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Nicotiana glauca partial mRNA for putative ML domain protein (ml gene) Length=701

Score = 315 bits (170), Expect = T7e-83
Identities = 218/241 (90%), Gaps = 4/241 (1%)
Strand=Plus/Minus

Query 9 TGCTGCCRAATGCCTGGEGATTCATCGARALMCCCAATGCTGRAAGCTRAARCTTATGCATGR 68

IIIIII Ir e el IIIIIIIIIIIIIIIII TRLTRIRLInnn 1
Sbjct 552 GCTRALCGCCTGGEACTCEGECTATARACCCAATGCTGRARGCCARAACTTATGCAGGR 4293

Query 69 CAGTTGITC-ATICITI-TCATCCATCATCTTICATTGTICAGAGTGTATGATCCAGGTGGRA 126

[ N N N N N N N N NNy
Sbjct 492 CAGITG-CCGATTI-TITGICATCCATCATCITCATTGTALGAGTIGTATGATCCAGGTGGR 435

Query 127 GIARATCCAGGCAAGGCTITGIGAGTGAGARATCACGAARTCACCGGATGCTGGGCAAGAT 186

IIIIIIIIIIIIII TR e rrrneninntnl IIIIIIIIIII
Sbjct 434 TALATCCAGGCARCTCTIGIGAGTGGGARATCACGALATCACCGGAAGCTGGGCALGH 375

Query 187 GICICATTACAALGGTICAATGGCCICATGGTGGACATGALAGRAACALATAGTTGACATCRE 246

TEELL Rt rnnnneneer reepprerrnrernnrinntl
Sbjct 374 GICICITTACARALGGICGATGGCCICGIGGTIGGACATGGRAGRAACRALAATAGTTGACATCR 315

Query 247 A 247

|
Sbjct 314 &L 314

3 Tp(/B0312—251 ml mRNA

Capsicum annuum ERDIS mRNA, complete cds Length=486

Score = 442 bits (239), Expect = 3e-121
Identities = 244/246 (99%), Gaps = 1/246 (0%)
Strand=Plus/Minus

Query 1 CIGCTIIGATGCGGCGAAGGCTIGIICITIGGGCTAACGATCTITIGCIGGCTIICICGIGGTA 80

Trenn rneppnenenrnnnennnnnnnnnnnnrnrnrprpnnrpnpnrpnnnnnnnnnnl
Sbijct 477 CIGCIGGATGCGGCGAAGGCIGITCITIGGEGCTARCGATCITIGCTGGCTICICGTIGETA 418

Querwy 61 CITIGGIGICICGARAAGGAGATTITITGGCTTTGGCATGCTTAGTGTICCTTACGAGTGCCTC 120

P nnnnnnl
Sbjct 417 CITIGGIGICICGARAGGAGATITIGGCITIGGCATGCITAGIGICCITACGAGIGCCIC 358

Query 121 AGRARACCCTTGGGTALRGCCATT-ACACCAGAGTATGATGACTTGATTCCTTGTTGCTCACT 179

fTrrrrprpnpnrpnrennnnnl ||||||||||||||||||||||||||||||||||||||
Sbijct 357 AGARCCCITIGGGTAAGCCATIGACACCAGAGTATGATGACTIGATICCITGIIGCICR 298

Query 180 TGCAGATGATTGAAGARATTCTITCAAACTGAGCTITCCATGTTCARAATATCTTCATCARC 239

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 297 TGCAGATGATTGAAGARATTCTITCAAACTGAGCTITCCATGTTCAAAATATCTTCATCARAC 238
Query 240 ATCRAG 245

1Hrnnl
Sbjct 237 ATCRLG 232

4 T,C/B0312— 248 ERD15 mRNA

Lycopersicon esculentum clone 113946R, mRNA sequence Length=1278

Score = 377 bits (204), Expect = le-101

Identities = 245/265 (92%), Gaps = 2/265 (0%)

Strand=Plus/Plus

Query 4 TTICGCAGGCATGGEC T TATCATGEGATGTIICTIGTGACTGEGTGTARAAGT CTACACCAGECG 683
Tl e reeenenr renppepnnnnnnn i

Sbict 843 TTICGAAGGCATGEGGC I TATCATGGGATGIICIGITACTGGIGITAAGTCTACACCAGEGEE 902

Query 64 ATTCACCARACTACRAGCTCGGTCCALALGGCAGAGGATGTGRACARARCCTGTARATCCATTTG 123

Trnrrnenenr e e nepnr rerpnrerprrnnpnpnrnrnrnnnnnl
Sbijct 203 ATTCRACCACTGCAGCTTGGCCCAALAGCAGRALAGATGTGACRAARACCTGTARATCCATTITG 962

Query 124 TCTTTATGTTIGCGGTTCCTTCTGGGGGCAATGGCAGCARCATACTATGTTTTGGTTICCTA 183
N N N N N N N N N N N NN NN

Sbjct 963 TCTTTATGCIGCGGTITCTTICTIGGGTGCARCGGCAGCARCATACTATGTTTIGGTTCCTA 1022

Query 184 TITACATGTGGGTTARAGACCAGGTTGTTCCTGARAGGCGARCCTCTGTGAGAGAGCGAGC 243
T ol

Sbjct 1023 TITACATGIGGGITAAAGACCAGGITGTTCCIGARGGCGRACCTCTGIGAGAGACCARAAGC 1082

Query 244 AACTTATTAATTACTGGCTGRA-CCT 267

PR in e el
Sbjct 1083 TACTTAATACT-ACTGGCTGATCCT 1106

5 TG/ B0312— 339 mRNA 113946R

DDRT-PCR .
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(oning of the Genes Resistant to Phytophthora Capsici in Pepper(Capsicum annuum L)
by mRNA Differential Display Technique

WANG Yongcheng, GONG Zhen-hui LI Da-wel
(College of Horticulture Northwest Agricultural and Forestry University, Yangling Shanxi 712100 China)

Abstract; We extracied total RN A from the leaves of cv. B27(susceptible variety), cv. A3(medium-resis-tant variety ) and
cv. A ll(high—resistant variety) in pepper after inoculated with Phy tophthora capsici at sixleaf stage, and analyzed the
different genes expression after inoculation by DDRTPCR. Using 3’ anchor primers (5 dT2 A/ G/C 3 ) and 20 arbi-
trary primers(B0301-B0320)at DDRT-PCR, Cloning of the Genes Resistant to Phytophthora capsici in Pepper. Finally
we gained seven different expression gene fragments. The BLAST results showed that T 2 C/ B0312251 (G enBank acces-
sion No.EU280142) was homologous to Nicotiana glauca partial mnRNA for putative ML domain protein (m/ gene) at
90 %. T12C/ B0312-248 (GenBank accession No. EU280143) was homologous to Capsicum annuum ERD15 mRNA , complete
s at 9%. T12G/B0312-339 GenBank accession No.EU280144) was homologous to Lywpersicon esculentum clone 113946R
mRN A sequence at 92%. Tr (/B0307-170  Tr G/ B0317-374, T12A/B0320235 Tr A/ B0320-195 was lowly homologous to
known genes. These fragments we gained from the experiment are proposed to be diseaseresistant genes.

Key words: Phytophthora blight; Resistant gene; mRN A differential display
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