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germplasm. We use 736 sesame germplasms from various counties and cities in Jiangxi Province as experimental materials, diversity
analysis was conducted on 25 phenotypic traits; Using QGAstation2.0 software,,based on the percentage of mean difference (MD) less
than 20%, the coincidence rate of range (CR) greater than 80%, the larger the percentage of variance difference (VD) and the rate of
variation of the coefficient of variation (VR), the better the evaluation criteria, we can screen out 3 sampling methods, 6 sampling
ratios and 8 clustering methods to select the best soiution for constructing primary core germplasm; Perform mean T-test and variance
F-test on multiple parameters of the original germplasm and core germplasm, and compare the eigenvalues, contribution rates, and
cumulative contribution rates of the two populations through principal component analysis; On this basis, genotype data of 64 Ji'an
germplasms (including 736 sesame germplasms) were obtained using 12 pairs of polymorphic markers. Polymorphism analysis,
evaluation, and genetic similarity analysis were performed on 16 germplasms (including 110 core germplasms) and 64 germplasms
using SSR markers. The results showed that 736 local sesame germplasm in Jiangxi Province had rich genetic diversity. The genetic
diversity index (GDI) of phenotypic traits ranged from 0.5129 to 2.0833,the variation range is 4.83% -41.52%,and the GDI of
quantitative traits (1.7140~2.0833) was overall higher than that of qualitative traits (0.5129~1.2028);the core germplasm constructed
by “multiple clustering priority sampling method+15% sampling ratio+variable class average method+Euclidean distance” can well
represent the diversity of the original germplasm;The cumulative contribution rates of the original germplasm and core germplasm are
80.533% and 82.631%, respectively, indicating that the core germplasm can explain more than 80% of the genetic information of the
original germplasm; the six polymorphic parameter values of the original germplasm and the core germplasm are basically similar, and
there is no significant difference in the mean t-test (except for the number of observed alleles). At the same time, the genetic similarity
between the two populations is basically similar. The 16 core germplasms can preliminarily represent the genetic diversity of 64 Ji'an
sesame germplasms, further indicating that the 110 core germplasms can represent the genetic diversity of 736 Jiangxi sesame
germplasmsto extent for preservation and utilization.
Key word: Jiangxi Province;sesame;local germplasm; genetic divisty; core collection
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FrffE, XTHRAY. WO, MBS, BRI TRL, EAYEME. A G B IRE R
T ER . RS FRBIE. FESE . MRS 12 DR EMRIEA T E, TR,
KIEFKHA S0 10 Bk, MEAF . e GH&EE. SHRKE, F2EH0 8. E20REL Bk,
PR HIRE. FFRL TRIE., SRS 12 MEIR.
1.3 HiRLIE R
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Table 1 GDI of 12 quality traits in 736 sesame germplasms and  different sources and types

*51 e MERE R EEH ZE B E BEAR fESEE IR IR iy

i % iES B EX i) 1E% i # Ete) AR
Type PT LC

LH BLM LIBL SH MSC NCPA EFND NLPC CcC SS
J5YLS 0.5129  0.6187  0.7618 0.9536 0.9954 0.8066 0.8692 0.6802 1.1054 0.5508 0.9474  0.758
M White 0.3532  0.5854  1.0907 0.9646 0.6663 0.991 0.9072 0.5958 0.871 0.6871 1.0316  0.6996
{7 Black 0.5489  0.5833  0.3182 0.9306 1.1793 0.4594 0.7505 0.6911 0.8107 0.4053 0.7702  0.7566
B Others 0.5799  0.6769  0.7402 0.9687 0.7659 0.7884 0.9562 0.6928 1.1778 0.5968 1.043 0.7658
#% 4t Northern  0.4036  0.2355  0.3944 0.5791 1.0367 0.8113 0.614 0.6422 0.8789 0.5208 0.6728  0.9454
of Jiangxi
#% 7% Eastern of  0.4371 0.766 0.5614 0.7632 1.0777 0.6156 0.7578 0.6838 1.1261 0.4719 0.8103  0.5412
Jiangxi
#% h At Central — 0.5926  0.349 0.7411 0.7667 0.9375 0.7529 0.9866 0.6839 1.1925 0.3969 09192 0.5172
and northern of
Jiangxi
¥ 74 Western of ~ 0.4368  0.5503 1.0352 0.9179 0.9522 0.96 0.8404 0.649 0.9727 0.5014 0.9062  0.635
Jiangxi
#% 'F M Central  0.4342  0.6408  0.7856 1.0812 0.7204 0.8011 0.936 0.6555 0.6825 0.6952 1.0904  0.9459
and southern of
Jiangxi
#% ™ Southern 0.6742  0.5446 0.48 1.0831 0.3104 0.2619 0.8654 0.6921 1.1622 0.5866 1.0005  0.9357

of Jiangxi

PT:Plant type;LC :Leaf colour;LH:Leaf hairness;BLM:Basal leaf margin; LIBL:Lobe incision of basal leaf;SH:Stem hairiness;

MSC:Main stem color;NCPA:Numbers of capsules per axil;EFND:Extra-floral nectary development;NLPC:Number of locules per

capsule;CC:Color of capsules;SS:Seed shape; The same as below
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Table 2 GDI of 12 quantitative traits in 736sesame germplasms and different sources and types
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Jiangxi Ty 8837  146.93 58.72 4.92 43.42 68.88 2.87 0.9 0.8 73.26 2.53 10.52
67 1%

BLRAE 299 12.59 38.17 38.6 19.8 38.81 10.78 15.37 21.44 24.12 14.5 25.07
(%)

WAL 11032 19912 11799 19977 12795  2.0044 19022  1.864 16688  1.6918  2.0036 20141
B A

"

GP:Growth period;PH:Plant height;FCH:Fist capsule height;ITP:Infertile top length;MSC:Main stem capsul; NMSC:Number of main stem capsules;MCL:Mean
capsule length; MCW:Mean capsule width;MCT:Mean capsule thickness;SPC:Seed per capsule;1000SW:1000-seedweight;SYPP:Seed yield per plant;The same

as below
2.2 MENIAZ O MR A S ARRE

TR 144 HAYIERZ ORI SHONE 3. ETHEZEREHE (MD) SHUNF 20%, WMERFAE
(CR) KT 80%, JjZEZFEHH (VD) AR RYBCRMNA (VR) BOHREF, SEAF AR SR A6 o 1 18t
e ZREERR I, ZRE LB R RS SR BURE 2+ 1 5% HURE L 1)+ 117 78 288~ 1472+ R U 5 B
KT 110 MPIEZ O T4 (£ 4) ,H MD. VD, CR Il VR 43518 0. 44%. 100%F1 110.21%.
R 3 ZRAIAR DR A A SR LR

Table 3 Comparison of sampling strategies for sesame primary core germplasm

HURE LL A1 puigi i Z R KHEHLIRE LUK 2 UCR I M 5 LRV
N RITyi:
12 Mulitiple random sampling method Multiple cluster preferred sampling method Multiple cluster deviation sampling method
Sampling BiaE hEE WM E TRZR WHEE HEE WME TRF WHE HEEXE K E LTRAR
Geneti
proportion ‘e"e ‘ Cluster method LWy e A& A L L NEN a H AR AL L e oA H A
e & MD VD FCR  FVR & MD E VD FECR HVR # MD F VD FCR  EVR
5 N T B 24 28 93.79 114.71 0 48 100 121.52 24 48 96.65 120.79
=) KRBk 4 12 90.53 108.06 0 48 100 121.52 8 52 97.46 121.04
o] EE B 12 16 90.92 107.66 0 48 100 121.52 4 36 92.7 113.88
CIRUSFS 4 12 86.34 101.39 0 48 100 121.52 20 28 96.11 112.24
AR 1572 0 12 85.26 102.37 0 48 100 121.52 0 44 96.4 119.05
AR 0 20 88.85 113.49 0 48 100 121.52 0 48 96.76 123.27
CIR37S 0 20 88.58 108.55 0 48 100 121.52 4 44 96.85 123.74
B 2P Iy AN 0 8 87.36 106.61 0 48 100 121.52 4 56 95.43 122.03
10 N R B 16 32 95.09 111.26 16 44 100 114.85 28 44 98.06 115.74
=) IR Bk 0 16 93.18 105.43 0 44 100 113.73 12 60 98.46 117.34
o] EE 4 8 93.28 102.52 12 44 100 113.08 8 28 93.55 108.81
CIRUSFS 8 0 88.83 99.85 8 48 100 111.61 16 24 96.92 106.77
AR 1572 0 8 90.08 102.18 8 36 100 111.08 4 44 97.62 114.91
AR 0 8 92.1 107.33 0 32 100 111.42 4 60 98.11 117
CIR37S 0 4 90.4 104.16 0 48 100 114.04 8 56 97.96 116.27
B 2P Iy AN 0 8 92.2 106.33 4 40 100 112.51 4 60 98.13 116.02
15 N TR B 24 28 97.27 107.78 24 48 100 109.66 28 44 98.53 111.82
=) KRBk 0 4 94.19 104.08 0 36 100 109.31 4 60 98.56 114.39
o] EE B 4 8 94.69 101.8 8 28 100 108.79 8 32 96.75 108.89

B 4 4 90.81 100.77 8 20 100 107.65 8 28 97.6 107.32



IR 0 4 92.37 101.11 4 28 100 109.09 4 48 98.13 111.79
A AR 43 0 4 95.49 105.75 0 44 100 110.21 4 52 98.47 113.1
A ATk 0 4 92.83 102.37 0 20 100 108.56 4 60 98.72 113.33
e RIS 0 16 95.04 105.6 0 28 100 108.16 4 56 98.56 112.56
20 [N R RLR B 16 28 98.04 105.91 16 44 100 106.5 28 48 98.73 109.43
® KR 0 4 94.8 103 0 28 100 106.79 8 60 98.98 111.9
A 0 0 95.18 102 0 20 100 106.51 0 20 100 106.51
GRS, 4 0 91.44 99.52 4 28 100 105.73 4 36 97.78 106.54
UV eSS SR 0 4 92.79 100.91 0 24 100 106.82 0 52 98.55 110.04
A AR 0 4 96.58 103.91 0 20 100 107.54 0 60 98.89 111.75
DR 0 8 95.66 103.39 0 16 100 106.9 0 60 99.07 111.95
B2 I AN 4 4 95.8 104.16 0 24 100 106.56 4 56 98.98 111.44
25 RR I PR 16 32 98.78 104.18 12 36 100 105.57 16 56 98.93 108.14
# AR B 0 0 96.06 102.14 0 16 100 105.6 0 52 98.98 109.84
o i) B i 0 0 96.71 101.94 0 12 100 105.31 12 32 98.29 106.41
ik 0 0 93.87 99.72 0 28 100 104.72 8 40 98.04 106.29
IR 11 0 4 94.34 101.91 0 16 100 105.12 0 56 98.9 108.59
A AR 43 0 0 96.58 103.15 0 16 100 105.75 0 52 99.06 109.49
A ATk 0 0 95.71 101.94 0 16 100 105.41 0 56 99.07 109.66
e RIS 0 0 95.84 103.26 0 16 100 105.44 0 48 98.98 109.39
30 [N R RLR B 16 24 98.78 104.12 4 28 100 105.04 12 44 98.98 107.2
® KB 0 4 96.71 102.54 0 12 100 103.78 0 52 99.07 108.84
A 0 0 96.79 101.37 8 8 100 104.74 0 36 98.73 106.31
GRS, 0 4 94.55 100.34 0 20 100 104.17 8 36 98.83 105.96
UV eSS SR 0 0 94.86 101.58 0 12 100 104.63 0 36 98.96 107.33
A AT 0 4 97.41 103.37 0 16 100 104.04 0 48 99.06 108.57
DR 0 0 97.02 102.92 0 8 100 103.54 0 48 99.07 109.12
B P AR 0 0 96.48 103.03 0 12 100 103.8 0 40 99.02 108.59
R 4110 BT A EZ M5 % O F R IR B FRRR
Table 4 The name and source of 110 local sesame germplasm from Jiangxi Province
Fr 5 2020 4F 4 5 Name S5 FFE 2020 EgRY &R Heis
No. 2020 No. Source location No. 2020 No. Name Source location
1 GZMO0001 FIZ R #HEE U B 56 GZMO0307 ZHR ZEH B | Bk KA
2 GZMO0002 R HEE KK S B U 57 GZMO0308 ZHR R BT B
3 GZM0003 TR R #HEEKR 2 B H 58 GZMO0311 ZHk FEPETIE T HAN
4 GZMO0004 HERR WEE KW 2 B 59 GZMO0327 HEZRE  @ZHRITL S RIS EHRA A
5 GZMO0005 R HE BRI 2 4 60 GZMO0330 AZRE LRI S AN HEA A
6 GZMO0006 YRR RPN RE g N) 61 GZMO0335 PR 22 T L B A
7 GZM0010 HERR B E =AM 62 GZM0368 ZHR b AR AR U
8 GZM0014 H 2R IR MY ) 63 GZMO0376 ZHE T3 BB
9 GZM0017 TR R B ELVHIE 2 28R 64 GZMO0378 B3 HENRNX
10 GZM0020 R B ELVGIR 2 2 65 GZMO0386 ZHE A Tl
11 GZM0021 FZ R #E BRI E A 66 GZM0413 ZHR o H B BN B
12 GZM0029 R R X B0 2 B U 67 GZM0422 ZHE oy BB LR oA
13 GZMO0037 ZHR AR 68 GZMO0425 ZI R
14 GZM0038 B EAEEES 69 GZM0427 ZHE TR DU S K
15 GZM0047 H 2R T B2 R IR 70 GZM0428 2R TR X T AT EAEHEAS
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32
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39
40
41
42
43
44
45
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47
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GZMO0054
GZMO0056
GZMO0058
GZMO0060
GZMO0072
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GZMO0085
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TableS Comparative analysis of four parameters of original germplasm and primary core germplasm

R FRUsRESN BifE - .
REM i % BEN Wz A5 R
Germplasm P-value L . P-value L
Traits Mean Significance ~ Variance Significance Range cv
collection
= *
AEHM GP U 87.3872 0.3294 NS 17.7996  0.0206 S 22 0.0483
Vot i 86.9091 23.5880 22 0.0559
| ,
¥R PT R 1.2092 0.3901 NS 0.1657  0.1900 NS 1 0.3366
Vot 1.2455 0.1869 1 0.3471
IH- N Kk
o LC R 2.0313 0.6661 NS 0.1909  0.0010 S 2 0.2151
B e 2.0546 0.2906 2 0.2624
FREM U 3.7935 0.4027 NS 2.0144 0.1411 NS 4 0.3741
LH
Vot 3.6727 1.7084 4 0.3559
FEER -4 ,
Hen 4 U 1.6467 0.8049 NS 0.4356  0.1566 NS 2 0.4008
BLM
Bt e 1.6636 0.5005 2 0.4253
IR 2L ,
) U 1.8370 0.9248 NS 7.5381 0.3780 NS 7 1.4946
LIBL
B e 1.8636 7.8436 7 1.5028
ZYEME R 4.0190 0.5893 NS 2.6446 0.4802 NS 4 0.4046
SH
Vot 4.1091 26118 4 0.3933
3k ,
PRI ZEB, U 2.3967 0.7158 NS 0.7839  0.4853 NS 3 0.3694
MSC
B e 2.3636 0.7840 3 0.3746
g 2 \
AR £ R 1.5802 0.6139 NS 0.2439 0.4260 NS 1 0.3125
NCPA
Vot 1.5546 0.2493 1 0.3212
1655 % IR ERHA 0.8533 0.9902 NS 1.2029 0.3178 NS 3 1.2854
EFND
Bt e 0.8546 1.1163 3 1.2364
e e R 1.6603 0.5064 NS 1.5389 0.2621 NS 3 0.7472
NLPC
B e 1.7455 1.6777 3 0.7421
i , *
Wi B cC U 1.8573 0.2377 NS 0.4000  0.0113 S 3 0.3405
Vot 1.9455 0.5475 3 0.3803
;ﬁ N
Fh e i SCC U 5.8084 0.9213 NS 122721 0.3205 NS 8 0.6031
Bt e 5.7727 13.0580 8 0.6260
FF IR SS U 1.3709 0.2800 NS 0.4432  0.1671 NS 2 0.4856
Vot 1.4455 0.5062 2 0.4922
= *
¥k PH U 136.9869 0.9739 NS 369.8573  0.0221 S 115.2 0.1404
Bt e 136.9139 488.2170 115.2 0.1614
Ly B ko
R U 49.2382 0.3133 NS 194.1704  0.0000 S 121.2 0.2830
FCH
51.1217 351.8701 121.2 0.3669

ot R



2R 2N L *
ERKE ERHA 4.6057 0.8944 NS 3.6573 0.0122 S 11.1 0.4152
ITL,

Bt e 4.6355 4.9845 11.1 0.4816
< e ) Aok
FEH U 44.5826 0.5068 NS 112.0417  0.0095 S 612 0.2374
MSC
Bt e 43.7515 154.6905 612 0.2843
FEFIRAL U 67.4826 0.4149 NS 592.9838  0.0923 NS 120.39999 0.3609
NMSC
Bt e 65.4174 712.3348 120.39999 0.4080
K- *%k
FHiF K MCL U 3.0058 0.7085 NS 0.1366  0.0011 S 2.8 0.1230
Bt e 2.9887 0.2073 2.8 0.1523
¢'_'z ) kk
R T MCW U 0.9016 0.8568 NS 0.0125 0.0073 S 0.73 0.1239
Bt e 0.9040 0.0175 0.73 0.1462
g E MCT U 0.7834 0.4996 NS 0.0214  0.0681 NS 0.73 0.1867
Bt e 0.7937 0.0263 0.73 0.2043
BEFRLEL . 73.1412 0.6402 NS 266.0499  0.0837 NS 101.2 0.2230
JR B
MCT
Bt e 73.9345 321.9861 101.2 0.2427
AN ERHA 2.6444 0.4893 NS 0.1257 0.0149 S 2.44 0.1341
1000SW
Bt e 2.6157 0.1695 2.44 0.1574
§ = k%
LNy a4 U 10.0763 0.5758 NS 11.0980  0.0005 S 25.52 0.3306
SYPP
Vot 9.8431 17.3619 25.52 0.4233

MR, R

* represents significant,** represents extremely significant
232 RIaHRS RO M RE SR ER S LR S

Ko ) FH 2 R P DR T ) A D 2 SRR AT G Ao b DR SRR IS 2 o A BTV ABGE— 2B BAIE. (GR 60 o i LU 2 R A)
GEAZ O Bl TR AN B GRS R I, AR EL R ET S A R PARREE A TR R R DU B eI, HAE 5 A
TR BRI 73 0 1.034 A1 1.100, Rt TTERE 737504 80.533% 1 82.631%, 1% H 4 2 WA 4 A% Lo i 5 7]
fERE SR AR T 80% UL LI AE (5 S, HLZRRWIAEAZ ORI IR BT 5 A 32 43 A ARFALE AR A1 0T R 2 #4847 A T 11 1
N, BT LA 2 B MR P A4 S 1) 2 R B A 0o P B AE — s AR BE 9D ol BT IR I8 A% R TU R B, A R 38
TIEGEF BT R TTRRER o BRI, BRI G A U ol e S5 R o T R R38R A 5 KA A 2 I A L b R B
TRT.
< 6 [RIATRAFN A Z DR B A T RO EL S AR

Table6 Comparative analysis of principal components of original and primary core germplasm

JE 46 o 5 WG O Tl 5

B0y RHIEE TTHREE (%) RRTTHRE (%) RHEAE TTERE (%) KBTTERE (%)

Eigen Propotion Cumulative Eigen Propotion Cumulative
Component

value Contributionrate contributionrate value Contributionrate contributionrate
1 3.258 27.148 27.148 2.878 23.984 23.984
2 2.426 20.214 47.362 2.788 23.232 47.216
3 1.82 15.164 62.526 1.893 15.773 62.989

4 1.127 9.392 71.918 1.257 10.476 73.465




5 1.034 8.615 80.533 1.1 9.167 82.631

2.4 MBI MERR 5 FARIC

it — X CRIE I 110 AR O R BB E AR, FET 12 X SSR ZAMES1 W% 64 4y 75 22 S5 46
P CELETAE 736 ML PG ZREFTD A1 16 A% ORI CELE/E 110 WA IMZ ORI D BT84 2 FEVE I EL
BRIYHT, S5 SSR RICTEJEUARN I OB AT FE R T 350 2, A A EE AN 1.6984, Z& A1k
F35745 0.3938, Shannon F8HF1°4 0.5748, FEF ZHAMEFI4 0.3870, ZAME B & ET8 0.3029. #
O AU S AL B PRSP 3508 1.93, 8 S AL BRI 1.6919, 4 1HF3524 0.3879, Shannon F5EFI5H
0.5621, H:FZHEMEFIIH 03938, ZAM(E RS EFEIN 03061, F#E M 6 N1k 2 A1 S 5l FA R
Heik o

Xt 64 4 7 2 2 RRAIT AN 16 U AZ OBl K B R B 2 S MEAT 0T VTR, SERERI (R T, 16 I Z
FRGURE 96.25% A A FE R R B R oK ¢ A 45 AR W, JET 12 X SSR ARic3R13 1K 41 AL 500 16 %O Fl
AT Z RV AT, 3 6 M Z RS HLE 64 I E LRI TR E M E R (LIRS 5L AN
HIMEAF Y, 16 AZOFRAIEIRE T 64 43 2 2 BRPIUR 1 I8t #% 260, E—2B3R 81 110 4% 0ol i AT DAAR
2R 736 LG 2 R T SRR R A 2R
R 7 REMRAZOMBTRE AL ST

Table7 Comparative analysis of mean t test between original accession and core accession

- Tl B 5 o N o N N EHEZE 2EIMNER

Tt MR FEE S AREAREES A& 7E Shannon FH%(

Germplasm 1 S5
Germplasm Na Ne I H

number GD PIC
JEasFhR Original germplasm 64 2 1.6984 0.3938 0.5748 0.3870 0.3029
PR Core germplasm 16 1.93 1.6919 0.3879 0.5621 0.3938 0.3061
CHA 25% 96.25% 99.62% 98.52% 97.81% 101.77% 101.06%

t 1.682 0.082 0.163 0.276 0.192 -0.129

FLEL 64 13 75 AP 16 I A% O R BAR AR L SR BOB AL EE 1 (GR 8. K 1), ZIREEH], 64 hE %
ZRRA S (] R AR AR AL R EL (GS) AE 0.1707-0.9512 2 [a], P35 0.5968; i#fEEEE (GD) 7 0.0488-0.8293,
SF3470.4032. 16 U i%CoF s 18] (B AL R 2L (GS) 7E 0.2439-0.9268 2 [A], “F#5 0.5746; L2 (GD)
£ 0.0732-0.7561, ~F15 0.4254. MBI R BB GRS S, P VG HIEIT, 64 {7 22 5T IA) (¥ 1 1%
KEH 16 O A% CoF T R R A% O RIBIRBUONELL . LR, 16 2% LR AT LMRER 64 17375 22 2 AT
(Rrigtfe Z R
7 8 64 MERFMRF 16 R OFRIER SRR S

Table8 Comparative analysis of genetic diversity of 64 Ji'an accessions and 16 core accessions

Hm R B
AL HIL R B Genetic similarity AL Genetic distance
Type Accessions
RME BORAE T /AMA BORAE T
Min. Max. Average Min. Max. Average
2 2R Ji an germplasm 64 0.1707 0.9512 0.5968 0.0488 0.8293 0.4032

% OMR Core germplasm 16 0.2439 0.9268 0.5746 0.0732 0.7561 0.4254




B 1 EBo LR ERE R R EHER

Fig.1 Phenotypic trait characteristic map of some core germplasm
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AHIEFE R 736 A VLV 4 2 BR M 7 Bl 5 BRI 24 AR AR 9 GDI 4 Mk B, EcE MR ) GDI Y
1.7140~2.0833, Jii &= MEMR ) GDI YE [ 0.5129~1.1054, L8] 736 VL TH4E 2 BRHh 77 PSS IRRABF 5
5 B EERINS 246 43 R UFAN [ 19 2 R BT 53 YR 57 43 BT R 2 RE PR 1R 23 AT 45 SRAH — B8, 1 O BRI i vk H
PR SFAN T S AP B H AL T H B2 R S BRI, A AR T T IRE R A AL A R A i

TLVE R EELABZ RO 2, FOMRE T AR 7= E 2 o5 A [ ) 60% A b, 2 4 ol — ) R 2 JRR e At B it . A
WFFLHRET 24 ANFRAWERIR BT T AN FDRL 6 2B (¥ 38045 2 REMESRBOR L, 12 DMEEPER T, B2 05 11
18 % 2 REVESR B B R IR, VLI MORTE S 2 ARl R [R] 90 22 S K, L PR 22 BRI T 8 UL 38 £ 22
VER R AR 12 AN EMAR T, SRR R RN AL 2R R SRR I MRS, R R MR TE
ZIRRFR R IR A 2 BEER 22, TR, 78 B RO R b 7 S A R AL MEIR R0 1) 22 57 DU B H A 28 25 RRAT 57 Bl
ZRE L 6 N XIS RR A 0T A 38A% 2 REVE RS, R It e b DR T 0 A% e PR v, T R X 5
(38t 2 RE PRI, R WA LS A% 2 REVE I 3 ' 5 HO B X A Ve BRI R, X 5 1 9 4 A R
FOLE AR PUHIER, S m] et b AL X Rl 5VL P8 e AN X, 718 5 2 /AN A X 3 2 Rl
SR HEAT AZ H R (1 15
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TR R AR AR, R HHEAT B T R AT 22 F A, [R]85 3 B 7370 ik B A A I B AR PR R IR
TURRFE A R THTTRREE, DU A REAR (B A BURE, TSR ER i DR s AR L 5 EaR G R A— 3.
[ 2 3R A PR B K A A o R B, 6 T 5 R R e ) A o B RT R B B R RSB A AR ek, )RR
TSR A B AR E . R BRAF USSR SR B MR B A A A% oA 5T, PR P 25 [R 2R #ffs k2> DNA
AP HIBRAL TR, DA A B AR MR R A T . BT FE A 12 5% 2 38 VEAR ISR 64 4 75 227 5

CELETTE 736 ZIRRFRD IR R EE, K Hoh it 16 i (BLETE 110 PTG ORI D 5 64 7 Fh
JiiH) SSR AR #EAT ZAE T PR KA M AME LB BT, SRR ) 6 2 SIS BUEFEA R FF
i, HWME ke e S (BRSSO 3L KAL) RN P st A AR FE S AR 23, R B
16 k% LA 5 AE 73§ BT DARER 64 40 SR A6FH 5 18 % 2 FEYE, 3E— 018 1 110 40 i% 0o i Re e ar AR 736
13 JR G Ao o 1) 2 A Sy AT /D U2

g bRk, A HE SRR RGEIR T 736 XL Z RRF B IS AE ZREE S BRI T, R R

(K1 110 63 2 FRAZ O BUALFHARER 1 736 4 AR Al BT aAL ZAEIEKSF, T — 2P0 B R4 S i B PR
AGLETEAR, R4 &R RN, P2 Z A B IR A R, 945 Ja ZRRAR 5 SIS B R s e« L 4t
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Miz= 125 %F SSR 5|41FEFE 2

Appendix Table 1 Sequence information of 25 pairs of SSR primers

Elk7) E[ 519751 PAREE2]

Primers  Forward primer sequence (5’-3”) Reverse primer sequence (5’-3”)
HS 02 CCATTAAATTCTTGCTCCCC CTGGTCGTATGCAGCATCTT
HS 06 TGAAAAGCTGAGGAAGAGCA ACAGTGGAGGGAGACGACTT
HS50 GATGGGTTCTTTATGGGGTG AGAAAAAGCAAAAGGGAGGG
HS53 GAAGCTTGAAGAGAGGAGGG ATGGAACTTCTCCGATCACC
HS62 ATGATCATGACGACCCTCAA ATAGCTGGGCAGGCCTTTAT
HS63 CCAATCCTCCTCCATGTTTT AGGAGAACTCCCCAGCAGTA
HS9%4 CATGTGTTCTCTCCCACCAC TCTTGACCATGTTTTCCACC
HS123 CTTCTCCTTTCATTCCCGAG CAGGAAACCACAACGAAATG
HS137  CCCCACTTTCTCCACTCTGT CCCCACTTTCTCCACTCTGT
HS183 TTGAAGGCGATGTAGGTCAG ATCAGCTGCACCAACTCTCA
HS184  CTGGTGATTCAGCCATTTTG TTGAAGGCGATGTAGGTCAG
HS205  GATGTGATGGTGGTGAGAGC GCTATGCGTTGAATGAAGAC
HS220 TCATGCCACCTCTCTTTCAG GAGGGGAGGGACAAGTATCA
HS225  TACTCCTTCCAACCTCACCC ACCCATGAGCATGAGCATAA
HS259  AAAGCCTCCCATACGATCAC ACCGACGGAAACAACTAAGC
HS270  TGCCCATGGATTCAATTTTT CAGAGGTCACCATTGACGAG
HS294  TTTCCCTTTCTCCTCCTTCA TTTGTCCCCTCCGATAAGAC
ZMO08 TCTCTCTCTCTCTCGTTCTTG CCCACTGTACCTCTCCATATT
ZM22 GCTATGCGTTGAATGAAGAC CCACTGCACACTACAGTTTTT
ZM43 CTTGGATATCAGTTTCCTGTG GTTCTCCACAGTCAAAACACT
Sa72 GCAGCAGTTCCGTTCTTG AGTGCTGAATTTAGTCTGCATAG
Sal08 CCACTCAAAATTTTCACTAAGAA TCGTCTTCCTCTCTCCCC
Sal82 CCATTGAAAACTGCACACAA TCCACACACAGAGAGCCC
Sal84 CTGGTGATTCAGCCATTTTG TTGAAGGCGATGTAGGTCAG
ZHY24 GGGGCACAGAGTGGATGTAG GGACCATGTAATCCCAGCAC
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