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<210> 1 
<211> 1782 
<212> DNA 
<213> Mus musculus 

<220> 
<221> CDS 
<222> (129).. (1301) 

<400> 1 
aagttctgta gcttcagttc attgggacca tcctggctgt aggtagcgac tacagttagg 	60 

gggcacctag cattcaggcc ctcatcacc tccttcccag cagggtgtca cgcttctccg 	120 

aagactgg atg act gcc atg gag gag tca cag tcg gat atc au ctc gag 	170 
Met Thr Ala Met Glu Glu Ser Gln Ser Asp Ile Ser Leu Glu 

	

1 	 5 	 10 

ctc cot ctg agc cag gag aca ttt tca ggc tta tgg aaa cta ctt cct 	218 
Leu Pro Leu Ser Gln Glu Thr Phe Ser Gly Leu Trp Lys Leu Leu Pro 
15 	 20 	 25 	 30 

cca gaa gat atc ctg cca tca cct cac tgc atg gac gat ctg ttg ctg 	266 
Pro Glu Asp Ile Leu Pro Ser Pro His Cys Met Asp Asp Leu Leu Leu 

35 	 40 	 45 

ccc cag gat gtt gag gag ttt ttt gaa ggc cca agt gaa gcc ctc cga 	314 
Pro Gln Asp Val Glu Glu Phe Phe Glu Gly Pro Ser Glu Ala Leu Arg 

50 	 55 	 60 

gtg tca gga get cct gca gca cag gac cct gtc acc gag acc cct ggg 	362 
Val Ser Gly Ala Pro Ala Ala Gln Asp Pro Val Thr Glu Thr Pro Gly 

	

65 	 70 	 75 

cca gtg gcc cct gcc cca gcc act cca tgg ccc ctg tca tct ttt gtc 	410 
Pro Val Ala Pro Ala Pro Ala Thr Pro Trp Pro Leu Ser Ser Phe Val 

80 	 85 	 90 

cct tot caa aaa act tac cag ggc aac tat ggc ttc cac ctg ggc ttc 	458 
Pro Ser Gln Lys Thr Tyr Gln Gly Asn Tyr Gly Phe His Leu Gly Phe 
95 	 100 	 105 	 110 

ctg cag tct ggg aca gcc aag tct gtt atg tgc acg tac tct cct ccc 	506 
Leu Gln Ser Gly Thr Ala Lys Ser Val Met Cys Thr Tyr Ser Pro Pro 

115 	 120 	 125 

ctc aat aag cta ttc tgc cag ctg gcg aag acg tgc cct gtg cag ttg 	554 

(1) 



Leu Asn Lys Leu Phe Cys Gln Leu Ala Lys Thr Cys Pro Val Gln Leu 
130 	 135 	 140 

tgg gtc agc gcc aca cot cca gut ggg agc cgt gtc cgc gco atg gcc 
	

602 
Trp Val Ser Ala Thr Pro Pro Ala Gly Ser Arg Val Arg Ala Met Ala 

145 	 150 	 155 

atc tac aag aag tca cag cac atg acg gag gtc gtg aga cgc tgc ccc 	650 
Ile Tyr Lys Lys Ser Gln His Met Thr Glu Val Val Arg Arg Cys Pro 

160 	 165 	 170 

cac cat gag cgc tgc too gat ggt gat ggc ctg get cot ccc cag cat 
	

698 
His His Glu Arg Cys Ser Asp Gly Asp Gly Leu Ala Pro Pro Gln His 
175 	 180 	 185 	 190 

ctt ate egg gtg gaa gga eat ttg tat ccc gag tat ctg gaa gac agg 	746 
Leu Ile Arg Val Glu Gly Asn Leu Tyr Pro Giu Tyr Leu Glu Asp Arg 

195 	 200 	 205 

cag act ttt cgc cac ago gtg gtg gta cot tat gag Goa ccc gag gm 	794 
Gln Thr Phe Arg His Ser Val Val Val Pro Tyr Glu Pro Pro Glu Ala 

210 	 215 	 220 

ggc tot gag tat ace acc atc cac tac aag tac atg tgt aat ago tcc 
	

842 
Gly Ser'Glu Tyr Thr Thr Ile His Tyr. Lys Tyr Met Cys Asn Ser Ser 

225 	 230 	 235 

tgo atg ggg ggc atg aac cgc cga cot atc ctt acc atc atc aca ctg 
	

890 
Cys Met Gly Gly Met Asn Arg Arg Pro Ile Leu Thr Ile Ile Thr Leu 

240 	 245 	 250 

gaa gac tcc agt ggg aac ctt ctg gga cgg gac ago ttt gag gtt cgt 	938 
Glu Asp Ser Ser Gly Asn Lou Leu Gly Arg Asp Ser Phe Glu Val Arg 
255 	 260 	 265 	 270 

gtt tgt gco tgc cct ggg aga gac cgc cgt aca gaa gaa gaa eat ttc 	986 
Val Cys Ala Cys Pro Gly Arg Asp Arg Arg Thr Glu Glu Glu Asn Phe 

275 	 280 	 285 

cgc aaa aag gaa gto ott tgc cot gaa ctg coo cm ggg ago gca aag 	1034 
Arg Lys Lys Glu Val Leu Cys Pro Glu Leu Pro Pro Gly Ser Ala Lys 

290 	 295 	 300 

aga gcg ctg coo acc tgc sea ago gcc tot ccc cog caa aag aaa aaa 	1082 
Arg Ala Leu Pro Thr Cys Thr Ser Ala Ser Pro Pro Gln Lys Lys Lys 

305 	 310 	 315 

cca ott gat gga gag tat ttc ace ctc aag atc cgc ggg cgt aaa cgc 	1130 
Pro Leu Asp Gly Glu Tyr Phe Thr Leu Lys Ile Arg Gly Arg Lys Arg 

320 	 325 	 330 

ttc gag atg ttc cgg gag ctg aat gag gcc tta gag tta aag gat gcc 	1178 
Phe Glu Met Phe Arg Glu Leu Asn Glu Ala Lou Glu Leu Lys Asp Ala 
335 	 340 	 345 	 350 

cat get aca gag gag tot gga gac ago agg got cac toe ago tac ctg 	1226 
His Ala Thr Glu Glu Ser Gly Asp Ser Arg Ala His Ser Ser Tyr Leu 

355 	 360 	 365 

aag acc aag aag ggc cag tot act tcc cgc cat aaa aaa aca atg gtc 	1274 
Lys Thr Lys Lys Gly Gin Ser Thr Ser Arg His Lys Lys Thr Met Val 

370 	 375 	 380 

aag aaa gtg ggg cot gac tca gac tga ctgcototgc atccogtocc 
	

1321 
Lys Lys Val Gly Pro Asp Ser Asp 

385 	 390 

catcaccagc otccocotot cottgctgto ttatgactto agggctgaga cacaatcoto 	1381 

coggtccctt ctgctgcctt ttttaccttg tagotagggc tcagccccct ctctgagtag 	1441 

tggttcctgg cocaagttgg ggaataggtt gatagttgto aggtotctgc tggcccagcg 	1501 

aaattotatc cagccagttg ttggaccctg gcacctacaa tgaaatctca ccotacocca 	1561 

(2) 



caccctgtaa gattctatct tgggccctca tagggtccat atcctccagg gcctactttc 	1621 

cttccattct gcaaagcctg tctgcattta tccacccccc accotgtetc octotttttt 	1681 

ttttttttac ccctttttat atatcaattt cctattttac aataaaattt tgttatcact 	1741 

taaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa a 	 1782 

<210> 2 
<211> 390 
<212> PRT 
<213> Mus musculus 

<400> 2 

Met Thr Ala Met Glu Glu Ser Gln Ser Asp lie Ser Leu Glu Leu Pro 
1 	 5 	 10 	 15 

Leu Ser Gln Glu Thr Phe Ser Gly Leu Trp Lys Leu Leu Pro Pro Glu 
20 	 25 	 30 

Asp Ile Leu Pro Ser Pro His Cys Met Asp Asp Leu Leu Leu Pro Gln 
35 	 40 	 45 

Asp Val Glu Glu Phe Phe Glu Gly Pro Ser Glu Ala Leu Arg Val Ser 
50 	 55 	 60 

Gly Ala Pro Ala Ala Gin Asp Pro Val Thr Glu Thr Pro Gly Pro Val 
65 	 70 	 75 	 80 

Ala Pro Ala Pro Ala Thr Pro Trp Pro Leu Ser Ser Phe Val Pro Ser 
85 	 90 	 95 

Gln Lys Thr Tyr Gin Gly Asn Tyr Gly Phe His Leu Gly Phe Leu Gln 
100 	 105 	 110 

Ser Gly Thr Ala Lys Ser Val Met Cys Thr Tyr Ser Pro Pro Leu Asn 
115 	 120 	 125 

Lys Leu Phe Cys Gln Leu Ala Lys Thr Cys Pro Val Gin Leu Trp Val 
130 	 135 	 140 

Ser Ala Thr Pro Pro Ala Gly Ser Arg Val Arg Ala Met Ala Ile Tyr 
145 	 150 	 155 	 160 

Lys Lys Ser Gln His Met Thr Glu Val Val Arg Arg Cys Pro His His 
165 	 170 	 175 

Giu Arg Cys Ser Asp Gly Asp Gly Leu Ala Pro Pro Gln His Leu Ile 
180 	 185 	 190 

Arg Val Glu Gly Asn Leu Tyr Pro Glu Tyr Leu Glu Asp Arg Gln Thr 
195 	 200 	 205 

Phe Arg His Ser Val Val Val Pro Tyr Glu Pro Pro Glu Ala Gly Ser 
210 	 215 	 220 

Glu Tyr Thr Thr Ile His Tyr Lys Tyr Met Cys Asn Ser Ser Cys Met 
225 	 230 	 235 	 240 

(3) 



Gly Gly Met Asn Arg Arg Pro Ile Leu Thr Ile Ile Thr Leu Glu Asp 
245 	 250 	 255 

Ser Ser Gly Asn Leu Leu Gly Arg Asp Ser Phe Glu Val Arg Val Cys 
260 	 265 	 270 

Ala Cys Pro Gly Arg Asp Arg Arg Thr Glu Glu Glu Asn Phe Arg Lys 
275 	 280 	 285 

Lys Glu Val Leu Cys Pro Glu Leu Pro Pro Gly Ser Ala Lys Arg Ala 
290 	 295 	 300 

Leu Pro Thr Cys Thr Ser Ala Ser Pro Pro Gln Lys Lys Lys Pro Leu 
305 	 310 	 315 	 320 

Asp Gly Glu Tyr Phe Thr Leu Lys Ile Arg Gly Arg Lys Arg Phe Glu 
325 	 330 	 335 

Met Phe Arg Glu Leu Asn Glu Ala Leu Glu Leu Lys Asp Ala His Ala 
340 	 345 	 350 

Thr Glu Glu Ser Gly Asp Ser Arg Ala His Ser Ser Tyr Leu Lys Thr 
355 	 360 	 365 

Lys Lys Gly Gln Ser Thr Ser Arg His Lys Lys Thr Met Val Lys Lys 
370 	 375 	 380 

Val Gly Pro Asp Ser Asp 
385 	 390 

<210> 3 
<211> 2586 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> (198).. (1379) 

<400> 3 
gattggggtt ttccoctocc atgtgctcaa gactggcgct aaaagttttg agcttetcaa 	60 

aagtctagag ccaccgtcca gggagcaggt agctgctggg ctccggggac actttgcgtt 	120 

cgggctggga gcgtgctttc cacgacggtg acacgcttcc ctggattggc agccagactg 	180 

cottccgggt cactgcc atg gag gag cog cag tca gat cct agc gtc gag 	230 
Met Glu Glu Pro Gln Ser Asp Pro Ser Val Glu 
1 	 5 	 10 

ccc cct ctg agt cag gaa aca ttt tca gac cta tgg aaa cta ctt cct 	278 
Pro Pro Leu Ser Gln Glu Thr Phe Ser Asp Leu Trp Lys Leu Leu Pro 

15 	 20 	 25 

gaa aac aac gtt ctg tcc ccc ttg ccg tcc caa gca atg gat gat ttg 	326 
Glu Asn Asn Val Leu Ser Pro Leu Pro Ser Gln Ala Met Asp Asp Leu 

30 	 35 	 40 

atg ctg too ccg gac gat att gaa caa tgg ttc act gaa gac cca ggt 	374 
Met Leu Ser Pro Asp Asp Ile Glu Gln Trp Phe Thr Glu Asp Pro Gly 

45 	 50 	 55 

cca gat gaa get ccc aga atg cca gag get got ccc ccc gtg gcc cot 	422 

(4) 



Pro Asp Glu Ala Pro Arg Met Pro Glu Ala Ala Pro Pro Val Ala Pro 
60 	 65 	 70 	 75 

gca cca gca get cot aca ccg gcg gcc cct gca cca gcc coo tcc tgg 
	

470 
Ala Pro Ala Ala Pro Thr Pro Ala Ala Pro Ala Pro Ala Pro Ser Trp 

80 
	

85 
	

90 

ccc ctg tca tct tct gtc cct too cag aaa acc tac cag ggc agc tac 
	

518 
Pro Leu Ser Ser Ser Val Pro Ser Gln Lys Thr Tyr Gln Gly Ser Tyr 

95 
	

100 	 105 

ggt ttc cgt ctg ggc ttc ttg cat tct ggg aca gcc aag tct gtg act 
	

566 
Gly Phe Arg Leu Gly Phe Lou His Ser Gly Thr Ala Lys Ser Val Thr 

110 	 115 
	

120 

tgc acg tac tcc cct gcc etc aac aag atg ttt tgc caa otg gcc aag 
	

614 
Cys Thr Tyr Ser Pro Ala Leu Asn Lys Met Phe Cys Gln Leu Ala Lys 

125 
	

130 	 135 

acc tgc cct gtg cag ctg tgg gtt gat tcc aca ccc ccg cco ggc acc 
	

662 
Thr Cys Pro Val Gln Leu Trp Val Asp Ser Thr Pro Pro Pro Gly Thr 
140 	 145 	 150 	 155 

cgc gtc cgc gcc atg gcc atc tac aag cag tca cag cac atg acg gag 
	

710 
Arg Val Arg Ala Met Ala Ile Tyr Lys Gln Ser Gln His Met Thr Glu 

160 
	

165 
	

170 

gtt gtg agg cgc tgc ccc cac cat gag cgc tgc tca gat agc gat ggt 
	

758 
Val Val Arg Arg Cys Pro His His Glu Arg Cys Ser Asp Ser Asp Gly 

175 
	

180 
	

185 

ctg gcc cct cot cag cat ctt ate cga gtg gaa gga aat ttg cgt gtg 
	

806 
Leu Ala Pro Pro Gln His Leu Ile Arg Val Glu Gly Asn Leu Arg Val 

190 	 195 
	

200 

gag tat ttg gat gac aga aac act ttt cga cat agt gtg gtg gtg ccc 
	

854 
Glu Tyr Leu Asp Asp Arg Asn Thr Phe Arg His Ser Val Val Val Pro 

205 
	

210 
	

215 

tat gag cog cot gag gtt ggc tot gac tgt acc ace atc cac tac aac 
	

902 
Tyr Glu Pro Pro Glu Val Gly Ser Asp Cys Thr Thr Ile His Tyr Asn 
220 
	

225 	 230 	 235 

tac atg tgt aac agt tcc tgc atg ggc ggc atg aac cgg agg ccc atc 
	

950 
Tyr Met Cys Asn Ser Ser Cys Met Gly Gly Met Asn Arg Arg Pro Ile 

240 	 245 
	

250 

ctc acc atc atc aca ctg gaa gac tcc agt ggt aat eta ctg gga cgg 
	

998 
Leu Thr Ile Ile Thr Leu Glu Asp Ser Ser Gly Asn Leu Leu Gly Arg 

255 	 260 
	

265 

aac agc ttt gag gtg cgt gtt tgt gcc tgt cct ggg aga gac cgg ego 
	

1046 
Asn Ser Phe Glu Val Arg Val Cys Ala Cys Pro Gly Arg Asp Arg Arg 

270 	 275 
	

280 

aca gag gaa gag aat ctc cgc aag aaa ggg gag cot cac cac gag ctg 
	

1094 
Thr Glu Glu Glu Asn Leu Arg Lys Lys Gly Glu Pro His His Glu Leu 

285 	 290 	 295 

ccc cca ggg ago act aag cga gca ctg ccc aac aac acc agc tcc tot 
	

1142 
Pro Pro Gly Ser Thr Lys Arg Ala Leu Pro Asn Asn Thr Ser Ser Ser 
300 	 305 
	

310 
	

315 

ccc cag cca aag aag aaa cca ctg gat gga gaa tat ttc acc ctt cag 
	

1190 
Pro Gln Pro Lys Lys Lys Pro Leu Asp Gly Glu Tyr Phe Thr Leu Gln 

320 	 325 	 330 

atc cgt ggg cgt gag cgc ttc gag atg ttc cga gag ctg aat gag gcc 
	

1238 
Ile Arg Gly Arg Glu Arg Phe Glu Met Phe Arg Glu Leu Asn Glu Ala 

335 	 340 	 345 

ttg gaa ctc aag gat gcc cag got ggg aag gag cca ggg ggg ago agg 
	

1286 
Leu Glu Leu Lys Asp Ala Gln Ala Gly Lys Glu Pro Gly Gly Ser Arg 

350 	 355 	 360 

(5) 



get cac tcc ago cac ctg aag tcc aaa aag ggt cag tct acc tcc cgc 	1334 
Ala His Ser Ser His Leu Lys Ser Lys Lys Gly Gln Ser Thr Ser Arg 

365 	 370 	 375 

cat aaa aaa ctc atg ttc aag aca gaa ggg cot gac tca gac tga 	 1379 
His Lys Lys Leu Met Phe Lys Thr Glu Gly Pro Asp Ser Asp 
380 	 385 	 390 

cattotccac ttcttgttcc ccactgacag cotoccaccc ccatctotcc ctoccotgcc 	1439 

attttgggtt ttgggtcttt gaaccottgc ttgcaatagg tgtgcgtcag aagcacccag 	1499 

gacttccatt tgattgtoc oggggotoca ctgaacaagt tggcctgcac tggtgttttg 	1559 

ttgtggggag gaggatgggg agtaggacat accagcttag attttaaggt ttttactgtg 	1619 

agggatgttt gggagatgta agaaatgttc ttgcagttaa gggttagttt acaatcagcc 	1679 

acattctagg taggggccca ottcaccgta ctaaccaggg aagotgtccc tcactgttga 	1739 

attttctcta acttcaaggc ccatatctgt gaaatgctgg catttgcacc tacctcacag 	1799 

agtgcattgt gagggttaat gaaataatgt acatctggcc ttgaaaccac cttttattac 	1859 

atggggtcta gaacttgacc cccttgaggg tgcttgttcc ctotccctgt tggtcggtgg 	1919 

gttggtagtt tctacagttg ggcagctggt taggtagagg gagttgtcaa gtctctgctg 	1979 

goccagcoaa accctgtctg acaacctctt ggtgaacctt agtacctaaa aggaaatctc 	2039 

acccoatoco acaccctgga ggatttcatc tottgtatat gatgatctgg atccaccaag 	2099 

aottgtttta totcagggt caatttcttt tttctttttt tttttttttt tttttttttt 	2159 

ttgagactgg gtotcgottt gttgcccagg ctggagtgga gtggcgtgat cttggcttac 	2219 

tgcagccttt goctoccogg otcgagcagt cctgcctcag cotccggagt agctgggacc 	2279 

acaggttcat gccaccatgg ccagccaact tttgcatgtt ttgtagagat ggggtctcac 	2339 

agtgttgcco aggctggtut caaactoctg ggctcaggcg atccacctgt otcagootco 	2399 

cagagtgctg ggattacaat tgtgagocac cacgtccago tggaagggtc aacatotttt 	2459 

acattotgoa agcacatctg cattttoacc ccacoottco octoottoto cctttttata 	2519 

tcccattttt atatcgatct cttattttac aataaaactt tgctgccacc tgtgtgtctg 	2579 

aggggtg 	 2586 

<210> 4 
<211> 393 
<212> PRT 
<213> Homo sapiens 

<400> 4 

Met Glu Glu Pro Gln Ser Asp Pro Ser Val Glu Pro Pro Leu Ser Gln 
1 	 5 	 10 	 15 

Glu Thr Phe Ser Asp Leu Trp Lys Leu Leu Pro Glu Asn Asn Val Leu 
20 	 25 	 30 

Ser Pro Leu Pro Ser Gln Ala Met Asp Asp Leu Met Leu Ser Pro Asp 
35 	 40 	 45 

Asp Ile Glu Gln Trp Phe Thr Glu Asp Pro Gly Pro Asp Glu Ala Pro 
50 	 55 	 60 

Arg Met Pro Glu Ala Ala Pro Pro Val Ala Pro Ala Pro Ala Ala Pro 

(6) 



65 	 70 	 75 	 80 

Thr Pro Ala Ala Pro Ala Pro Ala Pro Ser Trp Pro Leu Ser Ser Ser 
85 	 90 	 95 

Val Pro Ser Gln Lys Thr Tyr Gln Gly Ser Tyr Gly Phe Arg Leu Gly 
100 	 105 	 110 

Phe Leu His Ser Gly Thr Ala Lys Ser Val Thr Cys Thr Tyr Ser Pro 
115 	 120 	 125 

Ala Leu Asn Lys Met Phe Cys Gin Leu Ala Lys Thr Cys Pro Val Gln 
130 	 135 	 140 

Leu Trp Val Asp Ser Thr Pro Pro Pro Gly Thr Arg Val Arg Ala Met 
145 	 150 	 155 	 160 

Ala Ile Tyr Lys Gln Ser Gln His Met Thr Glu Val Val Arg Arg Cys 
165 	 . 170 	 175 

Pro His His Glu Arg Cys Ser Asp Ser Asp Gly Leu Ala Pro Pro Gln 
180 	' 	 185 	 190 

His Leu Ile Arg Val Glu Gly Asn Leu Arg Val Glu Tyr Leu Asp Asp 
195 	 200 	 205 

Arg Asn Thr Phe Arg His Ser Val Val Val Pro Tyr Glu Pro Pro Glu 
210 	 215 	 220 

Val Gly Ser Asp Cys Thr Thr Ile His Tyr Asn Tyr Met Cys Asn Ser 
225 	 230 	 235 	 240 

Ser Cys Met Gly Gly Met Asn Arg Arg Pro Ile Leu Thr Ile Ile Thr 
245 	 250 	 255 

Leu Glu Asp Ser Ser Gly Asn Leu Leu Gly Arg Asn Ser Phe Glu Val 
260 	 265 	 270 

Arg Val Cys Ala Cys Pro Gly Arg Asp Arg Arg Thr Glu Glu Glu Asn 
275 	 280 	 285 

Leu Arg Lys Lys Gly Glu Pro His His Glu Leu Pro Pro Gly Ser Thr 
290 	 295 	 300 

Lys Arg Ala Leu Pro Asn Asn Thr Ser Ser Ser Pro Gin Pro Lys Lys 
305 	 310 	 315 	 320 

Lys Pro Leu Asp Gly Glu Tyr Phe Thr Leu Gln Ile Arg Gly Arg Glu 
325 	 330 	 335 

Arg Phe Glu Met Phe Arg Glu Leu Asn Glu Ala Leu Glu Leu Lys Asp 
340 	 345 	 350 

Ala Gln Ala Gly Lys Glu Pro Gly Gly Ser Arg Ala His Ser Ser His 
355 	 360 	 365 

(7) 



Leu Lys Ser Lys Lys Gly Gin Ser Thr Ser Arg His Lys Lys Leu Met 
370 	 375 	 380 

Phe Lys Thr Glu Gly Pro Asp Ser Asp 
385 	 390 

<210> 5 
<211> 56 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> shRNA against p53 

<400> 5 
tttgactgga tgactgccat ggttcaagag accatggcag tcatccagtc tttttt 

	
56 

<210> 6 
<211> 56 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> shRNA against p53 

<400> 6 
tttgatatcc tgccatcacc tottcaagag agaggtgatg gcaggatatc tttttt 

	
56 

<210> 7 
<211> 56 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> shRNA against p53 

<400> 7 
tttggcccaa gtgaagccct ccttcaagag aggagggctt cacttgggcc tttttt 

	
56 

<210> 8 
<211> 56 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> shRNA against p53 

<400> 8 
tttgtgaagc cctccgagtg tcttcaagag agacactcgg agggcttcac tttttt 

	
56 

<210> 9 
<211> 56 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> shRNA against p53 

<400> 9 
tttgcoctcc gagtgtcagg agttcaagag actcctgaca ctcggagggc tttttt 	 56 

<210> 10 
<211> 56 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> shRNA against p53 

(8) 



<400> 10 
tttgtctgtt atgtgcacgt acttcaagag agtacgtgca cataacagac tttttt 	 56 

<210> 11 
<211> 56 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> shRNA against p53 

<400> 11 
tttgtactct cctcccctca atttcaagag aattgagggg aggagagtac tttttt 	 56 

<210> 12 
<211> 56 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> shRNA against p53 

<400> 12 
tttgctattc tgccagctgg cgttcaagag acgccagctg gcagaatagc tttttt 	 56 

<210> 13 
<211> 56 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> shRNA against p53 

<400> 13 
tttgacgtgc cctgtgcagt tgttcaagag acaactgcac agggcacgtc tttttt 	 56 

<210> 14 
<211> 56 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> shRNA against p53 

<400> 14 
tttgaagtca cagcacatga cgttcaagag acgtcatgtg ctgtgacttc tttttt 	 56 

<210> 15 
<211> 56 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> shRNA against p53 

<400> 15 
tttgtcacag cacatgacgg agttcaagag actccgtcat gtgctgtgac tttttt 	 56 

<210> 16 
<211> 56 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> shRNA against p53 

<400> 16 
tttggaaatt tgtatcccga gtttcaagag aactcgggat acaaatttcc tttttt 

	
56 

(9) 



<210> 17 
<211> 56 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> shRNA against p53 

<400> 17 
tttgtacatg tgtaatagct ccttcaagag aggagctatt acacatgtac tttttt 	 56 

<210> 18 
<211> 56 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> shRNA against p53 

<400> 18 
tttgactcca gtgggaacct tcttcaagag agaaggttcc cactggagtc tttttt 	 56 

<210> 19 
<211> 56 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> shRNA against p53 

<400> 19 
tttgtcottt gccotgaact ottcaagag agcagttcag ggcaaaggac tttttt 	 56 

<210> 20 
<211> 56 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> shRNA against p53 

<400> 20 
tttgatccgc gggcgtaaac gcttcaagag agcgtttacg cccgcggatc tttttt 	 56 

<210> 21 
<211> 56 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> shRNA against p53 

<400> 21 
tttgaccaag aagggccagt ctttcaagag aagactggcc cttcttggtc tttttt 	 56 

<210> 22 
<211> 56 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> shRNA against p53 

<400> 22 
tttgaaagtg gggcctgact cattcaagag atgagtcagg ccccactttc tttttt 	 56 

<210> 23 

(10) 



<211> 56 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> shRNA against p53 

<400> 23 
tttgttgggg aataggttga tattcaagag atatcaacct attccccaac tttttt 	 56 

<210> 24 
<211> 56 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> shRNA against p53 

<400> 24 
tttgattcta tcttgggccc tcttcaagag agagggccca agatagaatc tttttt 	 56 

<210> 25 
<211> 59 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> shRNA against p53 

<400> 25 
tttgcautac aggtacgtgt gtagtgtgct gtoctacaca tgtacttgta gtgtttttt 	59 

<210> 26 
<211> 59 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> shRNA against p53 

<400> 26 
tttgcagtut acttuccgcc gtagtgtgct gtcctatggc gggaagtaga ctgtttttt 	59 

<210> 27 
<211> 10 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> p53 responsive element 

<400> 27 
rrrgwwcyyy 
	

10 

<210> 28 
<211> 48 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> shRNA against p53 

<400> 28 
gactccagtg gtaatctact gctcgagcag tagattacca ctggagtc 	 48 

<210> 29 
<211> 24 
<212> DNA 
<213> Artificial Sequence 



<220> 
<223> Primer 

<400> 29 
gtaggcacct gtggggaaga aact 	 24 

<210> 30 
<211> 25 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 30 
tgagagctgt ctcctactat cgatt 	 25 

<210> 31 
<211> 27 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 31 
caccaggatg actgccatgg aggagtc 	 27 

<210> 32 
<211> 23 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 32 
gtgtctcagc cctgaagtca taa 	 23 

<210> 33 
<211> 28 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 33 
tgtttgtgcc tgctctggga gagaccgc 	 28 

<210> 34 
<211> 28 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 34 
gcggtotctc ccagagcagg cacaaaca 	 28 

<210> 35 
<211> 27 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

(12) 



<400> 35 
tgccctggga gaaaccgccg tacagaa 	 27 

<210> 36 
<211> 27 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 36 
ttotgtacgg oggtttctcc cagggca 	 27 

<210> 37 
<211> 27 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 37 
tttgaaggcc cagctgaagc cctccga 	 27 

<210> 38 
<211> 27 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 38 
tcggagggct tcagctgggc cttcaaa 	 27 

<210> 39 
<211> 28 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 39 
cggatatcag cctcaagaga gcgctgcc 	 28 

<210> 40 
<211> 28 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 40 
ggcagcgotc tcttgaggct gatatccg 	 28 

<210> 41 
<211> 2357 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> (279).. (1772) 

(13) 



<400> 41 
cgagottggc tgcttctggg gcctgtgtgg ccctgtgtgt cggaaagatg gagcaagaag 

	
60 

ccgagcccga ggggoggcog cgacccotct gaccgagatc otgctgcttt cgcagccagg 
	

120 

agcaccgtco ctoccoggat tagtgcgtac gagcgccoag tgccctggcc cggagagtgg 
	

180 

aatgatocco gaggcccagg gcgtcgtgct tocgogogcc ccgtgaagga aactggggag 
	

240 

tcttgaggga ococcgactc caagogogaa aaccccgg atg gtg agg agc agg caa 
	

296 
Met Val Arg Ser Arg Gln 
1 	 5 

atg tgc aat acc aac atg tot gta cot act gat ggt get gta acc acc 
	

344 
Met Cys Asn Thr Asn Met Ser Val Pro Thr Asp Gly Ala Val Thr Thr 

10 	 15 	 20 

toa cag att cca got tcg gaa caa gag acc ctg gtt aga cca aag cca 
	

392 
Ser Gln Ile Pro Ala Ser Glu Gln Glu Thr Leu Val Arg Pro Lys Pro 

25 
	

30 	 35 

ttg ott ttg aag tta tta aag tct gtt ggt gca caa aaa gac act tat 
	

440 
Leu Leu Leu Lys Leu Leu Lys Ser Val Gly Ala Gln Lys Asp Thr Tyr 

40 
	

45 	 50 

act atg aaa gag gtt ctt ttt tat ott ggc cag tat att atg act aaa 
	

488 
Thr Met Lys Glu Val Leu Phe Tyr Leu Gly Gln Tyr Ile Met Thr Lys 
55 	 60 
	

65 	 70 

cga tta tat gat gag aag caa caa cat att gta tat tgt tca eat gat 
	

536 
Arg Leu Tyr Asp Glu Lys Gln Gln His Ile Val Tyr Cys Ser Asn Asp 

75 
	

80 	 85 

ctt cta gga gat ttg ttt ggc gtg cca ago ttc tct gtg aaa gag cac 
	

584 
Leu Leu Gly Asp Leu Phe Gly Val Pro Ser Phe Ser Val Lys Glu His 

90 
	

95 	 100 

agg aaa ata tat acc atg etc tac agg aac ttg gta gta gto aat cag 
	

632 
Arg Lys Ile Tyr Thr Met Ile Tyr Arg Asn Leu Val Val Val Asn Gin 

105 
	

110 	 115 

cag gaa tca tcg gac tca ggt aca tot gtg agt gag aac agg tgt cac 
	

680 
Gln Glu Ser Ser Asp Ser Gly Thr Ser Val Ser Glu Asn Arg Cys His 

120 
	

125 	 130 

ott gaa ggt ggg agt gat caa aag gac ctt gta caa gag ott cag gaa 
	

728 
Leu Glu Gly Gly Ser Asp Gln Lys Asp Leu Val Gln Glu Leu Gln Glu 
135 
	

140 
	

145 
	

150 

gag aaa cut tca tot tca cat ttg gtt tot aga cca tct acc tca tot 
	

776 
Glu Lys Pro Ser Ser Ser His Leu Val Ser Arg Pro Ser Thr Ser Ser 

155 
	

160 	 165 

aga agg aga gca att agt gag aca gaa gaa aat tca gat gaa tta tct 
	

824 
Arg Arg Arg Ala Ile Ser Glu Thr Glu Glu Asn Ser Asp Glu Leu Ser 

170 
	

175 
	

180 

ggt gaa cga caa aga aaa cgc cac aaa tot gat agt att tcc ctt tcc 
	

872 
Gly Glu Arg Gln Arg Lys Arg His Lys Ser Asp Ser Ile Ser Leu Ser 

185 
	

190 
	

195 

ttt gat gaa agc ctg 
Phe Asp Glu Ser Leu 

200 

aga ago agt agc agt 
Arg Ser Ser Ser Ser 
215 

got ctg tgt gta ata agg gag ata tgt tgt gaa 
Ala Leu Cys Val Ile Arg Glu Ile Cys Cys Glu 

205 	 210 

gaa tot aca ggg acg cca tog aat ccg gat ctt 
Glu Ser Thr Gly Thr Pro Ser Asn Pro Asp Leu 
220 	 225 	 230 

920 

968 

gat got ggt gta agt gaa cat tca ggt gat tgg ttg gat cag gat tca 	1016 
Asp Ala Gly Val Ser Glu His Ser Gly Asp Trp Leu Asp Gln Asp Ser 

235 
	

240 	 245 

gtt tca gat cag ttt agt gta gaa ttt gaa gtt gaa tct ctc gac tca 	1064 
Val Ser Asp Gln- Phe Ser Val Glu Phe Glu Val Glu Ser Leu Asp Ser 

(14) 



250 	 255 	 260 

gaa gat tat agc ott agt gaa gaa gga caa gaa ctc tca gat gaa gat 	1112 
Glu Asp Tyr Ser Leu Ser Glu Glu Gly Gln Glu Leu Ser Asp Glu Asp 

265 
	

270 	 275 

gat gag gta tat caa gtt act gtg tat cag gca ggg gag agt gat aca 	1160 
Asp Glu Val Tyr Gln Val Thr Val Tyr Gln Ala Gly Glu Ser Asp Thr 

280 
	

285 
	

290 

gat tca ttt gaa gaa gat cot gaa att tcc tta get gac tat tgg aaa 	1208 
Asp Ser Phe Glu Glu Asp Pro Glu Ile Ser Leu Ala Asp Tyr Trp Lys 
295 	 300 	 305 	 310 

tgc act tca tgc aat gaa atg aat ccc ccc ott cca tca cat tgc aac 	1256 
Cys Thr Ser Cys Asn Glu Met Asn Pro Pro Leu Pro Ser his Cys Asn 

315 	 320 
	

325 

aga tgt tgg gcc ctt cgt gag aat tgg ctt cot gaa gat aaa ggg aaa 	1304 
Arg Cys Trp Ala Leu Arg Glu Asn Trp Leu Pro Glu Asp Lys Gly Lys 

330 	 335 
	

340 

gat aaa ggg gaa atc tct gag aaa gcc aaa ctg gaa aac tca aca caa 	1352 
Asp Lys Gly Glu Ile Ser Glu Lys Ala Lys Leu Glu Asn Ser Thr Gln 

345 
	

350 
	

355 

got gaa gag ggc ttt gat gtt cct gat tgt aaa aaa act ata gtg aat 	1400 
Ala Glu Glu Gly Phe Asp Val Pro Asp Cys Lys Lys Thr Ile Val Asn 

360 
	

365 
	

370 

gat tcc aga gag tca tgt gtt gag gaa aat gat gat aaa att aca caa 	1448 
Asp Ser Arg Glu Ser Cys Val Glu Glu Asn Asp Asp Lys Ile Thr Gin 
375 	 380 
	

385 
	

390 

got tca caa tca caa gaa agt gaa gac tat tot cag cca tca act tct 	1496 
Ala Ser Gln Ser Gln Glu Ser Glu Asp Tyr Ser Gln Pro Ser Thr Ser 

395 	 400 
	

405 

agt agc 
Ser Ser 

gaa gaa 
Glu Glu  

att att tat agc 
Ile Ile Tyr Ser 

410 

age caa gaa gat gtg 
Ser Gln Glu Asp Val 

415 

aaa gag ttt gaa 
Lys Glu Phe Glu 

420 

agg 	1544 
Arg 

acc caa gac aaa gaa gag agt gtg gaa tct agt ttg ccc ctt 	1592 
Thr Gln Asp Lys Glu Glu Ser Val Glu Ser Ser Leu Pro Leu 
425 	 430 
	

435 

aat gcc att gaa cot tgt gtg att tgt caa ggt cga cct aaa aat ggt 	1640 
Asn Ala Ile Glu Pro Cys Val Ile Cys Gln Gly Arg Pro Lys Asn Gly 

440 	 445 
	

450 

tgc att gtc cat ggc aaa aca gga cat at atg gcc tgc ttt aca tgt 	1688 
Cys Ile Val His Gly Lys Thr Gly His Leu Met Ala Cys Phe Thr Cys 
455 	 460 
	

465 	 470 

gca aag aag cta aag aaa agg aat aag ccc tgc cca gta tgt aga caa 	1736 
Ala Lys Lys Leu Lys Lys Arg Asn Lys Pro Cys Pro Val Cys Arg Gln 

475 	 480 
	

485 

cca att caa atg att gtg cta act tat ttc ccc tag ttgacctgto 
	

1782 
Pro Ile Gln Met Ile Val Leu Thr Tyr Phe Pro 

490 
	

495 

tataagagaa ttatatattt ctaactatat aaccctagga atttagacaa cctgaaattt 
	

1842 

attcacatat atcaaagtga gaaaatgcct caattcacat agatttcttc tctttagtat 
	

1902 

aattgaccta ctttggtagt ggaatagtga atacttacta taatttgact tgaatatgta 
	

1962 

gctcatcctt tacaccaact cctaatttta aataatttct actctgtctt aaatgagaag 
	

2022 

tacttggttt ttttttttct taaatatgta tatgacattt aaatgtaact tattattttt 
	

2082 

tttgagaccg agtcttgctc tgttacccag gctggagtgc agtggcgtga tcttggctca 
	

2142 

ctgcaagctc tgcctcccgg gttcgcacca ttctcctgcc tcagcctccc aattagcttg 
	

2202 

(15) 



gcctacagtc atctgccacc acacctggct aattttttgt acttttagta gagacagggt 	2262 

ttcaccgtgt tagccaggat ggtctogatc tcctgacctc gtgatccgcc cacctcggcc 	2322 

toccaaagtg ctgggattac aggcatgagc caccg 	 2357 

<210> 42 
<211> 497 
<212> PRT 
<213> Homo sapiens 

<400> 42 

Met Val Arg Ser Arg Gln Met Cys Asn Thr Asn Met Ser Val Pro Thr 
1 	 5 	 10 	 15 

Asp Gly Ala Val Thr Thr Ser Gln Ile Pro Ala Ser Glu Gln Glu Thr 
20 	 25 	 30 

Leu Val Arg Pro Lys Pro Leu Leu Leu Lys Leu Leu Lys Ser Val Gly 
35 	 40 	 45 

Ala Gln Lys Asp Thr Tyr Thr Met Lys Glu Val Leu Phe Tyr Leu Gly 
50 	 55 	 60 

Gln Tyr Ile Met Thr Lys Arg Leu Tyr Asp Glu Lys Gln Gln His Ile 
65 	 70 	 75 	 80 

Val Tyr Cys Ser Asn Asp Leu Leu Gly Asp Leu Phe Gly Val Pro Ser 
85 	 90 	 95 

Phe Ser Val Lys Glu His Arg Lys Ile Tyr Thr Met Ile Tyr Arg Asn 
100 	 105 	 110 

Leu Val Val Val Asn Gln Gln Glu Ser Ser Asp Ser Gly Thr Ser Val 
115 	 120 	 125 

Ser Glu Asn Arg Cys His Leu Glu Gly Gly Ser Asp Gln Lys Asp Leu 
130 	 135 	 140 

Val Gln Glu Leu Gln Glu Glu Lys Pro Ser Ser Ser His Leu Val Ser 
145 	 150 	 155 	 160 

Arg Pro Ser Thr Ser Ser Arg Arg Arg Ala Ile Ser Glu Thr Glu Glu 
165 	 170 	 175 

Asn Ser Asp Glu Leu Ser Gly Glu Arg Gln Arg Lys Arg His Lys Ser 
180 	 185 	 190 

Asp Ser Ile Ser Leu Ser Phe Asp Glu Ser Leu Ala Leu Cys Val Ile 
195 	 200 	 205 

Arg Glu Ile Cys Cys Glu Arg Ser Ser Ser Ser Glu Ser Thr Gly Thr 
210 	 215 	 220 

Pro Ser Asn Pro Asp Leu Asp Ala Gly Val Ser Glu His Ser Gly Asp 
225 	 230 	 235 	 240 

(16) 



Trp Leu Asp Gln Asp Ser Val Ser Asp Gin Phe Ser Val Glu Phe Glu 
245 	 250 	 255 

Val Glu Ser Leu Asp Ser Glu Asp Tyr Ser Leu Ser Glu Glu Gly Gln 
260 	 265 	 270 

Glu Leu Ser Asp Glu Asp Asp Glu Val Tyr Gin Val Thr Val Tyr Gln 
275 	 280 	 285 

Ala Gly Glu Ser Asp Thr Asp Ser Phe Glu Glu Asp Pro Glu Ile Ser 
290 	 295 	 300 

Leu Ala Asp Tyr Trp Lys Cys Thr Ser Cys Asn Glu Met Asn Pro Pro 
305 	 310 	 315 	 320 

Leu Pro Ser His Cys Asn Arg Cys Trp Ala Leu Arg Glu Asn Trp Leu 
325 	 330 	 335 

Pro Glu Asp Lys Gly Lys Asp Lys Gly Glu Ile Ser Glu Lys Ala Lys 
340 	 345 	 350 

Leu Glu Asn Ser Thr Gln Ala Glu Glu Gly Phe Asp Val Pro Asp Cys 
355 	 360 	 365 

Lys Lys Thr Ile Val Asn Asp Ser Arg Glu Ser Cys Val Glu Glu Asn 
370 	 375 	 380 

Asp Asp Lys Ile Thr Gln Ala Ser Gln Ser Gln Glu Ser Glu Asp Tyr 
385 	 390 	 395 	 400 

Ser Gin Pro Ser Thr Ser Ser Ser Ile Ile Tyr Ser Ser Gln Glu Asp 
405 	 410 	 415 

Val Lys Glu Phe Glu Arg Glu Glu Thr Gln Asp Lys Glu Glu Ser Val 
420 	 425 	 430 

Glu Ser Ser Leu Pro Leu Asn Ala Ile Glu Pro Cys Val Ile Cys Gin 
435 	 440 	 445 

Gly Arg Pro Lys Asn Gly Cys Ile Val His Gly Lys Thr Gly His Leu 
450 	 455 	 460 

Met Ala Cys Phe Thr Cys Ala Lys Lys Leu Lys Lys Arg Asn Lys Pro 
465 	 470 	 475 	 480 

Cys Pro Val Cys Arg Gln Pro Ile Gln Met Ile Val Leu Thr Tyr Phe 
485 	 490 	 495 

Pro 

<210> 43 
<211> 24 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

(17) 



<400> 43 
gacaggggga ggggaggagc tagg 	 24 

<210> 44 
<211> 26 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 44 
cttccctcca accagttgcc ccaaac 	 26 

<210> 45 
<211> 26 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 45 
gggaaatggg aggggtgcaa aagagg 	 26 

<210> 46 
<211> 26 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 46 
ttgcgtgagt gtggatggga ttggtg 	 26 

<210> 47 
<211> 25 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 47 
cagccccgat tcttccacca gtocc 	 25 

<210> 48 
<211> 25 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 48 
cggaagattc ccagtcgggt tcacc 	 25 

<210> 49 
<211> 26 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 49 
tgggagcggt gaagatggaa gggcac 	 26 

(18) 



<210> 50 
<211> 26 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 50 
tcatgccagc gcccacgtac gacgac 	 26 

<210> 51 
<211> 26 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 51 
cgctttcatg gtgtgggcta aggacg 	 26 

<210> 52 
<211> 26 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 52 
tagttggggt ggtoctgcat gtgctg 	 26 

<210> 53 
<211> 24 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 53 
cgagaggacc ccgtggatgc agag 	 24 

<210> 54 
<211> 24 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 54 	. 
ggcggccatc ttcagottct ccag 	 24 

<210> 55 
<211> 28 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 55 
acccattatc cagatgtgtt tgcccgag 	 28 

<210> 56 

(19) 



<211> 26 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 56 
atggtgaagc tgggcatagg cggcag 	 26 

<210> 57 
<211> 30 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 57 
caggtggcgg acgtgtgaaa attgagagtg 	 30 

<210> 58 
<211> 26 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 58 
caogctggat ctgootgggg actgtg 26 

<210> 59 
<211> 30 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 59 
attcttcgtt gtoaagocgo caaagtggag 	 30 

<210> 60 
<211> 30 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 

<400> 60 
egttgtttgc tgcggagttg tcatctcgtc 	 30 


