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TNREREERAFESMHBEEEERSMN

>4 21200 1 s 1 2 e 1*
X g, BBEE, B, MRER, B
(1. AL B A E R E LR, FEALEZEFS BT, BRI FE RS EEAL0%E, Jbat  100091;
2. TN SR IEAE Y R P S =, W LA AR EBEW LA WG AE RS BT, Wil i 325005)

WE: [ B ] AWR BT PR BERIEFAIARE, EH—E28 M. EIMEENEEE A SSR 4+
PricIF TIPS LB A A AL SR . [ 775k ] M ARIUE (NGS) kw14 DAl TR BB S M 5L R 4 K
NG ZREEMEZFS]; A MISAXT R4 FIEFER SSR A si 47K &, f#MT SSR ZSH 54E1E; FIH
Primer Premier v 5.0 & 114 1% 300 Xt 514, 38 i SIS WE B8 e LUk« 25 T 2R TR Jfs Mot i v JE P ik X VS 7E 1)
SSR v st AT It 5 S 0, S RS hR 0 B 404 LUK AT SSR AL i 2 A E SR BRI AE 2R .
[ R ] JPRBEMIEFAFFIENT AR DR . HEFAK/NLHN 706.92 Mb, 72BN 1.26%, HE T
ol 55.74%. L THESLR, KT 27 NEA RIF 28N SSR R, JF#FT TIIE. 455 Bos 27 4
SSR (LAY HIFHH] 117 DAEAEER, ZEMER SR (PIC) /T 0.149 ~ 0.803, *f 3 MR RFE L %
FEPEST AT EE R s . PSRRI G (H, ) o 0.504, &4k 248 (Fst) 24 0.034; AMOVA 43
Hrisn: FhREAIZE S 5 LY 3.46%, FHEENZES 5L 96.54%, XFMBES S FERIETMEBEN., (&t ] ]
REEMEL NG R TRaes . mEENE IR, FF5egs R e LB ARG ARt T 2% ke, &
RS IUER 27 4~ SSR bR A A 28 S et ; 3 MM A rh ARG SR ML it L

0N A = 2R T
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HhES%5:8722.3 XEktREARD: A

JIMR B 548 ( Dalbergia cultrata Graham ex
Benth) s J& T & #l ( Fabaceae) i # J&
( Dalbergia ), 1= KyEMFeAR, HIFELZHAM XA
T [ = A T LA SR A1 G P R 2 5 P 5
WAGH HLIX T, TR B ERDE 2 S ZLRRRN,
THOMERBE, HmEARESR, Holm
5. BB, W SEUREAE R, TR (4D
A ) (GBIT 18107-2017 ) FEZKbrifE 4 IH2E T2
MR ZR, EHESREE . R T ML
AT RE; R, OB FIAR AT AZ, B B2
WP, JRRBEMR R EZE, X EEERA R,
HEA RPN . P SERerk, JE R A S
BE B R AR, LUAERIFSE 86 7E T TR A 3
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X, A PR B 2 RIE S RS LS S BT 45

AFRRC A RO (L FAIRL A PN RIS AL A 5
FEEEM A THL, B 2 N T Bt . 4K
sERE N AR 2 S BT ST S
1f®, SSR 43 Fhric & B A it A% 2= i 5 b i i
) DNA 7+ FHridz—, B NGS MFH AR M &
5 AR, FEFIFEE, st A R
Bror i nl P . Ry 2 48 1 R s T E SSR Frk
Wi, 2P A5G S IR gk N AT X 22
PEEE 2 SSR Aric A T 48, FEMRE IR AL 73 A
EHIEZMNMH, WooTE M (Acer truncatum
Bunge) . % % ( Pennisetum purpureum
Schum. ) F1JF03F: ( Pistacia vera L. ) ZE91,

AT ERETVRB RN BEFEE, FE—&
AT amEE s Finid, AFRET
NGS 1 )74 A X 7T AR 8 AR I PR 4 %) SEAS R AE i
1T TR VAL, S SC iRk & T —EH L
. 2R SSR frid, JTTE LR A Y btk
1T TR BAE S P 30T ARS8 SRAUAT Ry TR
REE A BHE F ISR A AT S 2 T, i H R

E—SPVRA TRV MCR AT | SIHT PP
GETSE

1 A

1.1 R HH

FEP LRIk 2018 4 3 HTE A
TIHTT SIS (LSX) RAE JIR AT 2 Fh 1,
KRR UEARAS AT E MO B E R ARl
ST . T Y AEALE i EAMCR BRI = HE R A
BEREFEONE R S5EA (3:1), FHUKRE
B, BRI R A BRI, SREBE
WAL, HTIEHZL DNA $2HL,

SSR A FAric ik i g k. B m
HW A S (LSX) . JLIk (JC), V6 XU 44
B EIAMEEE (JH) 25 3 NS R TR EE, SRR
HHRASEAE B 1, B RAE S B MLE RS 30 4>
AN, 90 MRS, ARFEAMARIBEE KT 50 m,,
KA, SRS TG, E T-20 C
UKFEPRAE, FHT DNA $2HL

F1 TTRBEERERER

Table 1 Sampling information of D. cultrata
= N . - e TESE IR TES-IE =
e B o GREE) AEN) R N i
) : - . Annual mean Annual mean
No. Populations Code Longitude Latitude Altitude/m s
temperature/C precipitation/mm

1 7552 Liushunxiang LSX 100°47" 22°40' 800~1 250 19.9 1460.4

2 VL3 Jiangcheng JC 101°43' 22°33' 800~1 250 20.3 1783.0

3 st Jinghong JH 100°31" 21°59’ 600~1 350 20.2 1450.3

1.2 DNA fZEUniF
K I CTAB 75 1'2 ]I 7 45 i v 12 JBOHE A 20
DNA, 43511 1.0% 35t & i B vk F ScanDrop
100 46UET (MolecularDevice, California, United
States ) & il] DNA ¥ J& J¢ Jii & . # H illumina
HiSeq ™ 2500 MMI/FF-4 (illumina, San Francisco,
United States ), &TFhrifERLFER HE— 4 A B
K/ 300 bp YSCPE . HET K-mer 4347, flidhAE
ESE4E A N o A D WA S =B R 2 U
%% Luo %1757k, FIH SOAPdenovo v
2.04 AT IR AP L A1 % . #EE Contig J3 5]
( K-mer=17) it — 2 41 % h Scaffold, {# H
GapCloser v 1.12-r6 & %I Scaffold Py &R 6L T, LA
10 kb fE0 1AM O, TR ESEEST, 1T
SRR R S GC &6, 4k1% GC-depth

ML FEmAG TR GC &,
1.3 SSR I =taill 55| Hikit

& F MISA ( http://pgrc.ipk-gatersleben.de/
misa/misa.html ) X #] 2 4 %% Scaffold i 17 & 7£
SSR i it %, 24t SSRIrIC, SHKE
N ZERANH R R TR INE S UBUE Y
WHEE N6, 5. 4, 4. 4, F|H Primer Premier v
5.0 it sl ¥, SISk 519K E
18~22 bp, =¥ K/ 100~ 300 bp, B ki
55~62 °C, fflifE} 60 C. FHHLEkEE 300 Xt
Y, MEEDEHEYIA R (J) B
1.4 SSR 3|¥iFi% 5IE

MRS (LSX) ., I3 (JC) Fisitt (JH)
3AFIHE 90 AN FF i Hh BE AL PR BE Y 4 A A X
300 X 5 | WA T B R AR BE IS FRL UKW , R 1 2%


http://pgrc.ipk-gatersleben.de/misa/misa.html
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46 Mo BEosE BE 5 5 35 &
IR, RO RS TR 0 . I I 2 JTESEERAMERES
90 MHEM P RENLPEIE 8 INFE ST 8.00% R Table 2 Information of the assembled genome

RN IE e S L PRSI, Py = S I L T
Wi, o shEE, BIEGAET 1. RE, FIHZE
6B LA F DK I 18 SSR 7 s 8, B
FAZ 251 SSR A543 3 NFR#E (90 MM ) st
LR SRRRE , WA PEA SSR 7 5 M LA K F i
WA AR

PCR X A Z& . F&[F 4]l DNA 50 ng, 2 x
Taq MasterMix (Dye ) (FEAtHZE, Jbnt) 12.5 uL,
Em 514 (10 pmol-L™") 0.5 uL, K514 (10
umol-L™") 0.5 pL, M ddH,O #h & 25 pL, PCR
FERF N 96 °C A E 3 min, #RJ5 96 °C A8
30s, 60 CiEBk 30s, 72 °C iEff1 45 s, 3304
PEER, fJm 72 °C &M 7 min,

FIH GeneMaker v 2.2.0 X} SSR {i i 17 %
AL, I IR AT B
1.5 BEESHEESTIENR

K HI GenAlEx v 6.502" T B e AL 2
B, AR A R (N, ), A RCEE A
BO(Ng), WIMZARERE (Hy), WIEEMAEE (H,),
Shannon's {5 B 5%k (1), FhEEM] AL 010 R 5L
( Fsr), M IRF-firfm 25 & % (HWE (p))
4 % GeneALEx v 6.502U'% 4740777 224307
(AMOVA) LIt ilisif& 48 5ok 05 . K CERVUS
v 3.04M RN S 2B ME R SR (PIC),

2 HEHR50H

EFEAFES T

HTF illumina HiSeq ™ 2500 - &5 I J5 4= B
94.52 Gb /= i Hidl , B 5 2 S SER AL 137
¥ N R E Q20 F1 Q30 43 i N 96.24% Fi
90.23%, FEAM T R4, vHFES8T.
fifi 1 SOAPdenovo k{1 Tel 26 FPtds, 4 K-
mer A 17, WAL, SRS 463 258 4
Scaffold, Scaffold N50 K%l 2381bp (%£2),
W A 5 R EOE T K-mer 34T, K-mer 43 #i
ML R R . K-mer EEVREE (304 ) X Rz gl
JFIRBEE M 126 x , GenomeScope i 11 3L [ 41 24
1 706.92 Mb, FEHAZE RN 1.26%, HEJT
%K 55.74%, V1) GC &l 34.11%.

2.2 SSRFRIZZEER

FI FH MISA #F 17 SSRfi i v 5 K R, M

21

sequences of D. cultrata

HIEEE K5 B HESR
Information of assembly Scaffold Contig
PHEF 5% & Number of sequences 463 258 720 549

PR 4H KN Total length/bp 777 543 915 776 970 961

FHK B Average Length/bp 1678.43 1078.30
KK Maximum Length/bp 96 195 96 195
N50HK: /% N50 Length/bp 2 381 1576
N9O /& N9O Length/bp 692 514

463 258 /|~ Scaffold HFE L% H 142 891 4~ SSR
Fric (% 3), Hrp, ZEHmR (Di-) {5850
%2, HEEN 61.21%, FEEE AN AT/AT,
di 54.75%; KR (Tri-) IkZ (24.88%), +
KM N AAT/ATT, 5 54.23%; DU #% 1 2
(Tetra-) (5Lt R 7.45%, EEZFH AAAT/ATTT,
ditbh 68.11%; TiAZtie (Penta-) ditth 1.11%,
FHERA K AAAAT/ATTTT,

=3 TIREFEWERES SSR K 4HIE
Table 3 Characteristic and distribution of SSR in
D. cultrata genome

SSRE L K/ SSR¥j i iz FEHA

SSR repeat motif Number of SSRFrequency/% Main type
— ¥+ Dinucleotide 87 464 61.21 AT/AT
=}’ Trinucleotide 35558 24.88 AAT/ATT
VIR HER Tetranucleotide 10 651 7.45 AAAT/ATTT
fgiiﬂil sotide 1593 111 AAAAT/ATTTT
H& Others 7 625 5.34 —
Mt Total 142 891 — _

2.3 SSRHESERMMERIE

BiE W EE I UK P T 45 S o . 128 Xf 5| A
FAIEWEE Y AT, RS Bk 42.67%;
221k 8.00% A A5 5 PN A T g 35 e S ik N, e
2L T 27 XY R E, AAATIEWSE, 28
P RAFG1Y, 29 bR 9 5401 9.00%, 51
HAIF R IR 4,

FI I 5 5 HAA 28509 SSR A xF 3 A F
HERY 90 A~ JJ AR 7B B A S 31T SSR O [l 43 Y

(E 1), mgs SRR 7827 4~ SSR i & it

R £ 117 ASSEAL LR, S LR (N,)
PR 24, E2 104, HHK 4.333; AHEF
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e JPRREEEEINA

SRS R A AL S 0 Hr 47

T4 TIREHEE27 4 SSR I AMIMESMER
Table 4 Characteristics of flanking primers of 27 SSR markers developed for D. cultrata

fLA HE BT 1E[ 519751 S5 5 FEHIR N 1B KR
Locus Repeat Motif Forward Primer Reverse Primer Product Size/bp Tm/ (°C)
HHT5 (TTAT), GCAGCCAACCTATGTTCCAT TAAGTGCTGAGTGATTGCGG 180 60
HHT10 (CCTGG), GGCCAGTTTGCATAAACCAT AGTCAGGGCACTGAAGGAGA 195 60
HHT14 (CAC), GACCTCGACAAGCTCAAAGC CAGCCCAATAAGTTGTCGGT 254 60
HHT23 (AAAAT), GATCGGGCTCGTGGTTAATA ATCTTCGGGCCATTTTCTTT 161 60
HHT45 (AGAAAA), TCCATCATCCGTCACAAAGA AATGCTGTGCTTTCCAGGTC 276 60
HHT49 (AAT)12 CAGAAGCCAGAAACGTCGTA GGGGCCGAAAGAAAAGATAG 186 60
HHT60 (CTAT)s CCACTACTGCTCCTTCGCAT ACAACGTACGTAGGCAACCC 160 60
HHT62 (AAC),; CGCCCTTCTCCATATTCAAA GGAAATTGGTTGGCTTCGTA 277 60
HHT85 (TC)10 ACACGGCACACATTCTCGTA CGCTCCATGAAGGAAGAAAG 234 60
HHT97 (GCA)44 CCACAACCAGCAACAACAAC AAGTCCTTCATCATCCCGTG 223 60
HHT117 (ATT), ATAAGTATGTGCCGGCATGG GAGATGGATGCATCGGTAAAA 253 60
HHT119 (AC)4o TCATGGTACTGTCATCCCCA CTCAAGGCTGACCAAAGGAG 255 60
HHT121 (AT)10 GCTTGAGGAGATGGTGAAGG CCAAATTTCGGTAATGACAAGA 279 59
HHT124 (GA)1o GGAAATGCCCACACAAGAGT TGACACATGTGGGATATGGA 187 58
HHT126 (TG)10 CAGATGATCCAACCCAATCA TACCAAACCCAAACCCAATC 242 60
HHT160 (CT)4q TCAAATCGCAAATGGCAATA GGAATACGACGTCATGCAAA 188 60
HHT161 (AC)q0 GACACAGGAAAAGGAAGATGG GTGGAGCCGACAAGAAATGT 185 60
HHT211 (TTTTA), ATATCATTTCCCCACAGCCA CCAAAAACAACAAGCTGGAA 221 59
HHT216 (AAAAC), AGGGCTGCAAAAAGTGAAGA GGTTGTAGCCGAGGAAAGAA 263 59
HHT219 (AATAAA), TGGTGAAACTGGTCCATGAG TTTGACCGCATGTTACCTGA 236 60
HHT223 (ATTAG), CCGCAAAATATATGACGGCT GAGAGAGGCACATTTGACCG 203 61
HHT224 (AAAAT), AGCCCAATCCTTTTCTTCGT ATTGCAATACATGGACCCGT 265 60
HHT226 (TTTTA), TGTCTCGCTCTCGCAGATAA CAACCGCCAAAATTACATGA 271 59
HHT229 (ATTTT), TGGAGGGTGTTTTGTTGCTT GCTGGAGAAGAGGTCATTGC 279 60
HHT230 (TTTGCA), CTTACGAGTGGGAATGGGAA AAAAGAGATGGGGCGAAGAT 214 60
HHT247 (TTGAG), GAAGTAGGCAGGAAGCATCG ATTAGCCGGTTGTGGTTTTG 199 60
HHT255 (CAAACA)s TATGATGGCTTTTGGGGAGA CCGGTGTTGTTGTTGCTATG 273 60

PR E (N ) /b 1193, £ K 5.757,
R 2.397, iSRRI A A B (H, ) f/ME
S 0.111 (HHT226) E‘jdﬁj‘] 0.833 (HHT119),

¥I{E N 0.451; G (He) fe/IMEN 0.162
(HHT226),Hiﬁiai70826(HHT121L ¥E
90523, ZEMERE SR (PIC) fiIME N 0.149
(HHT226 ), # AKfEH M 0.803 (HHT121), ¥J{A
0463, Hr, 1M1 M mHA®mZENE (PIC>
05), 13 M AHATHZEN (0.25<PIC<

0.5), VA HHT23. HHT224 1 HHT226 4 3 4~
i 5 Z B LT 0.25, Shannon's {5 B 38%k (1)

ISR 0.957, Hidr, H/MER 0.300, ik
K 1.894, MEF-fir (HWE) #5458 Bos
HHT5. HHT10 % 8 M i P AP (£ 5).
2.4 BESHMESITIEN

e 3B AEF BRI T 27 4~ SSR AV S 1
BRI TR A e SIE I, 455 (£6) B
~: TEASZ (LSX). 113k (JC) Llseit (JH)
FREErR, LI AR LR (N, ) B4yl 3.407
3444 3.741; ARFENFEE (Ng) B o7l h
2194, 2.225  2.453, f£ 3R, HAHE
JEZ A PER SSR v #4351 5 H 85.19% (LSX) .
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Notes: X-axis indicates the size of SSR loci (nt) and Y-axis indicates intensity of fluorescence signal (flu)

1
Fig. 1

88.89% (JC). 85.19% ( JH) . Flt ff 7K SF- (1% ]
BAEE (H,) 454 0491 (LSX) . 0.493
(JC). 0.528 (JH), F{E >N 0.504; ML 25
B (Hy) 4% %1k 0472 (LSX). 0.416 ( JC) .
0.461 (JH), ¥J{H Ky 0.450, %5HR %K 34 T1HR
PETORREE A AR R AR L 2R

Fst (A7 F FIEMFRE LSS LR, 34
Pt 2 [l st L 250 (Fsr) 4 0.002~0.115,
SEHIE R 0.034 (4 5). AMOVA s R oK
TR HAEREE N 5t A5 A0 S FFP R (] 3545 728 S il
4 96.54% Fi1 3.46%, iXKHTLRBEAEBRL AL 7
FEORIETHHN (R7),
3 it
ERFEBSFESHBHARE R
H Galbraith 2507 Fi] F 3t =X 20 B A I 7 4 40 24
JuA% DNA Es LIk, JaaniaAR soh 7 90 A4
SRR R/INIRRIE T o B el e P R R 1
J&, 3T K-mer 43 B 094 W05 B 24 AT 3k R 41 e
TR, X TFHRR AL AL R4 T i
RAEB, T 12N FH TR SE R R NG FIEE
fEAHUS, If H K-mer 3 Hr A T i X4 i AR 4
Fri&f i 25 R E R . [FEEEE . DA
A EE AR A A LR T e LL B K, 72 DNA-
CEE I P E MR A (1C) K/ER

3.1

EB4> SSR fif s ELAE KA N 45 R
Fluorescence capillary electrophoresis test results of part of SSR loci

1 430~1928 Mb, “FH{EH A 1729 Mb™, &
i, AT, FET K-mer 23Hrah BAbiit 14k
R Y S RNl 706.92 Mb, SERIZH 24 4
JEHN 1.26%, FHEFHILFEN 55.74%, X—45F
=, HENAR FEAE . mEZMNE LR
o, FEHH KR/ S T B B8 ( Dalbergia
odorifera T. Chen ) 1Y 653.45 Mb®?%, X 7] fig 2
FHIRh 225 DL R e A 3 R A A A B A R R AL A
RN, TR ER R I N B A AT R 5%
FhAE =00k #2446, Vatanparast Z:%2 5./
FUEHEIA R, R TR M, HHERAT
ITS FrBt, 453 h 08, aE% R
NS R BO T RGN, (AIEEREHHb
FEARIIRG, B AH A B 0 I B R X 5 5k
e SR, ML R A S Rl R G ALY
T AR R AR 4y 25 5 R GBI K R
P Ik, T IRR B EREIE R IR R R
VEM A F T 5 A3l B3 D AR AN 4 2 ok ms , e
5 =X Pacbiolll 775 HiFi =0 5 AT G Xt
TR TR 4 A L R 2H 225 P T 7 £ R S AR S i
EABAREE, 454 Hi-CHARM=AMFEEE0
SRS, B4 B T IR A e oK R4
B ARG SRS RS B
3.2 E[FZH SSR FRiCHHE

SSR 4 T #r ic A& SR st AL 2= v i W Y
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Table 5 Characterization of locus-level polymorphic information at 27 SSR loci

fret  MIUSEALIED] AREEAEER MNREE HEREE ZAMGEESE BAEBEMMERE Shannon's(E 8% IR T
Locus N, N, H, H, PIC Fst / HWE (p)
HHT5 3.000 2.032 0.367 0.508 0.390 0.115 0.743 0.058

HHT10 3.000 1.970 0.438 0.492 0.387 0.008 0.742 0.539

HHT14 4.000 2.627 0.477 0.619 0.559 0.056 1.116 0.000"
HHT23 3.000 1.282 0.170 0.220 0.198 0.031 0.400 0.012'

HHT45 3.000 2.272 0.533 0.560 0.489 0.004 0.936 0.290

HHT49 6.000 2.855 0.412 0.650 0.590 0.060 1.245 0.000"
HHT60 4.000 2.203 0.444 0.546 0.467 0.022 0.929 0.151

HHT62 2.000 1.979 0.602 0.495 0.372 0.021 0.688 0.042"

HHT85 9.000 4.014 0.719 0.751 0.716 0.027 1.697 0.000"
HHT97 6.000 4.442 0.722 0.775 0.742 0.025 1.618 0.000"
HHT117 3.000 1.795 0.233 0.443 0.397 0.033 0.780 0.000"
HHT119 6.000 3.311 0.833 0.698 0.651 0.045 1.382 0.000"
HHT121 10.000 5.757 0.573 0.826 0.803 0.082 1.894 0.000"
HHT124 6.000 2.558 0.344 0.609 0.562 0.030 1.166 0.000"
HHT126 8.000 1.933 0.202 0.483 0.467 0.034 1.124 0.000"
HHT160 8.000 1.913 0.467 0.477 0.438 0.024 1.001 0.999

HHR161 5.000 2.914 0.667 0.657 0.597 0.026 1.238 0.000"
HHT211 3.000 2.343 0.584 0.573 0.504 0.023 0.960 0.089

HHT216 3.000 2.047 0.534 0.511 0.411 0.022 0.796 0.222

HHT219 2.000 1.636 0.506 0.389 0.313 0.008 0.577 0.005"
HHT223 4.000 2.048 0.517 0.512 0.443 0.014 0.901 0.066

HHT224 2.000 1.290 0.146 0.225 0.200 0.003 0.385 0.001"
HHT226 2.000 1.193 0.111 0.162 0.149 0.051 0.300 0.003"
HHT229 2.000 1.600 0.295 0.375 0.305 0.103 0.562 0.047
HHT230 4.000 2.684 0.409 0.627 0.550 0.023 1.068 0.000"
HHT247 2.000 1.468 0.398 0.319 0.268 0.002 0.499 0.020°
HHT255 4.000 2.556 0.477 0.609 0.542 0.011 1.089 0.005"
#){EMean 4.333 2.397 0.451 0.523 0.463 0.034 0.957 -

R B MK (p<0.05, *p<0.01),

Notes:“*"Indicates significant levels (*p < 0.05, **p < 0.01).
DNA#ridzZ—, 5 RFLP. AFLP #il RAPD #Ht,
SSRIFICHAME R . H THE . Emit
PR PSRRI A, FEsst A% 434 J i,
JEPFIZH SSR M F EST-SSR LU J SNP H A 5 i
(1 22 25 PP, TIOIR MR B R N A AL T R
SSR 7y Fhrichis, ¥ 5442 bp f77E 14, H
HERMEE, BREFIH, U —BHRE
SAEFP R R . MRS, A ITRKE
SRR A G, A RITRAEMIK, B3z

VERRIR IR, 7 Do, Rt BN
JERE A TR AR SRR, T A2 AT
AR HAREE, FTLA, JENA PR EE %
SN 27/ L2 o O B S S (T - S R ]
o3 DR LA P T R 50 S A AR AR AR,
3.3 &tk SSR Wik 5 SHEMTFM

AHTFEEET NGS Iy Fi) 8 4 Bl K 4 1
TVIRFBBHEEEN A SSR L i, JFAi AL
i e, R T 27 2 SRR, YR E W
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Table 6 Genetic diversity of 3 wild populations of D.cultrata in China

Ft{APopulation AL EE RN, B IREEALEE RN Shannon'sfs E.#& %/ WA FEH, WG EH,
N LSX 3.407 2.194 0.859 0.472 0.491
L3 JC 3.444 2.225 0.862 0.416 0.493
St JH 3.741 2.453 0.949 0.461 0.528
¥J{H Mean 3.531 2.291 0.890 0.450 0.504
RT JVRBEHEEMBEEFFEERN AMOVA 17
Table 7 AMOVA analysis among and within D.cultrata populations
AR 5K UR H B TiZ S H 5 1A% A H B4
Source of variation Degree of freedom Sum of squares Variance component Proportion in total variation/%
¥ E Among population 2 47.522 23.761 3.46
AN Within population 177 1263.417 14.317 96.54
&1t Total 179 100.00
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Table 8 Comparative analysis of genetic diversity in Dalbergia genus
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Genomic Characteristics and Population Genetic Variation of
Dalbergia cultrata Graham ex Benth in China

LIU Yu'?, ZHENG Yong-qi', LI Chang-hong', LIN Fu-rong', HUANG Ping'

(1. State Key Laboratory of Tree Genetics and Breeding; Research Institute of Forestry, Chinese Academy of Forestry;
Laboratory of Forest Silviculture and Tree Cultivation, Beijing 100091, China; 2. Wenzhou Key Laboratory of Resource
Plant Innovation and Utilization, Zhejiang Institute of Subtropical Crops, Zhejiang Academy of
Agricultural Sciences, Wenzhou 325005, Zhejiang, China)

Abstract: [Objective] To analyze the characterization of Dalberiga cultrata genome, and develop a set of
high polymorphic SSR molecular markers for assessment of genetic variation of wild population. [Method]
Next Generation Sequencing (NGS) was performed to evaluate the characteristic of genome, and MISA
was used to mine candidate genomic SSR loci from the assembled data. The franking primers of candid-
ate SSR loci were designed by Primer Premier v 5.0, and screened by polyacrylamide gel electrophoresis
(PAGE). The polymorphic and population genetic analysis was performed by capillary electrophoresis
(CE). [Result] The genome size of D. cultrata was about 706.92 Mb and the heterozygosity was about
1.26%. The rate of repetitive sequence was 55.74%. A total of 27 polymorphic SSR loci were screened
and117 alleles were amplified on 27 SSR loci. The value of the polymorphism information content (PIC)
varied from 0.149 to 0.803. The population genetic analysis showed the mean expected heterozygosity
(Hs) and the coefficient of genetic differentiation (Fg7) was 0.504 and 0.034, respectively. AMOVA analysis
revealed the genetic variation within the populations (96.54%) was much higher than that among the popu-
lations (3.46%). [Conclusion] The genome of D. cultrata belongs to high heterozygosity and highly repetit-
ive complex genome, which provides important basic data to make a fine assembly strategy. A set of nov-
el genomic SSR markers shows good polymorphism, and stability. Moderate genetic diversity and low ge-
netic differentiation of wild populations of D. cultrata are revealed by SSR markers. This study would facilit-
ate to conserve and assess wild germplasms of D. cultrata.

Keywords: Dalbergia cultrata; Next Generation Sequencing; genomic SSR; polymorphism; genetic
diversity.
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