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R AR EMF AR FREER
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PR, 5k B, BUKOE, AR, fhaix

(P EMOL A B AOL AT, T4 T 510520)

WE: [ BR ] FIHERARE (Casuarina equisetifolia L.) SEAE N TARERAR K B i J5 R 800 R AR SE BT E(R
TR FEASA R BT HA LRI S, HEACRIR SRR (TAUREA) 5 HABRARTEA L B 30 4R 524 N TARREIA
(L ZRErE 225, N AN TARHEARRR B KRR Bt ks . [ 773% 1 FIUFIARRREL 11 4> SSR bRic i s it
Lo R, 383 AT Cervus 3.0 X RAR BB FERRE IR G REAHES TR AE , AT AR AC R BT HLA 11
FEES AR, A B Z RSB0 X 3 AN BEA NG SR T AR . (&R ] (1) FARMBEA R RS
367 NAMEREATE 11 4> SSR A s MGl i 137 AN, B S SENZEFHCR 6~24, 394 555N
FEHHCH 4.95, PR AR | WA A B 2 MG B R HIN 075, 0.77 #10.72, FrA (L@ F ok
ERE ARG L, (2) 76 80% MBS XA T, FIFH 11 AFRICHL S I BIEEE, TR 148 BEFABE BT
BEA, R TR 72.20%; FPFIAREAIEE R 10~130 m, “FHEAAES R 71 m, J& THEESE
s RIRTHRHAR A BEA FZAE R FERE R A AR AL RIZRFS , 2 A7 1 A EREARRT AR STk % 75.00%. (3) M
3 AR A ERE 84 BRI DNA FES I T G ZRR MR AR, S5 R . RIREFHATE S il 2R S
B BT RABE AR S A N TR, (AHSBRMZI R B B sE 2. [ 88 ] BRRRRE
FivF A 8 T B A%, AR TT AR R R s A 2R, 3 A TR A R B2 A PR A KSR B

NS R T i
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- HICAT AR A R ST AN L PR A i ) T K
AN G SN EE A U 3t DAY | g ey 1 IR A
S35 M A B SRR R AT Rp 2 vk U, R B
BER S AEAT 2352 225 Fi B i 11 Tk i & s & )5 Tt
PR B R g, X PR A 32 A 5 b R )
435 B i R B RR ) ) Fh 7 N R RN
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UM 11.3%, FhF B kA, (B R+
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Pt B, AT LASRRM PR 1 A 3R] BB B B
BIBRE . PR, A S R T A R T 2 AR PR
BN TARTAR BB BRI -, HRIR BB LU
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JERCA R S b FICA A B AR IAC ) 18 A 2R 20 A 25

KB (R H SR IR, KSR AE W AT B30 s
VLK, DRI . mERme . ARk | AR S
FpbE, BN AERE I X A AR S Bk
MAPRRNZ FHIR AR RRCODY, EH T, 3 E W AR RR
Bl 4P MR DL A A JRR B JEME R MR 32, MR 2R T
W AR —, HFRREG ORI, AR
I, BfEAe i AR R, Hr Rk £
FEMERBRAR, B EIRMG ™ E, EREFRK,
AFIFARE PRI AT RESE LS . - ARME T
PR HA AR | PUsi eSS e, s AR
IHETEHEMRGE, ik, —Seb X Apll 2 BEER
I TELRUTIERTAT 100 m P A ST M (8 FH 524 1 v
ARUO ARBRE S A N TMRAGs e e, AR
At N A= S G = R 1 SN 71 =
EEMELRIN, YA S AEN TR -9 R
ah)E, EHEA . HRE 5, Mo T Dot
F PSR EA T OOOR ST . X ad el S N T AR e
T 1A A T B AR 2 R SR B B AR 5t A% &2
FEHEANT? ARRBEAR IR FEC R 47 B
B A Zat? Rl XA A TR R 5 R e R
JRBE S A N TARB RAR ], /DS ke R
AN T O T TR e DX 5 K i . Ty
BAFE . A REE IR S A G S50 7 1 4 ]
IR ST AR N TR 28 N TR EAR
JRBE SR N TOMRE R B 4 LA R e i X
FISEREANME

SSR 4 FhricHi A th FHErtEm . AR s
w. eatE . BRIt B SIS, e
J73Z N TR st A% 22 R PR R AR Y S AR
N2 AR SR ETEAE & 19 11 PR EST-
SSR 514, LA 8~ 10 4 A J ke A R B KSR 5B
T T A REASE R R 30 4F AR S A T AREE
RBEFEXT 4, R SSR SEA T A & KK
FUFREA R MR EARIR, AR BRI A Fh
T EE B FRAE, it SR AR A . S84
NTARIIHEL, o3BT RER T REAR 0 35 4L 2R
DU N TARHEA BR B 52 2E N AR KSR S e it
LIV i

1 MRS

1.1 ISR R R f SR g
FER A PR B [ SR T4 Fh R SR BEHT ORI 30 4 AR 5K
A N AR T4 4 24 BRI A B 9 K3

(118°54'48" E, 24°56'16" N ), J& 1 WV Hy g v
PERRAME, ZAFBATARILN, EFEITVE ™ K.
FIREFMAE L) 60 m, FE2y 40 m WEETE, TEAL
I Z97E 2011 4, S SR A AR BE 5228 N TAR AR
G, REWNNS, A 20~25 FA ML
AR CEK x BTEZR 300 m x 260 m ) BEER A&
RSB RN, M 5~6m, FYIHIR 9.1 em,
30 AF A A AR R B S A N TAMRREHB T AL ZY 25 hm?,
B RARE Ak 4 E B 2 3 km, 2 2040
90 A AR Al FH =1 4/ 53| 1 B4 S Al A RR B A [) o 0
TR, PREA 25~30m, EXMFE A 33 cm,

KA S o R A JRR B R SR T B R R 4 1%
PR, BRI EIRE AR IR, [FBRAER
SREEHTARJE Rl 150 m NI A CL45 A BERR (it B)
A) R, BRAAAFTAR 205 Bk, i REAR 162 #k
BIAES . M GPS ( BHCnav K20s ) S RAER 7L
FREAANERATEN, MR £3 m, JFEEEAER
0o X 30 4 AR A A IR 8 S AR N TR A9 > 14
OB AT AL R AR, SRAEEIEE S 50 m, HR15
98 BRAF IR FIFE o T A SR 0 A9 BBORE A i FH R S T
PRORAT
1.2 DNA 2E#0 SSR-PCR #1&

KL R 1% CTAB 75 $E UK JBR #8 K 4K 58T
AREEIAR | e BEAR TR 2 A N TMRBEAANACRE
RFERIZH DNA, Ff4]H Nanodrop2000 ( Thermo )
F11.2% B9 35 i o 5 6 P UK A T DNA 55 £ F 4l
B, R A AR BEE 20 ng ul ™, CETE
—20°C VKFETRAT

5 |90 ki S 0 1 1 3 T A P 81k (EBST)
TR 11 X7 SSR 514y, HocisiEst ( Bilg) %5
ARARIGZO 1Y), BMERWE 1, SSR-PCR
i Z ARG 9 10 uL AR R P, f4 1 x PCR
buffer., 0.2 mmol-L™' dNTP, 0.5 umol-L™"' 5| ¥ .
1.25U Taq M. 2ng #i# DNA . 1.75 mmol-L ' Mg**,
PR R 95°C AR P 5 min, 94°C AF M
1 min, fAHE KR 45, 72°C ZEffi1 min, fEFF
35¥K, 72°C FEAH 10 min, 4°C {#7F. TERIHE A600
PCRAX ( B WIEERL A AU ER AR A F ) kAT
PCR ¥"34, ¥ 15105 H ddH,0 # PCR =4 B¢
10 4%, FFHU 1 uL Jin A 0.16 uL LIZ500 1 9.34 uL
Hi-Di {41J5 95°C 257 5 min, i J& A VKA %
1R, FEIR S R ABI3730X DNA 43 AN 47 35 A
Gy AL
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F1 113 SSR Kk HFF
Table 1 Sequences of 11 SSR fluorescent primers
Gl B FFHI(5'-3") 5"EM a5 = HE B BRI
Primer Primer Sequence (5'-3") 5" Modification Purification Repeat motif Tmw/C
EST-CO01 (F) TGCAGCATCATCACTACT HPL
ROX (AGA)g 54
EST-C01 (R) ACTCCAACCAACTCTATTC PAG
EST-C02 (F) TTTGTCTTCCCTACTCCG HPL
TAM (CTTCT)s 52
EST-C02 (R) AACCCTTTTCCACTTTCTTA PAG
EST-C03 (F) TTCAAAACCCTAGCATCT HPL
TAM (CTT), 52
EST-C03 (R) CATACCATTAACCAAAGC PAG
EST-C04 (F) GCTGGAGGTGGTGGTGTT HPL
FAM (CT)y4 56
EST-C04 (R) TATGGAATAGACGAGAAGTGAG PAG
EST-C08 (F) GCTTTGTCCTACCGTTTC HPL
ROX (GAQ), 52
EST-C08 (R) ATCACCACCATCCTCGTC PAG
EST-C10 (F) AAAGAGAGGCTCAGAAAGA HPL
HEX (GTT), 56
EST-C10 (R) GCACGAAGCAAGAGATAGA PAG
EST-C13 (F) ATGGGACATTTTGGTGAT HPL
HEX (CATCTT); 54
EST-C13 (R) CTTTGCTTTAGGCGTTTT PAG
EST-C15 (F) CTTCGCCGTTTCCTCAGA HPL
ROX (AG)y3 56
EST-C15 (R) ATATTTGCTTCGCAGGTCA PAG
EST-C16 (F) ATGATGAAGACGAGGATC HPL
FAM (GAA)s 54
EST-C16 (R) CTTCTTCTTCTTCCACCAC PAG
EST-C18 (F) AAAGGCACAAGTTAGGAGAG HPL
HEX (CT),, 56
EST-C18 (R) GCTGGTGCTGTTGAAATG PAG
EST-C19 (F) CGACCCAACCAAAATCTC HPL
TAM (CT), 56
EST-C19 (R) AAGCGACAATCTGAAAGAAG PAG
13 HEEGTRAHT 2 HRE

FH Gene Marker V2.2.0 435z HU3E R 43 UK
i, R F# A Cervus 3.0 H 4 FH B 80% A1 95%
2 Foft AT {5 BE G 56 X 205 A4~ Fh 7 #0CA AR BB AN
162 MRAZGE FEARSEATREAR 30T, AR e AR A
B BE AW RUSRHEME LR (LOD ), LOD
BUEM . AESHEEEWNT . fEXECH 100 000,
i 35 SR A B BURE 1R 0.85, VLR EEPH 137 5 0.99,
ARVCECHERAN 50 0.01, A TR B HAA LA
TARI AN LB (V) AR L (V,) . W
WA B (H). MEBEREE H,) MEZEMHER
i (PIC), F|JH POPGEN Version 1.32 {15 A ]
1A&A3 $5.# Shannon's $84 (1) Fl Nei's 1815 2 F£1%
88 ().

2.1 SSR &&EMSH

FIFHRETI G LAY 11 XF EST-SSR £ 85PE5 4%t
SERAMR B P U FACREEAR IS 367 M AE
Frisfl o B, Kas R (R 2) £B: 114 SSR AL
SR 137 AL, SRS R B
12.45, YA REEAFEHECR 4.95, Hrp, 78
CI8 i BN Bk % (2441 ), fiifi C13 Z5Ar
BB (64 ) 11 AN s B P-4 I 2= 4
MG B4y R 0.77 F1 075, o, £k
C02, C04, C15, CI18 MM AA B /N ARG
JE, RN A TR R 11 4
SSR i pi F- ) Z AR B 0.72, BRA7AS C13
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LZEME R EE TR ELZ AN S, Ha 100
P B ERE ﬁk?uw,%?@Fgﬁﬁﬁ
#5., Shannon's #5850 F- 440 1.74, F AN FT R

FHAY 11 X5 SSR 519 RE M8 K I ) 42 22 1 S5 6 A6 A5,
AT ARG S iz i g A AR st % 2R 1

®2 ERAKREIEANTIHRFRIEAREMR SSR B

Table 2 SSR polymorphism analyses of progeny and maternity populations of C.equisetifolia seedling plantation

7 45 Locus SN HE AL N, BN HEEE N, WA H, WG H, M58 PIC Shannon’sf BAE%L 1
Co1 9 3.89 0.83 0.74 0.72 1.69
C02 11 5.54 0.76 0.82 0.80 1.84
C03 12 3.24 0.83 0.69 0.67 1.61
Co4 8 2.88 0.60 0.65 0.59 1.26
Co8 15 6.78 0.85 0.85 0.84 2.14
C10 9 3.69 0.79 0.73 0.69 1.47
C13 6 1.83 0.55 0.45 0.41 0.84
Cl5 17 8.70 0.78 0.89 0.88 2.38
Cl6 14 3.48 0.83 0.71 0.68 1.67
C18 24 10.03 0.80 0.90 0.89 2.52
C19 12 436 0.87 0.77 0.74 1.70

P-4 Mean 12.45 4.95 0.77 0.75 0.72 1.74

22 WFHHFREXRS TR TFENHGIES

X FERCARR B 205 B0 18 Sk kA T8k
AorHT, A5 (F23) R 7E 95% Ef5 X[ Ffg
W EREAR B FA 198k, G B A R
9.27%; TE 80% MY E {7 X [H] Ak 148 MEFFHIAR
AR E A, HEUEFR 72.20%, HARFAR
() LOD fH A il , RAFRGRIERATRLG G
Z. EOHE TR0 84 BREEA AT 7 MR BEAR K 8
BT 4T, FRSEEARMEEE N 17~108 m;
ATDASSE 3 R TR A 9 #k, TS EEARR
PEES A 33~112m, HAbHHE g R A %2 TR
ANEOR 2 BREK 18K

X B i BEAS B TR AR R (B AR AT T
FENL, A3HT T RBOR R E R0 A RO R, 45
BCE 1) FB . SRR R P 10 A3 B 4
Fi, HRRATIER N 10~130 m, PRI EEE N
71 m, BEERCGIEE AN, o FRn ot 2
T 2AEE, B FE 50~80 m A1 90~110 m
PASIX R, A8 T 69 MEAN 31 #R TR HUfmIE 2
FE 20~120 m U, A 143 BRFI0AT IR 2
A, O BRI 96.62%, AR FE 25
A 120 m, #@ BEA R FAECE B Bk, fE

120~ 130 m PIAU A B T 3 BkFA, #id 130 m 5
BA AT LU e AR . e FRBEA
B 71.43% (0 TR R ILRIZRTS, SRS 111 B
TR, BEARTIHCRN 75.00%. KR EHRAREA
HOR BB 2 BEAS I AR 7 27.80%,  HE I T 1T B
P 5328 179 A JRR B M e XL sk B AR B A O ok
(El1. %&3).
2.3 AREBHEEESHFEST

AR TR P e BE B 2 10 84 MRBEAR,
IR AR BT AR A e B 55 BEAS T 0L 1 84
FARLL B S A N TMCRE A v B AL 56 B 84 BEAS
T, TR . REREEHF ORI S A TR 3 M6
AEOHF R, SRJEFIH 114> SSR 7 s T J st
e ket LE: . 25 (R 4) WoR: KEREH AR
EUNIDR O Ve SiN O SR Y 2 v - sk N VNI P/S
G WA Z28MFE B & . Shannon’s {5
IR Nei’s 1% ZRE AR WA T REATER
RS N TMEEA, M REAS BRI 51% 2RS4
BRSO B A ML I AR T8 A TR A, s
ARIFREE RAR TR AR 8% Z e SRR . 52
A N TARBEARAE b EARIE AT BEAIG, H 0 44 45
FIHEE LA AL i T 0.50, A4 T8 il AL
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Table 3 Maternity analyses of seed-dispersed progenies from C.equisetifolia seedling plantations
R TRBKER o TREE WA || WA TREE & || BA  TREN WA
Maternal Numbers of Distance/ Numbers of Distance/ || Maternal Numbers of Distance/ || Maternal Numbers of Distance/

tree Progeny/fk m Rl progeny/fk m tree progeny/f m tree progeny/fk m

M5 4 (D 25~62 M68 2 65~95 M10 1 54 Mé69 1 110

M9 4 60~76 M76 2 66~92 M16 1 38 M73 1 66
M109 4 35~62 M78 2 76~99 M21 1 55 M77 1 112
Mi111 4 (D 53~65 M83 2 110~114 M23 1 44 M86 1 (D 112
M115 4 (D 17~59 M97 2 94~96 M24 1 58 M89 1 92
M124 4 (D 57~74 M108 2 (D 55~57 M25 1 (D 66 M90 1 105
M132 4 (D 94~108 M110 2 25~62 M26 1 77 M94 1 122
M39 3 33~87 M117 2 17~37 M34 1 79 M96 1 130
M48 3 57~79 M118 2 27~28 M38 1 79 M107 1 42
M70 3 99~112 M119 2 22~39 M43 1 (D 97 M112 1 32
M74 3 72~80 M12 2 (2 42~67 M44 1 85 M113 1 53
M125 3 (3) 53~70 M122 2 23~33 M46 1 98 M134 1 82
M129 3 45~60 Mi123 2 47~58 Ms1 1 63 M138 1 68
M137 3 72~95 M126 2 51~56 M53 1 (D 67 M139 1 101
M140 3 (D 87~95 M128 2 (D 39~54 M56 1 67 M143 1 119
M154 3 (D 90~103 M130 2 60~61 M59 1 65 M144 1 123

Ml 2 30~35 M133 2 71~98 M60 1 78 M147 1 105

M6 2 65~66 M135 2 100~103 Mé61 1 46 M153 1 74
M58 2 59~94 M141 2 73~88 Me64 1 46 M155 1 102
Me62 2 68~83 M160 2 86~87 M66 1 76 M158 1 (D 79
Mo65 2 80~110 M2 1 49 Me67 1 93 Mie6l 1 113

e 55 A IMIET IR 95 % AI80% BLAS X ] N A TAUKL PR EH A A R n o T R AR BRI AR AL A R B
Notes: Numbers inside and outside of parenthesis indicate the number of progenies at 95% and 80% confidence intervals, respectively. The bold black font
represents the maternity located in the east and northeast of the sample site.

THRABA
Number of progenies/individual
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21~30 /1
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91~100 —————————

B /m
Distance

101~ ———
111~120 —

121~130 1

131 L F

AEBEEANERARELEATIRTFRANH
Fig. 1 Number of progenies of C.equisetifolia seedling
plantation at different distances

SREHEKE
3 T

Broc M), FIF SSR 4 FARICH LA R 38 &
(T FF IR SR A ST, IR 2 (AL
10~20 A 22 45 Pk 120 B 3 B Pk 49 F- i 7l L A 4
P SEA SIS 5L, 11 11 58k SR Ay 22 i 7
RO, KU ST RA R K 2280
Wil bk, SRR RS N T, TETF R EASMT
i 07 SR 1 %5 42 (9 SSR iz A, A BRI A 114
SSR A AR 367 MAAEATY e, PRy
[ 12.45 AEERIIE , SEHIILINZe 2 B AT B 2
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Table 4 Genetic diversity analyses of different populations of C.equisetifolia

RS H AR R 1 EERREE SN TR
Genetic diversity parameters Natural regeneration population Maternal population Seedling plantation population
SEATEER BN, 9.00 10.00 9.55
A REEALIE K EL N, 4.65 4.83 5.15
WP EE H, 0.73 0.82 0.84
B EE H, 0.72 0.76 0.77
ZHMERE PIC 0.69 0.72 0.73
Shannon’sfi S E L 1 1.62 1.72 1.74
B SRS A 0.72 0.75 0.76

E Y R 077 A1 0.75, T LA (S B R
Shannon’s 15 B854350 0.72 1 1.74, FBix L
Prid A X R M 2 80, W HFARE A
B L o0 U 5 R st (TG A

A5 A 24 Cervus3.0 o 5 A8 A B 25 S0 A
NTAREFF B FARIEATEEA T, 250 %W,
FE 95% B G X E] R HBE N KRR BB 19 #EF1UHf
JEBEAS, TMTE 80% HY {7 X 18] T 7]y 148 #& 1K
WA, HFAREHMAR 72.20%, 1545 27.80%
FRAREME HAEAS, X AT B2 o 5 T
DA R VI HBIX 52 LA 0 %) A R 5 1 7 58
WU REHF TR BE B L%, FTLL, FF5r AR BF
A FARAR AT RESR A B R s 53 A R Rl g
S BT S 1G5 ) A XA, R —
DNA st %53 B R B R B, F BUR RO R 3 R AR
SIBTRCRREAR, (AT REA R BRI T 4 5]
WOk, F—2 A BT bR IO R R R A
53 KT

L ZFEME I S AR D R AT T 1 =
I, AL AR MR R Y Fh IS B AN AL RE 13k
R, HAT, FREVEEARRE B ARE  ERARRR
WO R, G ZREHACEIL . REEN R
FH 12 X EST-SSR B X 7= .t . MR —4
109 A~ EFRAHA R & TotE R Tt % ZREME BT
KB, R =8 109 45 ALK 8L R
Shannon’s {5 B35 50N 1.10; 15 E&L9 FIH 22
Z ISSR I WXk A T AR . A 3 FN V6 B 55 Y
STANARBRE IO RFEAT I AE Z Rt R T
FHRIZE I, 51 ATEM R A T34 Shannon’s {5 B484L
1R 043, ABFFEFIA 11 X7 EST-SSR 54y % ik
ARBREE TSR B H R 84 MRS Tt L 24
PEVEMY, 1 2 55 67 3k DRBSORD A 2% 56 7 3k PR B LA

J Shannon’s {5 B 48 £ RI35E 1% 22 FE P48 500 il 8
9.00. 4.65 Fl 1.62, 0.72, L THER b IX 19 TC Mk
AR, e T A — SRR S XU HIGE A 1Y)
FEHYIREAR, #EHA5 (Populus talassica Kom. ) (1=
1.379, h=0.71 ) *"' ¥2AK ( Cunninghamia lanceolate
(Lamb.) Hook.) (7=10.832, h=0476) *  #Hik
Wl ( Cyclocarya paliurus (Batal.) Iljinsk.) ( [ =
0.686, h=0.404) P, X yEHMREEXI ) BEA TR 1L
R RIBOR R SRR, HRAR T B AR G 55
s ZREMKT (1=1.62, h=0.72), A5H
BEARHFARR S A N TAMREEIAAR L, BRI B KSR
PURHFARRIL AR AR A st 2 HEPE . A
A RE R KRR H TAUR Z AR IR TA R AL, AR
ATRERAMEACA . CADISER, Mo rh itk
BRI 79 v KRR X AR B A DTk % 5 B S A A
PO, AT Lk [F R R R T
AR AR T RTREAAR B 52 1% ZFEPERSAIC T REAS A AN
S N TR

Fh—F ARG LI () 8 J8 AR AP A S i
st (2= T ARG 5y, ENIMR A
L A FARIC R SR YD AT A% Jmy e
FOW MR o WFERET, Fhy-iad i )
TMEARRIFD, HAH 2 RAE R A E, BARK
SR 2 A BAE 2548 5 T Sh YA TR AL RE R
v, PR ARG WA 0GR TG & . R AR ST
R, WA SRR B R A T, AREERZS ]
LSS A, (E AR A B s L S v
AREPER R 250 ARWFFE A 11 X5 SSR 51 #y %t
TS A JRR 8 52 A N TR OR R SR AR R A 7 B AR 53
BT, PRICBAR R B R HCm LA . 25 R M,
JEASOA B B M A RO BE B O 10~130 m,
VIR EE R 71 m, 5 5 AR 0 8 %8 A KRR B
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( Allocasuarina verticillata (Lam.) L.A.S. Johnson ) [ 1 TR A FCPR A R SERHE 2 G i RS HTIE (D).
V% ; = REARB4] > RN AR AR, 2012.
; 2 ‘100 m) Eﬁﬁiﬁﬂﬁ%*iﬂ ;@f&ﬁﬁif‘ﬂﬁ [5) Wik, 5 B 20, % N AILFAEER KRR

BHEE (AT 100 f5090EE ) AbsiERY, J8 T SR (). RO A2 0R, 2012, 36 (2): 109-116.

TR ARG, AT EXOEEEAEY S, HAhT [6] Z& T, A WK EK5. MY FERTH R — MRl 74 7= 2 4 i
BE 75 A 15 2 K B ) 2% S B M DO HERL D] EASAR, 2011, 31 (21): 6624-6632.
AiiE ) Xf% = S i A /J/?’ ﬁi& ORI R T L ————
*EF%E@ﬁﬁ%ﬁﬂ%lﬁﬁ%m%Eﬁ - Mo TR SRR (1], AR Z5254R, 2011, 31 (21): 6396-6409.
JE JHEAR FE AR A v B R LT, ARG, FEEL (80 T . v S AR B T B b SR IR RO BERHBL R (D).
I T e T
" 3 NPYSUGNEIUNN 9 . T T oy A JBR B0V Bl PR R AR BTG AIE L S i TN 3R B v
TR I T AR TR Ny 75.00% A B B 1 D) e 0t
50~80 m WY FAUAEURZ , RORINARRRTEM (100 % o5, SFomsms s pre (D). Lst: bR RRET
FARAIE S E TR 10— 1171, B s 2013

N S s (111 sk B8, fhadhat, B 3, %5 ARREE I E BT bR (7], T AR Ak
BEUBSAT AL, PRI, AL 7 1l BB ok 1% DAL 200820 (e s R
IR BRI 2R [12] s, (1B, 3 99, e FARRBCR TV R 5 47 ).

\ A ARRERESE, 2005, 18 (3): 345-350.
4 %‘V{/_\‘ [13] fpsits, 5k 55, RERRRIE RS R E L ). kBT &,
2003,17 (2): 3-5.
. S L 1 " y
B RRBA N MR AR B ERA, £ () 5 oo sk 99 % SRR R S RS

BUERAENTEI Y, T ARRRE B AR R R Hagk (1] AR RREBISE, 2019,32 (5): 157-164.
J%’E , ﬁ%xﬁ [} al‘%@_;h?”j:ig , Eﬂn_t)}iiﬂ(jﬁﬁﬁ‘ [15] LiJ, Qi C, Gu J, et al. Effect of sire population on the genetic di-
ﬁtﬁ q: I:|E': %Z: Z:IJ % ’ﬁ: Eﬁ%&ﬁ %Eﬁ Zi ﬂ] 2}]% /j: {ﬁ ié] % versity and fitness of F1 progeny in the endangered Chinese endemic
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Seed Dispersal Pattern and Progeny Genetic Diversity of
Casuarina equisetifolia

LI Zhen, ZHANG Yong, WEI Yong-cheng, MENG Jing-xiang, ZHONG Chong-lu

(Research Institute of Tropical Forestry, Chinese Academy of Forestry, Guangzhou 510520, Guangdong, China)

Abstract: [Objective] To reveal the seed dispersal pattern and compare the genetic diversity differences among nat-
ural regeneration population (progeny population), maternal population and seedling plantation population of Casuar-
ina equisetifolia, and to provide reference data for artificially promoting natural regeneration of C. equisetifolia seed-
ling plantation. [Method] Paternity analysis software Cervus 3.0 was used to determine the maternal parents of indi-
viduals in regeneration population, and to compare the genetic diversity of the three kinds of C. equisetifolia popula-
tions based on genotype data of progeny and candidate maternal parents obtained from 11 polymorphic SSR loci.
[Result] (1) Totally 137 alleles (NV,) were detected from 367 individual samples of maternal and progeny popula-
tions using 11 SSR markers, and the number of alleles per SSR locus varied from 6 to 24, with an average effective
alleles (V,) number of 4.95. The average expected heterozygosity (H,), observed heterozygosity (H,) and polymorph-
ism information (PIC) were 0.75, 0.77 and 0.72 respectively. All the loci were categorized as moderate-high poly-
morphic loci. (2) At 80% confidence interval, the female parents of 148 progeny which accounted for 72.20% of the
total progeny number were identified using genotype data obtained from 11 SSR markers. The seed effective dispers-
al distance of C. equisetifolia ranged from 10 m to130 m, with the mean dispersal distance of 71 m, which belongs to
short-distance dispersal. The female parents were mainly concentrated in the northeast and east of the sampling plots,
and their contribution to progeny reached up to 75.00%. (3) For the purpose of determining an even sample number,
the genotype data of 84 individual samples were extracted respectively from the three populations for genetic di-
versity comparison. The results showed that the natural regeneration population presented slightly lower genetic di-
versity than the other two populations, but it still possessed relatively high genetic diversity based on its genetic para-
meters. [Conclusion] The seed dispersal of C. equisetifolia is of a short-distance dispersal, and the natural regenera-
tion population can also maintain a high genetic diversity, which provides reference data for artificially promoting the
natural regeneration of the seedling plantation of C. equisetifolia in coastal shelterbelts of Southern China.

Keywords: Casuarina equisetifolia; SSR; maternal analysis; genetic diversity; population regeneration
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