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L HRE T RASEY S E RS/ R EY s 5 SO SS9 g =, 220 730070
2. Hr 4l K2 e Be . 220 73007053, Hbr & ARl BHE ) ol . 220 7300465
4OHIR AR R AR AR B, 22 M 730070)

W OE N T RERLURE — 2B (Pyrenophora graminea ) 75 H i 44 100 T4 7E JBE b XA [6] H 30 A7 &
B i AL 22 S L 3 %8 K SE AR i Ao HEHE 1 32 ) RAPD(Random Amplified Polymorphic DNA) A . %t H
TR AR K 2 AR 2 Bt 27 28 S 56 S AR A 1 20 AN SR Y0 TG S [7] i X 1Y) K 22 4% S0 TR Bk 7 AT 82 1% 2 R A 40 AT 2R
“Ie TR 30 Fh R Z EAM BT BT . SRR EBE A RE(GS K 0. 716 6 BN 20 2
BB (P. graminea) BRI 57 R 4 28 B bk XTB AT B —2&, FLiX 2 4> B MR 1 807 ¥ AH PR A3 BB bR YC
HHYH & B Ry —28 R4 16 AR RN —28:20 MU R b B BE QQ A SWL Bk HZ F1 QWC
AL A & 8L (Genetic Similarity, GS)¥J8 0. 936 5, 8t A% F U fe i A% E (20 51 4 0. 052 3 1 0. 045 5,
BBk YC Mgt A% AR R B/ . O 0. 624 1, 55 HC At TR bk 1B) 19 38 1% BE 29 3 Hl /& 0. 372 2~0. 633 0, 15 ti A 7] b 3
O R 1 22 2 A% B AR A AE — B A% 25 S bk s ZE IR B R b B bR CIZ R SW K M B B0 L A% B N
MEH SW Hl QWC. HZZ il SW, SSB 1 HZ 22 [8] i)y 34 {57 B 34 A8 [ e 3 , {5 PR 79 =2 ) 4 388 4% 5 B8 331 370
A5 M T AR ) b BH 7 ) 328 30 25 S 5 SRR R S A KU/ TG B A O M . Btk e A5 R R L 30 I IR R 22 R
A AN B R QWC BT M 25 SR S th 6 i SRR 22 2 B0 B L 19 403 8% AL 5 0 B R I
T Tsotta” PR 25, H ML 6 5 kB, 45 LTI L 51 H R ) 7 2 R b IX K 22 4 B0 1 9 D 1 A A
FER A 22 etk . HLHR S 06 &R (0 35 15 M P 22 5 0 0 M 56k 5 28 0 K SR AP AR B P OR 22 R R 4L
A H M 6 5 A Isotta” .

FER K SRLUN s B M s RAPD 34T s 4% ZREIE s UM TEAN
hESES  S435.123 XHktRERS A XEHS 1004-1389(2020)04-0512-09
RPN WAL M, B AT A IR
H Al T LS 10 2R G A G M L TR L O
B 19 TG P By B b R S I U 96 ( Drechslera gra-
minea (Rabenh & Schlecht) Schoemaker)™® ,

KZEZ (Hordeum vulgare L.)ZRAKFKE
J& 1 a AR REAKEL Y, MU R 22 2 1R A LR A
P, K FE S LUK (Barley leaf stripe) /2 K3
1 32 B 2 — R A DX R AR,

I Y0 [T P e 0 I B e X e e
b VLR I L T R S R R R L e R
FET- R ik 3096 ~40% . H R MU K 22 A
TR 118 e A ) R T A 2 S R ™ T I R 3 AR
1096 ~30 %0 W™ o e TR R 0 ARk DL K
ZAE W ERE M % R B X TR

WHEBHEE:2019-05-29 BLEIEHE:2019-07-23

e o Bt R 2 2K (Pyrenophora graminea)™

1z 53 1B i HOR BT FE %0 5L Y a8t 1L 22 S+
P AT LU K22 4 800 By 16 5 BTt & R 5 T 42 it
B2 (1T o Bl T (W -2 N A T 2 B 2 S U )
IRAP.RAPD, RFLP, AFLP, SSR %1% H f
RAPD(random amplified polymorphic DNA) 3%

BEEWB  HRAEF R HARIK R (CARS-05-03B-03) 5 H i 8 BHE B K& Wi+ K] (17ZD2NA016) 5 H ot 4l K2 24 B dt ik &
T AL 4 (GAU-XKJS-2018-082,083) 5 H it 24 B4 3 #111] (1604NKCA052) ,
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AR Zi# 4 PCR(Polymerase Chain Reaction) # 1
PR b B 22 35 R A s R I PR 4 DNAL #1938t
G2 . B ARMBI Y BN Z S5,
L5 R B AR S FEER A T A DR G Kl AR
SERF SR MR = T A BT RCRN . Jawhar 480
X R Mty DX AN [+ 3t 5 R 98 ) &2 SR A% AT (P gra-
minea) AT RAPD it (& Z 54007 . 45 A H A
[Fi) b, 3 F 95 B Pk 2 ) A B A 2% Sk L R W] RAPD
AP B T A RS 0 R R A 2 R . Zein
2503 il IRAP #1 ITS-RFLP 2 Fftbric ik A
LR (P. graminea) W i5A% Z R A3 2 Fh
Fric 77 =X ¥4 68 1R 47 #h #8 /R £ BE M. Bayraktar
SELSTRIE g 6 L 38 ] TSSR 23 #r AR k4t iy A2 2
W (P. graminea) W R0 4 N, ITS
RFLP 3 #r45 5R WooR bk ) JC 25 5 . 7E K3 SR 4L
5 BUME P BF 55 7 17 . Mueller 260 75 £l [ 5% 50
FRIBEFS M XT 620 £y R 22 it F AT K 32 2% B0 B L
P S5 AT L 186 4 S A AE H ] R B K
itk

A AR 22 FhoRE DX 8k 792 L ) P A R b X
(A SR B 22 FF L K22 2% B0 it T 7E 1% b IX Y 35
e Z2 WV I RS2 56 A X 200 TR B B0 e R D A
A AR BF 58 LA ST P 3 X ) 2 2R B (P gra-

minea) N X% .15 H RAPD 43 FFric 4 AR ik
113845 Z2 Ve I3 s R T e D0 1 7 M 8 R A R AR
FEREXT BTN L U R K22 2% 800 9 5 19 By 4%
FIGLPE T b4 A ISR

1 M5

1.1 RIEs

111 #X#E#k 20 MR E T 2009 M
2012 4F R [ 1] VY 2 JHR ML A A2 A A X3, ¥R 4R
TRz 280006 & I3 A AR B ik e B0, Hh H A Al
K2 22 R PR AF T HEAT SO ML A B 5T . it
R E KRG B NE 1 FiR,

1.1.2 BRXE®AA PO D 30 HRE
Five HOR 8 T RS EY s /TN
VEWp st A% o B 5 b T B 7 3 5 S0 g s R it ok A
ES NP N G/ < il

1.1.3 3#Akeis MHNERENSHE
) OBE B I K 9% (Potato Dextrose Agar,
PDA) ¥ 87 fif B 88 B 1 B2 L ZF IRV 1 em® 1Y/
J7 Y, BRI 5 200 g, 1 L 7848 /K 2 3k 20 min,
i e AR AR UE TR RO 20 g IATHEA 17 g B
fE BN PEIR A B MKEARZE 1 L. m R

ZIKH .

F1 HEAEKRER

Table 1  Information of Pyrenophora graminea

H5 Wk P/ 4| WE O HEK 3 Ay
Number Strain Source Year || Number Strain Source Year
1 CH  3K# i BR Chenhu, Zhangye 2012 11 XSB 4 Bl F = Xiasanba, Jinchang 2012
2 QQ KM R Qingquan, Zhangye 2012 12 SS T K Sishui, Wuwel 2012
3 YC 4 ETiKE Yongchang,Jinchang 2009 | 13 XTB K HIH K& Xintianbao, Zhangye 2012

4 SSB 4 &7 [P Shangsiba, Jinchang 2009 | 14 DQ  E i &% Dongqu, Yumeng 2012
5 JT AR Jingtai, Baiyin 2009 15 SSS  HAETT = 1l Sangesan, Baiyin 2012
6 SD 5K 311 1L J Shandan, Zhangye 2009 16 TB AT kM Touba, Wuwei 2012
7 HZ R Houzhuang, Wuwei 2012 | 17 HZZ K4ETAEFE T Huazhaizi, Zhangye 2012
8 Cl]Z & B4 KIE Chaijiazhuang, Jinchang 2012 18 SW 4 E T Shuangwan, Jinchang 2012

9 GL  RENT IR Gulang, Wuwei 2009 19 HYH gl 8 Huangyanghe, Wuwei 2012
10 Qz  REHEF Quzhong, Wuwei 2012 20 QWC 227 Z% £ )l Qinwangchuan, Lanzhou 2009

1.2 REHE

1.2.1 Whikt: $ 46 RAPD 247 ZSHE
PR L 41 DNA 42 7 150k $2 0L 20 A i3 22 2%
W (P. graminea ) T8 ¥k 5 R 41 DNAN .
B 9 6 % BE 11 R H ODyyo /ODogy fE» ODygo /
ODyg, {E MV B, FH 1% 350G W5 58 e i Ok 2F 17 K
W e 8T —20 COKFPRAT, & . e k3

KA RN (BGD A L2 A& gt

RAPD #" 34 1& R AL 56 19 51 % OPK3
U¥% .5 -CCAGCTTAGG-3") , DNA # #z Hy B #k
SD, ¥ DNA £ #r & . 2 X MasterMix
(BIOTEKE,PR1701) ¥ in & F1 4/ 1 %4 43 5] 1% &
PN 7K .30 ng/pLL M 60 ng/pll.5 pL F 7 pl,
40 1 45(F 2),PCR W RPN 3 fizs, ¥4
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S 29 %

P4 GoldView 11 (GV 1D Y, 1. 5% Bt b
BERE LUK 3 B B AMDLBEIR R R G BAR AR
%2 RAPDE{LIEE
Table 2 Optimal setting of RAPD

B il 45 5 DNA YR J¥/(ng/pl)  2X & 3 %5
Sample DNA Master Cycle
number concentration Mix/pL numbers

1 30 5 40
2 60 5 40
3 30 7 40
4 60 7 40
5 30 5 45
6 60 5 45
7 30 7 45
8 60 7 45
x3 FHEER
Table 3 PCR program
P WEE/C 5 8] /min
Step Temperature Time
1 94 4
2 94 0.75
3 37 0.75
4 72 1.5
5 72 5
6 4 60

TE:58 4 0T 72 CHBLIR 2, FH 40 8K 45 MAIR.
Note:Go to step 2 and repeat 40 or 45 cycles.

iz FH T 1 Hh Y 2 25 SR B A AL IS 19 5 14
ZXF 20 AU BB ) 2E DNA 4T RAPD-
PCR 9" 1§ F1 DNA 4 SC &35 53 Hr o 8 i Uk 45
DNA EE iy T 461 DNA 28 0,4 &4 ic N
1S 0,1 B T JuAE M, A% TR R () 352 1 A BL 1 &R
B (Genetic Similarity, GS) 1158 % F &4 NT-
SYSpe 2. 10e 58 -+ B H& o 7 [ 1 44 1 R
UPGMA (Unweighted Pair Group Method with
Arithmetic Mean)#%2,
1.2.2 RERFARMFN RAILE”, LIS
0 3 1 45 E R R 2 A% SO R B0 PR TR B
QWC K45 Fh 2 U 30 3 ksl K 22 38 A b1 R
AT K A B WAL B R F B T 200 mL
HEIEI A @ =702 K5 & 30 s, BBk BV,
AT RK . EG G W R, A 3 WA o=
SU AR 5 min, B LW, N AT K, 2
A B EE 3G R TE TR EA
W Tk 53 . He B ¥ AL B S B FhF i & T PDA IE

VW L G ERM T LEE S - 2R
PDA B 220, T 22 T 42 b B .

I LR ZFh 8 T 25 1 PDA P B 15 77 5
(B /E SRy 6 R, AN R 2 St B 30 KRR T, 4 C
R AR A PR Y E K 20 dLARTERE R EAE
B BEIRAMEN 12 hOEM) /12 h(BE R
20 °C OB /12 C RIS BN 40 % 1 R85
R, SR EZ BRI, T ER R, &%
Pecchioni 8 J5 15 #E 47 K 22 5% 809 B 55 HOT
B ECCHS) < R R =40 %05 BOR (S) : BR R
15%~40% s B (R B 3 550 ~15% 5 = Pt
(HR) 8 %<5 %0 5 5038 (D B R =00,

2 HEREAM

2.1 RAPD # &R MK

WA 1 TR e 10 pl B9 RN AR B, 24725
2k DNA FEH M BEI .30 ng/pL #1 60 ng/pl B
DK IEEE IR TR E 2 5,40 1 f1 2,3 4,
51 6,7 Fl 8 5 UK IE WG WG X)L BT A5 AR i R
REDEIRECIT .40 B A5 P 1 45 2R W AR 22 5 OR B
WL AN5,.2 F16,3 Al 7,4 A8 5Pk IE N X
LR HZE 5 L 1 7 pl B9 2 X MasterMix X
P RA WK ES UKIE 1 f1 3,2 F1 4,5 F1 7,
6 F 8 SIS L] L .5 pL 8 7 pL iY 1
25 TG . ELAE 1 000 bp #] 2 000 bp 8] £ Hi #§ %%
. BT, ALK B RAPD-PCR ¥ 8% )2 i
KZEH:1 pul 51410 pmol/L) .1 ul. DNA AR
(30 ng/pl),5 pL 1Y 2X MasterMix(BIOTEKE,
PR1701), /i1 ddH,O % 10 pl., PCR & fEH %
Bk 3 s, ¥4 GoldView 11 (GV
11D e 8, 1 00 Byt B8 J6E L Dk 43 5, F1 R

MI1 2 3 45 6 7 8 M2

2000 bp

1000 bp
750 bp

600 bp
500 bp

500 bp
400 bp
300 bp

200 bp
100 bp

250 bp
100 bp

ML. DL2000 DNA Marker; 1~8. 3% 2 Fi /% iy 8 F A [l 4™ 44
{& % ;M2. DNA Marker |
M1. DL2000 DNA marker; 1 — 8. Eight different amplifica-
tion systems in table 2; M2. DNA Marker [
B 1 PCRERMUBTEER
Fig. 1 Amplification results of optimized PCR system
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2.2 RAPD BiZfEBE S
i e 30 X B AT 2 Ak L A% 15 I A B AL
By (£ 4 #1fF RAPD-PCR iR %, 4L 345 63

R SRR 45, 65% ., HP 5[ ¥ S2082, S61,
S9,S6 F1 S1 Y Z &Mk LR 100% . 514 S82
2SR/ 12.50%,

F4 RAPD S| MIFIIFMESEHEES

Table 4 Sequence of primers and number of polymorphic fragments obtained by RAPD analysis

e ol A v St | ¥ A2 1t
s am TG Pavmahetoul | &5 2w FPG Pamaie ot
Number Primer (5—>3") bands bands |Number Primer (5'—>3") bands bands

number number number number

1 OPK3 CCAGCTTAGG 4 7 16 S94  GGATGAGACC 1 5

2 S2096  CTCCACGACT 2 5 17 S87 GAACCTGCGG 1 6

3 S2094  CTTTGCGCAC 2 8 18 S84 AGCGTGTCTG 3 9

4 S2093 TCGGTGAGTC 2 3 19 S82 GGCACTGAGG 1 8

5 S2089  CCCGCTTTCC 3 4 20 S81 CTACGGAGGA 2 6

6 S2088  GGGAAGCGTC 2 4 21 S67 GTCCCGACGA 1 4

7 S2086 CAGCGGGTCA 4 8 22 S66 GAACGGACTC 2 6

8 S2085 GGAACGCTAC 1 7 23 S61 TTCGAGCCAG 2 2

9 S2084  CCCAAGCGAA 3 6 24 S55 CATCCGTGCT 1 3

10 S2083  TGGACTCGGT 2 3 25 S35 TTCCGAACCC 3 4

11 S2082  ACGCCTGTAG 4 4 26 S9 TGGGGGACTC 1 1

12 S2062  CCTCCCCAAG 2 3 27 S8 GTCCACACGG 1 2

13 S1080  TGATGGCGTC 2 4 28 S6 TGCTCTGCCC 3 3

14 S442  ACGTAGCGTC 2 3 29 S3 CATCCCCCTG 3 4

15 S95 ACTGGGACTC 1 4 30 S1 GTTTCGCTCC 2 2

K H UPGMA T RE R E WL 2558
W 2) Fk HZ f1 QWC,H # QQ fil SW
Z A B AR R EC(GS PR 0. 936 5, 20 4>
b3 T R I 35 % AH DL 1 o 8, LB ] M B A A
AR o3 e a2 M R T A B i,
HREK A 4 BT TRk SSB #1 CIZ 811 GS h
0.921 6, Wk YC my st AL RE(GSH)H
0.624 1,2k A& BTk B H 76 4 B ok 8] fe /D
55 19 AN R 1] 19 352 4% 25 S AR Ik 2 2 sk
T 2B T bR HY H, 35 44 A0 P R 3 (GS)
H0.674 1, ik Ay 20 A A IX 22 2K
(P. graminea) 8] B 35t % A L) R 50 (GS) 75 H 4
0.624 1~0.936 5, 7Em AL AL R ECH 0. 716 6 B
KR 20 BRSNS 4 28 RRE XTB A1 JT S —
J5 o FL3K A TR R 174t A7 B A B 0 32, T 3 A 5K
Wi JEHE AT . GS B/ bk YC By
— KL/ KR HYH 2 [ o — 25, B4y 16 4
WRER N —2¢, Hoh i #k TB 5 Hfb 15 4~ 3 #k
ZREK,GS N 0. 748 1 B E #k SS.CH, SD,
GL.DQ.QZ F1 SSS R 7E— iz . Fl 4 8 Wk R AE

—if, Z¢ b onl A8 OR A M E Ok A KR
(P. graminea) W RN AF A — & 05 22 74k,
WA 3 FrR R K 20 A TR R 8] 38 4% B 25
0.052 3~0. 819 1, &l v 4 15 XF £ AH B 1) J7 4%
Bt A —%, FTLAAE 1, Wk TB A YC [a] Y 8
1% S S5 R W IO A% B €6 D TR € 16 D 3k 7 A
AN [i) b 367 " PR =2 (] ) 9% 2% G R Rz, 43 R
ARSI S BHAE R., Hk QQ MK
Bk SW I 38 % 15 5 d5e /0N o R I8 5 4% B0 €0 ol TR 20 (5
Wb Y T TR R o % 6 R IRl L st A 25 R/ R HL R
W WA B S, AR 20 SR
[Fi) b DX B bR o, TR BR SWORT QWC, TR AR HZZ Al
SW. Bk SSB I HZ 2 [f] () My 107 B 35 41 b 4%
i (H 5 AR B 8N AR 0,069 9, 0.065 3 Fll
0.088 0, BEMk JT M1 SSS, Hitk YC Fl XSB (% H
PR BB L F 8 AL BE B A KL 40 il 0. 438 3
10,633 0, [F] Bt 77 77 My B0 A7 B 927 30T 38t 14 B B
JIN T Hl 3 A T a8t A BB KA AR L 91 T AR
CJZ 71 SW., B ¥k XTB 1 YC, it 1% 1 8 /3 51 K
0.078 0 1 0. 607 9,45 Hi Hu AV & ] (1 3 3 25 7
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Fig. 2 Phylogenetic tree constructed by UPGMA of similarity index matrix
among 20 tested isolates based on RAPD analysis
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1 P XSB| 0.13]0.23]0.24 1 0.19/025 020/ 0.22/0.22 015 0.17 0.19 0.23| 025 | 0.22
P sw 028029005023 0.070.19]0.16 | 0.08 0.06 022024019 0.23
/ QZ 1030]0.26]0.12/027]0.26] 023 0.31]0.29 034]0.27/022]0.19 _—
== XTB| 030028/ 0.31/031]033 /031030 039 0.54| 040/ 0.23 ' '
-- - QQ 020/0.10]0.20 0.20 | 0.10 ] 0.12] 0.23 | 0.28 023 | 0.23
DQ | 0.25]021]022]0.29 021032025 0.17|0.21 —023
-- - P [Hzz|021]022 012013027 0.33]0.28]0.28
[ GL 021 0.18]0.17]0.32]0.25]0.24| 0.13 ._
CH 025 0.211032029]0.21 /021 0.05
Bl 0.09 1 0.19 023 0.25 | 0.15
] -SSB 026 0.190.14 0.20
] HYH| 033036 0.28
[ | TB | 0.18]0.25
o | $S |04
SD
B3 ETFRAPD 20 NEMKRZ M EEES
Fig.3 Ggenetic distance of 20 strains based on RAPD markers
2.3 REFAHETH 5%~ 15% A5 30 {3 P ah Al b o5 2 16. 67 005 i
MR R A e B A2 s = jir i i gt b * P002-3 7 ¢ 2039040Q ” * TRADITION ’

B 5 2O M R (P graminea ) B R
QWC Xf 30 A~ K22 MREIEAT i W 9T K 2 2% Ui
YE (R 5P, I AR O A g (D B Bt
FirCHR) | i 245 B 0% it A (RO Ry 5 4>, 403l ok
€J04970° €Z200V038V’ ¢ Z1450008W "’ < Z1° fl * H
M6 5, B — B P AR T, RO R

“Z040P111Q” “Isotta’ Fl 202751407 1y B 2 1
=>40% & T B A CHS) . 7 A A 8
20% s Ay 19/\Mﬁnnﬁ(smmmrﬁﬁﬁﬁifﬁlﬂ,
PURF SR BURRE T AF A — 2 22 5 M B R A

15%~40% . FEHERAY 30 Oy K& A B, ?fu
PPESS R BRI K27, fFh 6 57 IR
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N 10, 8400, X Bk QWC B0 ME i 4, it Rl

‘Isotta’ FUPLIR AE 11 22 B Kk 3] 73.53 %,

RS REFATMERE

Table 5 Resistant identification of barley varieties

i o JERE B | o U e
Number Variety Susceptibility ~ Resistance Number Variety Susceptibility ~ Resistance
rate level rate level
1 2039040Q 46. 15 HS 16 JpEk 0014 Suyan 0014 15.79 S
2 7221V035W 16.67 S 17 Isotta 73.53 HS
3 70273089T 37.50 S 18 PRE5STGE 15.15 S
4 ND14636 15.00 S 19 71 14. 29 R
5 KM 36 Nongmu 36 15.22 S 20 P002-3 46. 15 HS
6 Z200V038V 11.11 R 21 HML 65  Ganpi 6 10. 84 R
7 02 ¥ 954 02 dan 954 29.17 S 22 702751407 48. 39 HS
8 78 19. 35 S 23 EMPRESS 15.15 S
9 J04970 12.00 R 24 Z122V026 W 30. 00 S
10 70315024T 33.33 S 25 7122V021W 17. 24 S
11 Z040P111Q 52.17 HS 26 Marnie 15.22 S
12 18 Mi# 18 wanshu 16. 67 S 27 TRADITION 50. 00 HS
13 Z1450008W 14. 71 R 28 70305023T 25.00 S
14 70273140T 18.18 S 29 7010J045T 15. 56 S
15 7202V017TW 24. 32 S 30 Z193V020W 17. 24 S

T R CHS) L JBOR H =40 % 5 805 (S) . BUR R 15% ~40 % s Hi M (RO B R 5% ~15% ; # 3i (HR) . B R <5 % s S (D, R R =

0%,

Note: HS=highly susceptible (susceptibility rate=>40%); S=susceptible (susceptibility rate 15% —40%) R=moderately resistant

(susceptibility rate 5% —15%); HR=highly resistant (susceptibility rate<{5%); I=immunology (susceptibility rate=0%).

3 W54 ®

3.1 AEHBAEEKEESEES T

Jawhar M RTER SV R ] RAPD 4% F 45
IO ARWIFR R (P. graminea) B KR W) 1% &
ZREPERT TR R A RAPD Z280E 51443 5 K
25 9 S, AU O R ) 30 X2 ARG,
RAPD 5| ¥y i 1 1) 6% 22 , AN [7) 3047 5 22 A T
)35 5 25 57 R BB B 2 . 7E Bakonyi 487 1
FHOCHE 58 o, 38t 1% AH AL R 2L (GS) 2 0. 868 0~
0.976 0, A&RIKXHE T GSH 0.624 1~0.936 5,52
A LE LR B, B A MR R T A2 KA (P gra-
minea ) T BR8] 3845 22 S5 1k

WAL E I RAPD 97 1 & R E 471856, 4t
WA 63 K2 AMKW . EREHURE(GS N
0.716 6 BRI A A 20 S BAR RT3 R 4 26, Hoop
R HZ F1 QWC . B bk QQ F1 SW 22 [H] 1 3 1% AH
PLREF(GS IR 0. 936 5,20 Akt 5 Bk ] 35 1%
ARARUE f5 o ELE AT i B A7 8 45 A AR () {EL 3G ) 2R
h—32&. WKk SW M QWC. i kk HZZ Fil SW. B

Pk SSB Fl HZ 2 [6] ) Hs BEA7 B 3440 B 5503 . 5 33
1 BB H 58 /N ANAT 0,069 9.0, 065 3 F10. 088 0,
[Fi) B, 7 7 by 390067 4 3P 3542 I B8 /0N R 3 A6
T 35 A% IR B R R TR AR L ) AN TR AR CTZ F SW L B Bk
XTB H YC, P UL AN [F] L DX BT 43 2 1) 22 5%
BRI A R ) 53 % 56 2R 14 32 3 5 b 8 2% 5 TG I A 6
M, 5 R A 32 OISSR 7 ik 4 B 45 SR AH —
], EBMERH S X AFLP #1519 4H &
Xt 19 1y 22 AT HEAT Z MY 1 L 50 B vk Rl 43
N A ARBE AR BCGS) M 0. 83, [ AEAG H T
PR ] 358 % 6 B 00 2 O 5 L Ml 3 43 A JC B R KR
B,

L5 RAPD 43 A7 45 A% 1 7 ] V8 #h [X 22
A% TR AR TB) A 5 K 3t A 2 S o AEL TR R 38t 4% A
5 1l B A A XS T B S A G L B AR ) 22 T LU
PERR 8t 22 5 480 AT RE 15 9T 7 A ) b X 1) i
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Abstract In order to clarify the genetic diversity of Pyrenophora graminea at different geographical
locations in Hexi of Gansu province and identify the resistance of barley parental varieties, RAPD
(Random Amplified Polymorphic DNA) technique was used to analyze the genetic diversity of 20
strains of barley streak disease collected from different areas of Hexi in Gansu province. The resist-
ances of 30 barley parents were evaluated by sandwich method. The results showed that 20 strains of
P. graminea could be divided into four groups when the genetic similarity (GS) was 0. 7166 the
strains XTB and JT were clustered into one group and the geographical locations of these two strains
showed a long distance. The strains YC and HYH were clustered into two groups, and the other 16
strains were clustered into one group. Among the 20 strains tested, the genetic similarities of strains
QQ and SW, HZ and QWC were the highest, GS reached 0. 936 5, and the genetic distances were
0.052 3 and 0. 045 5 respectively. The genetic similarity of strain YC was the lowest, which was
0.624 1, and the genetic distance between YC and the other strains were 0. 372 2—0. 633 0, it was
concluded that there were some genetic differences among the strains of Pyrenophora graminea from
different geographical sources. In the tested strains, the geographical location of strain CJZ was closed
to the one of SW, which showed the minimum genetic distance, while geographical locations of strains
SW and QWC, HZZ and SW, SSB and HZ showed long distance, but the genetic distance between ev-
ery two strains was relatively small, it was concluded that there was no significant correlation between
the distance of geographical locations and the size of genetic distance. The results of resistance identifi-
cation showed that the resistance of 30 barley parents to strain QWC varied greatly. 6 highly suscepti-
ble barley stripe varieties, 19 susceptible varieties and 5 resistant varieties were identified, among
which ‘Isotta’ had the lowermost resistance and ‘Ganpi 6’ had the highest resistance. In summary,
the pathogenic bacteria causing barley leaf stripe in Hexi of Gansu had high genetic diversity, and
there was no significant correlation between the genetic distance and the geographical difference. The
group of resistant variety ‘Ganpi 6’ and susceptible variety ‘Isotta’ was obtained by identifying the
resistance of barley parents. This study provides a theoretical basis for prevention and control of barley
stripe disease and resistance breeding.

Key words Barley leafl stripe; Pyrenophora graminea ; RAPD analysis; Ggenetic diversity; Resistance
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