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SEQUENZPROTOKOLL

<110> Universität Graz

<120> Enzymatische Alkenspaltung

<130> PCT238

<150> AT A 1221/2011
<151> 2011-08-26

<160> 4

<210> 1
<211> 412
<212> PRT
<213> Trametes hirsuta

<220>
<221>
<222> (1) ... (412)
<223> mittels Primer-Walking bestimmte Aminosäuresequenz

<400> 1

Met Ile Leu Ser Arg Phe Ala Pro Leu Ala Leu Leu Pro 
1 5 10

Phe Val Ala Ala Asp Gly Val His Lys Leu Lys Leu Thr 
15 20 25

Lys Leu Pro Pro Ala Thr Ser Asn Pro Leu Leu Glu Ser 
30 35

Ala Tyr Leu Ala Glu Lys Tyr Gly Gly Gly Ser Gln Met 
40 45 50

Pro Leu Ser Ala Gly Ile Gly Arg Asn Val Arg Val Ser 
55 60 65

Arg Pro Thr Val Lys Asp Gly Glu Glu Leu Phe Trp Thr 
70 75

Gln Asp Glu Phe Ser Thr Glu Gly Gly His Asn Val Pro 
80 85 90

Leu Ser Asn Phe Met Asn Ala Gln Tyr Phe Ala Glu Ile 
95 100

Thr Leu Gly Thr Pro Pro Gln Ser Phe Lys Val Ile Leu 
105 110 115

Asp Thr Gly Ser Ser Asn Leu Trp Val Pro Ser Thr Lys 
120 125 130

Cys Thr Ser Ile Ala Cys Phe Leu His Ala Lys Tyr Asp 
135 140

Ser Thr Ala Ser Ser Thr Tyr Lys Ala Asn Gly Ser Glu 
145 150 155

Phe Ser Ile Gln Tyr Gly Ser Gly Ser Met Glu Gly Phe 
160 165
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Val Ser Gln Asp Val Leu Thr Ile Gly Asp Ile Thr Ile 
170 175 180

Lys Asn Gln Asp Phe Ala Glu Ala Thr Lys Glu Pro Gly 
185 190 195

Leu Ala Phe Ala Phe Gly Lys Phe Asp Gly Ile Leu Gly 
200 205

Leu Gly Tyr Asp Thr Ile Ser Val Asn His Ile Thr Pro 
210 215 220

Pro Phe Tyr Gln Met Met Asn Gln Lys Leu Val Asp Ser 
225 230

Pro Val Phe Ser Phe Arg Leu Gly Ser Ser Glu Glu Asp 
235 240 245

Gly Gly Glu Ala Ile Phe Gly Gly Val Asp Glu Thr Ala 
250 255 260

Tyr Ser Gly Lys Ile Glu Tyr Val Pro Val Arg Arg Lys 
265 270

Ala Tyr Trp Glu Val Glu Leu Glu Ser Ile Lys Leu Gly 
275 280 285

Asp Asp Glu Leu Glu Leu Asp Asn Thr Gly Ala Ala Ile 
290 295

Asp Thr Gly Thr Ser Leu Ile Ala Leu Pro Ser Asp Leu 
300 305 310

Ala Glu Met Leu Asn Val Gln Ile Gly Ala Lys Lys Ser 
315 320 325

Trp Asn Gly Gln Tyr Thr Val Asp Cys Ala Lys Val Pro 
330 335

Thr Leu Pro Asp Leu Thr Phe Tyr Phe Ser Gly Lys Pro 
340 345 350

Tyr Thr Leu Lys Gly Thr Asp Tyr Val Leu Glu Val Gln 
355 360

Gly Thr Cys Met Ser Ser Phe Thr Gly Ile Asp Ile Asn 
365 370 375

Leu Pro Gly Gly Gly Ala Leu Trp Ile Ile Gly Asp Val 
380 385 390

Phe Leu Arg Lys Tyr Tyr Thr Val Tyr Asp His Gly Arg 
395 400

Asp Ala Val Gly Phe Ala Leu Ala Lys
405 410

<210> 2
<211> 412
<212> PRT
<213> Trametes hirsuta
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<220>
<221>
<222> (1) ... (412)
<223> mittels Sequenzierung des aus Stamm FCC 047 isolierten Enzyms 
bestimmte Sequenz

<400> 2

Met Ile Leu Ser Arg Phe Ala Pro Leu Ala Leu Leu Pro 
1 5 10

Phe Val Ala Ala Asp Gly Val His Lys Leu Lys Leu Thr 
15 20 25

Lys Leu Pro Pro Ala Thr Ser Asn Pro Leu Leu Glu Ser 
30 35

Ala Tyr Leu Ala Glu Lys Tyr Gly Gly Gly Ser Gln Met 
40 45 50

Pro Leu Ser Ala Gly Ile Gly Arg Asn Val Arg Val Ser 
55 60 65

Arg Pro Thr Val Lys Asp Gly Glu Glu Leu Phe Trp Thr 
70 75

Gln Asp Glu Phe Ser Thr Glu Gly Gly His Asn Val Pro 
80 85 90

Leu Ser Asn Phe Met Asn Ala Gln Tyr Phe Ala Glu Ile 
95 100

Thr Leu Gly Thr Pro Pro Gln Ser Phe Lys Val Ile Leu 
105 110 115

Asp Thr Gly Ser Ser Asn Leu Trp Val Pro Ser Thr Lys 
120 125 130

Cys Thr Ser Ile Ala Cys Phe Leu His Ala Lys Tyr Asp 
135 140

Ser Thr Ala Ser Ser Thr Tyr Lys Ala Asn Gly Ser Glu 
145 150 155

Phe Ser Ile Gln Tyr Gly Ser Gly Ser Met Glu Gly Phe 
160 165

Val Ser Gln Asp Val Leu Thr Ile Gly Asp Ile Thr Ile 
170 175 180

Lys Asn Gln Asp Phe Ala Glu Ala Thr Lys Glu Pro Gly 
185 190 195

Leu Ala Phe Ala Phe Gly Lys Phe Asp Gly Ile Leu Gly 
200 205

Leu Gly Tyr Asp Thr Ile Ser Val Asn His Ile Thr Pro 
210 215 220

Pro Phe Tyr Gln Met Met Asn Gln Lys Leu Val Asp Ser 
225 230

Pro Val Phe Ser Phe Arg Leu Gly Ser Ser Glu Glu Asp 
235 240 245
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Gly Gly Glu Ala Ile Phe Gly Gly Val Asp Glu Thr Ala 
250 255 260

Tyr Ser Gly Lys Ile Glu Tyr Val Pro Val Arg Arg Lys 
265 270

Ala Tyr Trp Glu Val Glu Leu Glu Ser Ile Lys Leu Gly 
275 280 285

Asp Asp Glu Leu Glu Leu Asp Asn Thr Gly Ala Ala Ile 
290 295

Asp Thr Gly Thr Ser Leu Ile Ala Leu Pro Ser Asp Leu 
300 305 310

Ala Glu Met Leu Asn Ala Gln Ile Gly Ala Lys Lys Ser 
315 320 325

Trp Asn Gly Gln Tyr Thr Val Asp Cys Ala Lys Val Pro 
330 335

Thr Leu Pro Asp Leu Thr Phe Tyr Phe Ser Gly Lys Pro 
340 345 350

Tyr Thr Leu Lys Gly Thr Asp Tyr Val Leu Glu Val Gln 
355 360

Gly Thr Cys Met Ser Ser Phe Thr Gly Ile Asp Ile Asn 
365 370 375

Leu Pro Gly Gly Gly Ala Leu Trp Ile Ile Gly Asp Val 
380 385 390

Phe Leu Arg Lys Tyr Tyr Thr Val Tyr Asp His Gly Arg 
395 400

Asp Ala Val Gly Phe Ala Leu Ala Lys
405 410

<210> 3
<211> 1237
<212> DNA
<213> Trametes hirsuta

<220>
<221> CDS
<222> (1) ... (1237)
<223> für Seq.-ID Nr. 1 kodierende Sequenz

<400> 3

atgatactct ccagattcgc ccccctcgcc ctgctcccct tcgtggccgc cgacggcgtc     60
cacaagctga agctcaccaa gcttcctccc gcaacttcca acccgttgtt ggagagtgct    120
tacctggctg agaagtatgg tggtggttcc cagatgcccc ttagcgcggg cattggccgc    180
aacgtccgcg tgtcgcgccc gaccgtcaag gacggcgagg agctcttctg gactcaggac    240
gagttttcga ccgagggcgg tcacaacgtt cccttgagta acttcatgaa cgctcagtac    300
ttcgctgaaa tcaccttggg cactcccccg caatcgttca aggtcatcct ggacactggg    360
tcgagcaacc tctgggttcc gagcaccaag tgtacctcca ttgcgtgctt cctacacgcc    420
aagtatgact cgaccgcttc gtcgacatac aaggcgaacg gctccgagtt ctcgatccag    480
tatggctctg gctccatgga gggcttcgtc tcgcaagatg tcttgacaat cggtgacatc    540
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accatcaaga accaagattt cgcagaggcc accaaggagc ccggcctcgc atttgccttt    600
ggcaagtttg atggtatcct cggcctcggg tatgacacca tttccgtgaa ccacatcact    660
cctcccttct accagatgat gaaccagaag ctcgtcgatt ctcctgtgtt ctctttccgc    720
ctcggtagct cggaagagga cggtggtgaa gccatcttcg gaggagtcga tgagaccgcg    780
tacagtggca agatcgaata cgtccctgtc aggaggaagg cgtactggga ggtggagctg    840
gaatcgatca aactcggaga cgacgagctt gagctcgata acaccggcgc tgccatcgac    900
actggaacct cgttgattgc tctcccctcc gatctggcgg agatgctcaa tgtgcaaatc    960
ggtgccaaga agtcctggaa tggtcagtac accgtcgact gcgcgaaggt ccctaccctc  1020
cccgacctca ccttctactt cagcggcaag ccttacactc tcaagggtac cgactacgtc  1080
ctcgaagttc agggaacttg catgtcctcg ttcaccggca tcgacatcaa tctgcccggc  1140
ggtggtgctc tgtggatcat tggtgatgtc ttcctgcgca agtactacac tgtgtacgac  1200
catggtcgcg atgccgttgg cttcgctctt gccaagt  1237

<210> 4
<211> 1237
<212> DNA
<213> Trametes hirsuta

<220>
<221> CDS
<222> (1) ... (1237)
<223> für Seq.-ID Nr. 2 kodierende Sequenz

<400> 4

atgatactct ccagattcgc ccccctcgcc ctgctcccct tcgtggccgc cgacggcgtc     60
cacaagctga agctcaccaa gcttcctccc gcaacttcca acccgttgtt ggagagtgct    120
tacctggctg agaagtatgg tggtggttcc cagatgcccc ttagcgcggg cattggccgc    180
aacgtccgcg tgtcgcgccc gaccgtcaag gacggcgagg agctcttctg gactcaggac    240
gagttttcga ccgagggcgg tcacaacgtt cccttgagta acttcatgaa cgctcagtac    300
ttcgctgaaa tcaccttggg cactcccccg caatcgttca aggtcatcct ggacactggg    360
tcgagcaacc tctgggttcc gagcaccaag tgtacctcca ttgcgtgctt cctacacgcc    420
aagtatgact cgaccgcttc gtcgacatac aaggcgaacg gctccgagtt ctcgatccag    480
tatggctctg gctccatgga gggcttcgtc tcgcaagatg tcttgacaat cggtgacatc    540
accatcaaga accaagattt cgcagaggcc accaaggagc ccggcctcgc atttgccttt    600
ggcaagtttg atggtatcct cggcctcggg tatgacacca tttccgtgaa ccacatcact    660
cctcccttct accagatgat gaaccagaag ctcgtcgatt ctcctgtgtt ctctttccgc    720
ctcggtagct cggaagagga cggtggtgaa gccatcttcg gaggagtcga tgagaccgcg    780
tacagtggca agatcgaata cgtccctgtc aggaggaagg cgtactggga ggtggagctg    840
gaatcgatca aactcggaga cgacgagctt gagctcgata acaccggcgc tgccatcgac    900
actggaacct cgttgattgc tctcccctcc gatctggcgg agatgctcaa tgcgcaaatc    960
ggtgccaaga agtcctggaa tggtcagtac accgtcgact gcgcgaaggt ccctaccctc  1020
cccgacctca ccttctactt cagcggcaag ccttacactc tcaagggtac cgactacgtc  1080
ctcgaagttc agggaacttg catgtcctcg ttcaccggca tcgacatcaa tctgcccggc  1140
ggtggtgctc tgtggatcat tggtgatgtc ttcctgcgca agtactacac tgtgtacgac  1200
catggtcgcg atgccgttgg cttcgctctt gccaagt  1237


