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Sudy on Expression of Corn Gene Fragments Reated to
Resigance to Setosphaeria turcica

HAO Min' ,QJ Sou-qgin? ,ZHANG Ying® ,DONGJin-geo® ,HAN Jian-mir?
(1. Medicine Techrology Gollege of Hebei North Universty ,Zhangjiakou 075000 ,China;
2. Myootoxin Lab of Agricultural Universty of Hebei Baoding 071001 ,Ching)

Abgract : The expresson of gene fragments in the corn leaves were gudied both in incompatible combination
(B37 Ht1 inoculated with race O of Setasphaeria turcica) and in compatible combination(B37 Ht1 inoculated with race 1
of Setosphaeria turcica) by mRNA differentia digplay PCR. The results showed that 17 gene fragments were expressed ex-
clusvely ,26 gene fragments expressed increasngy ,and 20 gene fragments expressed decreasndy in incompatible combi-
nation conpared with either in conpatible combination or in control. Honology was not found between gene fragments ex-
presed exclusvely in incompatible combination and known R genes.

Key wor ds :Gorn ;Northern corn legf blight ;mRNA differential di gplay reverse transcription PCR(DDRT-PCR) ;gene
fragments related to disease red dance
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1.1 0123d :
1.1.1 01-27(0 RNA

) ,01-23(1 )2 FDA 1.1.3 3 ( B0327-B0329)

, 25 10d 26 ( B0301-B0326)

:B0327:5-AAGCTTTTTITTTTIA-3 B0328:5-AACGCTTTTTITITITG3 B0329:5-AACGCTTITTITITITC3

B0301:5-TACAACGAGG3 ,B0302:5-TGGATTGGIC3 ,B0303:5-CTTTCTACCC3 ,B0304:5-TTTTGACTCC 3
B0305:5- GGAACCAATC 3 ,B0306:5-AAACTCCGIC-3 ,B0307:5-TCGATACAGG3 ,B0308:5 - TGGTAAAGGG 3
B0309:5-TCGGICATAG3 ,B0310:5-GGTACATTGG3 ,B0311:5-TACCTAAGCG3 B0312:5-CTCCTTGATG3
B0313:5-GITTTCGCAG3 ,B0314:5- GCATCAAGICC 3 ,B0315:5-TGGTAAAGGG 3 ,B0316:5-TCGGICATAG3
B0317:5-GGIACATTGG 3 ,B0318:5-TACCTAAGCG3 ,B0319:5-CTCCTTGATG3 ,B0320:5- GCATCAATCCC3
B0321:5-GATCTAACCG3 ,B0322:5-GATCCCATTG3 ,B0323:5-CATCTGACTG3 ,B0324:5-CGATCATGGIC 3
B0325:5-GATCATAGCG3 ,B0326:5- GATCTAAGEC 3

1.2 RNA cDNA DNA
0,1,2,3d , 25U L
, UNIQ-10 Tzl RNA 110 x PCR bufer ( Mcf*) 2.5HL ,2.5 mnol/L
RNA , M-MLV dNTPs 2. Op L ,10u nol/ L 2.0uL ,10u nol/L
MRNA ¢cDNA, 1% 2.5UL, DNA 5UL ,5UML Tag
cDNA DNA 0.5uL, 25uL  PCR
1.3 mRNA 94 3mn;94 30s,47 2mn,72 ,30s,
Qovanna Vidoli [ : 3 35 ;72 10 min;4 1.2%
( B0327-B0329) 26
( B0301-B0326) 25UL 110 x PCR 1.6 Northern
buffer ( Mgz") 2.5UL ,2.5 mmol/L dNTPs2.0dL ,10 Roche Applied Science
M nol/L 2.54L ,10Md nol/L 2.5
ML ,30 ng/lL cDNA 2.0ML ,5U/ML Taqg DNA cDNA , ,
0.2uL, 25Ul PCR : 1uL
9% 3mn;94 30s48 2mn,72 30s, 30 ,  Biometra conpact line OV4
;72 10 min;4 Northern
1.4 1.7
(8] 6 % pMD-18 vector
, 2.5h,75 W XL-1 Blue (proAB ", lacl?, lacZ
9] M15,Tnl0 tet") 100 mg/L
1.5 LB
, 1.5m , 30 ABI PRISM 377 DNA Sequencer-E ,
ML TE , DNA (

, 10 000 r/ min 10 min, ). NCBI BLAST Genr
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RNA cDNA :
2 1.0% , cDNA
2.1 RNA cDNA 300 2000bp( 1),

1 2 3 M

<— 2kb
<— 1kb
<—— 750 bp
<—— 500 bp
<—250bp

—
18 StRNA —

<— 100 bp

A B
1.B37Ht1 48 h CK;2.B37H1 O 48h;3.B37H1 1 48 h;M. merker
1.B37 Htl 48 h CK;2. 48 h dter inoculation with race 0;3. 48 h dter inoculation with race 1.

1 RNA( A) cDNA( B)

Fig.1 Result o agarose dectrophorsis o total RNA and the firg srand o cDNA synthesized

Mab cde f ghij Mabcdefghij
&
622 bp—> e I
527 bp— ke

242bp—>-
B2 (1) 3% B0326 B2 (2) 35/%B0316
a d. ;e g.B37H1 1 ;h J.B37H1 0 ;a.0h CK;b.24 h CK;c.48 h CK;d.
72hCK;e.l -24h;f.1 -48h;g.1 -72h;h.0 -24h;i.0 -48h;j.0 - 72hM.Marker:pBR322/ M91;A.
:B. ,C.

a- d.B37Htl with no inoculaion(CK) ;e - g.B37 Htl inoculated with race 1;h - j.B37 Htl inoculated with race 0;a.0 h CK;b.24 h CK;c.48 h CK;d.72 h
CK;e. Race 1-24 h;f. Race 1-48 h;g. Race 1-72 h;h. Race 0-24 h;i. Race 0-48 h;j. Race 0-72 h;M. Marker :pBR322/ M1 ;A. Gene fragments expressed ex-
cdusvey ;B. Gene fragments expresed increasngy ; C. Gene fragments expresed decreasngy.
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Fig.2 (1,2) Examination of differential fragments
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3 26 78 2.3
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Fig.3 Results d agarose dectrophorsis
o secondary amplication

4 Northern
Fig.4 Results o the reverse Northern blotting detection
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