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Abstract ; Genetic diversity of 90 Coix lacryma-jobi L. germplasm resources collected from the main places of
production were analyzed by Sequence-related amplified polymorphism ( SRAP ) marker,including 68 collected from
Fujian,6 from Taiwan,and another 16 from Zhejiang, Liaoning, Shandong, Henan, Yunnan , Jiangsu , Hunan , Guang-
dong, Shanghai etc. It showed that 26 pairs of primers were selected from 88 pairs of SRAP primers. 26 pairs of
SRAP primers produced 185 amplified fragments,of which 157 were polymorphic,accounting for 84.67% of the to-
tal. It showed that there was distinct genetic diversity among 90 Coix lacryma-jobi L. germplasm resources. 90 Coix
lacryma-jobi L. germplasm resources were classified into four categories basing on the UPGMA cluster analysis,
which was similar to the result by morphological markers. A DNA fingerprint with 73 Coix lacryma-jobi L. was con-
structed by 16 pairs of SRAP primers which was significant for genetic research,variety breeding and resource pro-
tection of Coix lacryma-jobi.
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Table 1 Collection areas and code of the 90 Coix seeds

iR g SRV b Y TR SR U5
Varieties No. Origin Varieties No. Origin

1 fE T 46 Pt

2 T T 47 e
3 A L 48 IR

4 Hi L B 49 i 34 4K
5 YK & 50 e A
6 TS 51 A A1l I
7 T T 52 fie

8 binY=yi &7 53 e AL,
9 K% 54 IZRYTK
10 TR IR 55 e T
11 fiskeyi & 56 fE T
12 PR 57 TEEE
13 te T 58 FE A
14 ek L 59 A
15 ) i 60 fEAEIE ]
16 A I 61 e AL,
17 [iT}EL/NES 62 1L
18 MEREZE T 63 bika gl
19 Bicpeis el 64 By ot
20 e L B 65 e LR 4k
21 CiERER NS 66 et i oF
22 A A IR 67 hE S
23 R 68 fEAEIE ]
24 Fickziird 69 kiAo
25 HHERE 70 ] e S M
26 Wi R 71 W HE FH
27 BiEiS e 72 FEEATT
28 A BB 73 S
29 S RES 74 L
30 B e e 75 binyaiein
31 T 76 binka:elg=s
32 R T 77 FEE Al
33 te R HF T 78 b lIbs
34 R T 79 IR
35 K & 80 ILZRII YT
36 Fe K 81 INZRAE
37 & AR 82 ILZRIE YT
38 bipae b 83 I RARI TN
39 ficyeyi & 84 THAKE
40 e L IR 85 TEEE
41 Y R 86 ThE S
42 TS 87 hEHE
43 gtk L 88 TEEE
44 fE R L 89 PR RES
45 A e 90 i 2 o]
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Table 2 Primer sequence of SRAP used for coix genetic diversity analysis

EmTY JFH1(5'-3") K514 JPHI(37-5")
Forward primer Sequence Reverse primer Sequence
Me-1 TGAGTCCAAACCGGATA- Em-1 GACTGCGTACGAATTAAT-
Me-2 TGAGTCCAAACCGGAGC- Em-2 GACTGCGTACGAATTTGC-
Me-3 TGAGTCCAAACCGGAAT- Em-3 GACTGCGTACGAATTGAC-
Me-4 TGAGTCCAAACCGGACC- Em-4 TGAGTCCAAACCGGAGA-
Me-5 TGAGTCCAAACCGGAAG- Em-5 GACTGCGTACGAATTAAC-
Me-6 TGAGTCCAAACCGGTAA- Em-6 GACTGCGTACGAATTGCA-
Me-7 TGAGTCCAAACCGGTCC- Em-7 GACTGCGTACGAATTCAA-
Me-8 TGAGTCCAAACCGGTGC- Em-8 GACTGCGTACGAATTCTC-
Em-9 GACTGCGTACGAATTCGA-
Em-10 GACTGCGTACGAATTCAG-
Em-11 GACTGCGTACGAATTCCA-

1.3.2 BEUMRZBEESHEEST RHXR
CTAB & PR BGE LN ZH DNA, B 5EM 90 1335
URP B IR e 4 O3B S RRAIE 22 0] R 1) o
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RifAZ 20 pL,PCR ¥ 14 F 2% G. Li 2" x| A
AN T 4 94 CTRAETE 5 min, 94 °C 7Bk
1 min,35 CEME 1 min,72 CLEMF 1 min,5 PEIF,
94 °C Z&YE 1 min,50 °C & 1 min,72 CHEMH 1 min,
35 MEH, BT 72 C M 10 min, 4 CHAE,
PCR =) FH 7. 5% 11 58 V3 Js T Ji 68 Je 1147 FRL K, 4R
Yegk S et A BRI SR
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iz Ffl DPST. 05 B EXT 90 4~ S Fl st 47 R 3550 #r ; It

ZIRTESCEEE (59298 F DNA 35 803 23 BT 4%
13 Excel FAGHH 170 J7 51805 , 43 5% SRAP
SIALA P L AT 5, E BRI A 4 4
B3 TF A 1k, DA R 2 90 A 3 I b R E U
DNA 54Ul

2 GRE5HMH
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%2 RF 12 (%3 K 1), Me2-Eml §" 8 11 4%
HEESS 2 (3R 3)
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Table 3 Amplification results and polymorphism information of 26 SRAP primers
PHHEL ZAMEEL I LiE e ZAMEEL
519445 No. of Noof SRk No. of Noof DR
Primer name anplification polymorphic 2P per name anplification polymorphic 2P
bands bands percentage ba_nds bands percentage

Mel-Eml 6 5 83.33 Me5-Em3 8 7 87.50
Mel-Em2 9 5 55.56 Me5-Em5 6 5 83.33
Mel-Em5 8 8 100. 00 Me5-Em6 9 8 88.89
Mel-Em7 8 8 100. 00 Me5-Em8 8 8 100. 00
Mel-Eml1 5 4 80.00 Me5-Em10 5 3 60.00
Me2-Eml 11 11 100. 00 Me6-Em2 3 3 100. 00
Me2-Em6 9 7 77.78 Me6-Em3 8 7 87.50
Me2-Em10 12 10 83.33 Me6-Em6 8 6 75.00
Me3-Em3 6 6 100. 00 Me7-EmS 9 7 77.78
Me3-Em8 5 4 80.00 Me7-Em6 8 7 87.50
Me3-Eml1 4 3 75.00 Me8-Em8 6 4 66.67
Me4-Em2 5 5 100. 00 Me8-Eml1 6 5 83.33
Me4-Em6 6 5 83.33 BEL Total 185 157 84.67
Me4-Em9 7 6 85.71

1000

B & 288

1000

1 ~90 : R EOA T % JRAR5 ;M DL1000 DNA marker

1-90: The code of Coix germplasm resources,M:DL1000 DNA marker
1 3|¥4A4A Me2-Em10 BiH R E

Fig.1 Amplified results of primer Me2-Em10
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Table 4 Number of identifiable coix germplasm resources by each pair of SRAP primer

- L P L P o
o No. of distinguished || No. of distinguished || No. of distinguished

germplasms germplasms germplasms
Mel-Eml 4 Me3-Em8 5 Me5-Em10 2
Mel-Em2 7 Me3 — Eml1 3 Me6-Em2 4
Mel-EmsS 16 Med-Em2 2 Me6-Em3 10
Mel-Em7 11 Me4-Em6 1 Me6-Em6 10
Mel-Eml1 6 Me4-Em9 6 Me7-EmS 5
Me2-Eml 26 MeS-Em3 11 Me7-Em6 7
Me2-Em6 11 Me5-EmS 9 Me8-Em8 5
Me2-Em10 18 MeS-Em6 15 Me8-Eml 1 6
Me3-Em3 9 MeS-Em8 10

T 4 AT LU H BT 5 | 4 A ) A R R
JE R U 22 B R, SE S B TE 1 ~26 fy 22 (8],
Me4-Em6 HAESEHH 1 Rl DR 9T, A2 26 X751
Yyrp S HIPBCR /D 1 s Me2-Eml 5150 i &2, ik 3|
26 15y, FIFH Me2-Eml § 8 Fp o208, nl 45 11 4%
A, BORZP R IRIE XA B A Y
2y, B ATEZA B A Y B 2 (B 3)

% J5 0 1 ' Mel-EmS , Mel-Em7 . Me2-Eml
Me2-Em6 ., Me2-Em10, Me3-Em3 ., Me3-Em8 , Me3-
Emll, Me4-Em9 ., Me5-Em3 ., Me5-Em6 ., Me5-Em8 |
Me6-Em2 Me6-Em3 . Me7-Em5 Me8-Em8 it 16 X}
19,48 73 Oy B EUR BLBE IR X 43 Tk R HTEX 16 XF
SRR T 73 Gy SR BT IR AY DNA 5808
(K 4) .,
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: the black rectangles in the figure indicate that there are amplified bands
LIRS Genetic distance of the coix germplasm resources on the site,the same as below
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Fig.2 The clutering graph of coix germplasm resources Fig.3 Amplified band pattern of primer Me2-Eml
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