
M2 . 454 5 A 1tfk Z 0 P48 br (9 £ B8 26 N R i 4L
W AT A H IR 1IN Mo 35 M, 50 #E A 45
BT

Table 2 Comparison of genetic diversity of core germplasm constructed by different methods

. X ~ Shannon's ;
¢ Wk FR aepsenmy , TACEROERE Ne  Shannor W ZE 40 Ho WM 22 400 He
T’Q}i?ﬂi L 1) LGy S Na Number of i &L 1K iﬂ(, I Observed Expected
Construction S i b f Number of ffective allel Shannon s h g h g
thod ampling Number o allele Na effective allele information eterozygosity eterozygosity
me ratio (%) germplasm Ne . 0 He
index [
2
. Eﬁnﬁ]}ﬁ 864 195 68. 76 1.31 0.62 0. 65
Initial germplasm
SANA
SANA method 10 86 147 * 69. 01 1. 28 0.62 0. 64
15 129 157 * 68. 68 1.29 0.61 0. 65
20 172 163 * 68. 67 1.30 0.62 0. 65
25 216 169 * 68. 66 1. 30 0.63 0. 65
30 259 174 * 68. 84 1.31 0.62 0. 65
SAGD %
SAGD method 10 86 155 * 70. 04 1.30 0.61 0. 65
15 129 160 * 69. 49 1. 31 0. 62 0. 65
20 172 166 * 68. 88 1. 30 0.62 0. 65
25 216 167 * 68. 34 1.29 0.62 0. 65
30 259 174 % 68. 65 1. 30 0.62 0. 65
M, # M. method 9.3 80 195 73. 99 1. 40 0.62 0. 67
M, # Mp method 11.3 98 195 74.73 1.41 0.62 0. 68

T ox R0 BT 5 AR Bl TE 0. 05 /KA 35 22 5+

Note: * indicates significant difference between core germplasm and initial germplasm at 0. 05 level

2.3 BOFRETIA

T B UEAZ O T A A A L B SPSS 22. 0 43
SE M My 34 #5420 BT 5 R LG RO A% L
st 5 OR B A BT 5 i ZHEME S 8 (Na (Ne . T,
Ho M He) #17 ¢ #u %0, 25 R WK 3, 45 RE V.
(DM EW R DM Na.Ne I,.Ho 1 He f)
B8 R 4 51 o8 100% ., 107. 6%, 106.9% ., 100% .
103. 1% 5 78 25 {37 3£ [N %% (Na) FUA 205 A7 3 K %

(Ne) 2 48 L W& T M IR B MR HY
SR AR R TS A B 25 S (2) My 10 B A% 0 R T
Na.Ne.I.Ho 1 He B & 8 % 7 51k 100% .
108.7%.107.6%,100% , 104. 6% ; 7E % fi 3 [H %
(Na) FIAG R B W (Ne) 2 M 8RR ¥ B E s T
M, 35 LR B8 Rh BT, 55 R bn B ST A 25 5 BT M
My 35 LG BB ) 0 AR MORHIEAT T A B A AR
ik B S I £ (R R
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W M EFI My 35 A8 1l 0 4% 0 i BT E 47 4G 56 e
BLGEER R, ETE Na.Ne I . Ho Ml He LA
25t MECT M, ik, Mo AR B 80 13 F B A1 ik
AE TR B 5L oI5 179 T A7 S5 6 Ak I, L33 4% E S R A
JE/NT My 5, PR It e 2% 08 9% 35t 1% B S AR T AR JEAIR
9 M ¥R L9 80 fy B RHE B T P8 A2 K% O Fh BT
FEIX 80 oy A Lo Ffr i v, MR R PR I R R A £
*3 BEESEMESE KR

Table 3 Genetic diversity comparison by ¢-test

A 54 7 (i 8.9%) , Ry MITL (2 17, 5 22.200)
(R4, FIFH A bR 5 7 05 J 7R I 46 Fh 5T 5 2% 0 Fh
JBT B A AT A L, R M 95 4% 0 B B4R 3 — 20 A (&
D &5 J R 200 B BT 5 T 46 R 5T 43 A AE 3 AR AR
PNy LS PR AR 3, U B ML 34 S A A0 T A AR 3R P
BT

!
Shannon's

Rl R K G IEFE Na A A3 AL Ne o ey | W 24 & Ho WG He

il N o Number of Number of e TR Observed Expected
K . umber of } . Shannon's - -
Germplasm . alleles effective allele . . heterozygosity heterozygosity

germplasm Na Ne information Ho e

‘ : index I
2

E.ﬂ'?ﬁﬁ 864 195 68.76 1.31 0.62 0. 65
Initial germplasm
M A% O F BT
Core germpla- 80(9.3%) 195(100 %) 73.99 (107.6%)  1.40 (106.9%) 0.62(100%) 0.67(103. 1%

sm by M method
M 4R B i B

Reserved germpla-
sm by M method

M, 0 Fh
Core germplasm
by M, method

M, 4R B
Reserved germpla-
sm by M, method

784(90.7%)

98(11.3%)

766(88.7%)

179(91.8%)

195(100%)

179(91.8%)

68.17(99.1%)

74.73(108.7%)

67.90(98.7%)

1.29 (98.5%)

1.41(107.6%)

1.29(98.5%)

0.62(100%)

0.62(100%)

0.62(100%)

0.65(100%)

0.68(104.6%)

0.64(98.5%)

t 0.00 9.06 1. 68 0.07 0.40
t, 27.71 % 10. 09 * 1.92 0.09 0. 45
t3 0.00 10. 34 * 1. 85 0.00 0.52
[ 27.71 11. 74 * 2.15 0.00 0.59
ts 0. 00 1.28 0.17 =0.07 0.12

TGS NN R, o M B O R SR FEN ¢ KA e, o Mo B0 R TS50 R R ¢ BB (E 5, 0 My SR80 P IR 5 5006 Rl 5 1Y
AR ey 9 My SRR RS R B RS ¢ RS 5 O M IO MRS My IO RN ¢ KR 5 * RORTE 0. 05 K225 3
Note:Retention rate in parentheses;z; means the ¢-test value of core germplasm and initial germplasm by M. method;t, means the ¢-test value of
core germplasm and reserved germplasm by M. method; ¢; means the ¢-test value of core germplasm and initial germplasm by M} method;z,
means the z-test value of core germplasm and reserved germplasm by M, method;z; means the ¢-test value of core germplasm by M. method and
core germplasm by M, method; * means significant difference at 0. 05 level

x4 AEMERFEZARMRNE M EZOFH RO ER LG

Table 4 Number and proportion of Cunninghamia lancedata germplasm selected into core germplasm by M. method from different

geographical origins

JEU6 Al 5 (e i JE 36 BT L il 5t
. Hei Hoi te . Hiii B te
Province Number of Number of Proportion Province Number of Number of Proportion
Initial germ- core %) Initial germ- core %)
plasm germplasm plasm germplasm
o 605 54 8.9 LI 10 1 10
suangxi Jiangxi
] pgll|
Hunan 70 5 7.1 Guizhou 31 5 16.1
IR B[
Guangdong 55 7 12.7 Hubei 9 2 22.2
i P54
Fujian 54 3 5.6 Total 864 80 9.3
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=4.44%

Coord.2

Coord.1=6.53%
¢ JE iAFh i Initial germplasm 4% .0 F 5t Core germplasm

K1 M 380 R B 32 A AR 23 B
Fig. 1  Principal coordinate analysis of core germplasm

by M method
3 itig

H BT A% O BT 32 2 P 3R RS LA A
ICHIE . 2RSS Z B A 55 H & LR
FHAE G A J7 A5 3 19 32 B8O O L B AR e
SR/ FEAE A BE Wl Sz B L ] Y gt 1 22
S o HBCHE WO 75 455 22 22 48 WL ) A, B A i FE AR 9
EONIPNTIE K7 Rt s U &
DNA 73 FFric 5 AR H AT 2 FAR L K4 35 PO 22 R i
AN AT PR R R W YRR A BE S B9 b S A R ) 22
S MRS FR R AR B T TR A O B R
AL 22 R SR B, BT T A& 2R R T B
W,

B R BURE LE ] 2 1 2 R A A o B Y 2R T
R EWNIMIFFEHRE b, R 2 ORI 506 —
40 Mo 9IT S SRR A A e R R
PEAR 1 2 BB A i T BFAEHERS Torreya grandis
Tl FoE B A0 A% O b I, U LE A R 36 %6, I R 43
B T A DU A0 5 A% 0 b BT, 0 B 1 S 3t A% A A
B ERADRE T 15 By ARE, o5 RGN BTARY 10. 56 %6 5
bk ik 5 T G vl B R F R OB EUE L 4 ROR
[ 507 vk N 872 M b b At T 5 218 oy b o A4
B o b E B Cinnamomum cam phora ¥ HAZ O T
J5 L BURE L9 A 250 5 3 A Ml T 45 R
TISE A5 Populus deltoides VR BAZ O, &
JE IR A BT 1500, X SEBIF 5T 45 5 R WY, BORE LE ] Bl
JE I A BTR R A BCE H Z TREAR . — Ok UL, th T4
ol 18 o R 1 o G IBORE L 451 2 R s R 2 A st R

Z R R Rl TR AR e . ARSI P AL 864
T2 AT T RE L o 8 A [R) BORE L 3] 1 25 5% 1E A7 X 1L 43
M, Hod SANA BT SAGD 32 il 25 7 3 [H 5B 25 B
R LU A5 8 00 T 3000 (H 349 2 RE O B 46 b B 1 4 5 3
S BB IX 2 i 7 2 A R A 0 T S O K R O 32 1
S5 A6r BE B 22 b RL , A7 A 38 4% J1 52 1 B4R B AL
25 . M Mo Y5 R E 25 B0 BORE LG A1 e IR (4 iR
Fft R B4 9. 3% . 0 1 Y 80 123 il i 44 ) L BURE L i) 4%
TR MRS 25 1 B AR S5 R B (Na) VA 8%
LT IEPA B (Ne) . Shannon's {5 B 38 % (1) L ) 2y
G (Ho) MBI B2 4 B (He) B4 B % E 34 1k 5
100% , AT L M., 3 A6 FH 4 20 14 Fl S5 4% 88 54 b 5 BT
AR R DR B O BT

N T Ay 3 7 v L 5 ) A 0 B S I AR SR M A
BV o A EAT RO b TR N, N S G S 1 B R
SE AN S B H Z 1ML LRI AT RELR B & £
SN LR 1 SO S DA AR SR AR 1 A0 B T LA e 2 1
A FEIN T M SR S DL RE AN AV A A 45 A0 3 TR B
H % KAk~ #5 #E, = %38 i Core Finder ™ | Power
Core'® #ll Power Mstratt'® 5% 3 2k {4 Sz 30, 16 A4 2
Ik A8 v BEA% 5 B b ORE 1 35 % E A L O LA 6
A £ HIOUA BB M RL, & B A 2L 35 i+ 2
HikzZ—. RS M. 2% M, % SANA 352 U
A5 A 5 R B8t R AL Sy b S BB A 7 8 1 LA R TR &2
PR AL T SAGD 12 D it A% 2 4% 1 S5 KAk b 1
i 3 H A R AT B R RAE 2R, S5 R KB SA-
NA 75 SAGD 44 @ 45 A, 1fil Core Finder X
41 Power Core W # 45 B ) Na.Ne.I.Ho.
He %5 5 ittt Z 8 M IR B 2 & T SANA &M
SAGD ¥, Ui M 3281 M, 348 T SAGD Al SA-
NA ¥, TEZERER O BB A BB, Mo 3 M, 1 3%
PR R B H 2 H U4 BEAR B9 b R, A8 LG T 5 S
Core Finder # /4 i) # 8 45 3 H Power Core K14 #Y
T 18 5 AL 80 By A% oA BT LR B T 864 {53 Ji by Fil
Jo e i A R AR A i DAL LR B A% O O JE TR R RS
a7, it A% 2 R IUAR BETEAIG,

UV R E R £ IXK 22—, 1976 4F fil 1979
AR TTVE XN 29 B 2 4 A2 R 7 DX il
B, T P R K R R AR KGR R S L PR 3
ORI B A BRI A AR K v LR L B
IERNEEEARE R AR Z —. 776 )8 A i v i
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Construction of Core Germplasm of Cunninghamia lanceolata
in Guangxi Based on SSR Markers

LI Kuipeng' , CHEN Shichang' ,CHENG Lin', HE Jinfeng®, TANG Hongliang® ,
TAN Wenjing”, YU Daiyuan®, WANG Bin®,MO Zongheng’, HUANG Kaiyong'

(1. Guangxi Key Laboratory of Superior Timber Trees Resource Cultivation, Guangxi Zhuang Autonomous Region Forestry Re-
search Institute, Nanning, Guangxi, 530002, China; 2. State-owned Beijianghe Forest Farm, Rongshui Miao Autonomous County,
Liuzhou, Guangxi, 545300, China;3. Rong’an State-owned Xishan Forest Farm, Liuzhou, Guangxi, 545400, China)

Abstract:In order to explore and screen the Cunninghamia lanceolata germplasm resources in Guangxi, the
genetic diversity of 864 C. lanceolata germplasm materials in national C. lanceolata improved seed base was
detected by SSR marker technology, the differences of different construction methods were compared and an-
alyzed, and the effectiveness and representativeness of core germplasm were verified by t-test and principal
coordinate analysis. The results showed that: (1) a total of 195 alleles were detected by 22 pairs of SSR prim-
ers, the average allele (Na) was 8. 86, the average effective allele (Ne) was 3. 13,the average Shannon's in-
formation index (I) was 1. 31,the average invalid allele frequency (Fna) was 0. 03,and the average polymor-
phism information content (PIC) was 0. 60. (2) Compared with other construction methods, the Core Finder
software using M strategy was an effective method to construct the core germplasm of C. lanceolata in Guan-
gxi. The 80 core germplasm screened out had good representativeness.

Key words: Cunninghamia lanceolata ,SSR marker, M strategy,core germplasm,Guangxi
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