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SEQUENCE LISTING 

<110> Givaudan SA 

5 <120> Improvements in or relating to organic compounds 

<130> 30932EP 

<160> 6 
10 

<170> BiSSAP 	1.3.6 

<210> 1 
<211> 	1686 

15 <212> DNA 
<213> Vitis vinifera 

<400> 1 
20 atgtctgttc cactatcagt ctcagtcact cctatactaa gccagaggat tgatcctgag 60 

gtggctcgcc acgaagccac atatcatcct aacttctggg gtgatcgttt cctccactac 120 

aatcctgatg atgatttctg tggaacccat gcttgtaaag aacaacaaat tcaagaactg 180 
25 

aaagaagaag tgcggaagag cctggaagct actgctggga acacttcaca gctgctgaag 240 

ttgatagatt ccatccaacg cttgggattg gcttaccact ttgaaaggga gattgaagaa 300 

30 gcattgaagg ccatgtatca aacttatact ctggttgatg ataatgatca cctcactaca 360 

gtttcccttc tgttccgact actaagacag gaaggttacc acattccatc agatgtattt 420 

aagaagttca tggatgaggg aggcaacttc aaggaatcat tggtgggtga cttaccaggc 480 
35 

atgctagctt tatatgaagc tgcacattta atggtgcatg gagaagacat actagatgaa 540 

gccctgggtt tcaccactgc tcaccttcag tccatggcaa ttgattcaga taatcctctc 600 

40 acaaaacaag tgattcgtgc tctaaagcgc ccgattcgca agggcttacc aagggtggag 660 

gcaaggcatt acattaccat ctaccaagaa gacgattcac ataatgaatc tttactcaag 720 

cttgcaaagt tggattacaa catgttgcag tcactccaca ggaaagagct aagtgagatc 780 
45 

actaagtggt ggaaaggttt agactttgcg acaaagctac cttttgcgag ggacaggata 840 

gtggaaggct acttttggat cttgggagtg tactttgaac cccaatatta ccttgctaga 900 

50 aggatcttaa tgaaagtatt cggggtgcta tccattgtag atgatatata tgatgcgtat 960 

gggacatttg aagaactcaa actctttaca gaagcaattg agagatggga tgccagcagc 1020 

atagatcaac tgccagatta tatgaaggtg tgttatcagg ctctcttaga tgtctatgaa 1080 
55 

gaaatggagg aagagatgac gaagcaagga aaactgtacc gtgttcacta cgcacaagca 1140 

gcgttaaaaa ggcaagtcca agcctacctt cttgaagcca aatggttgaa gcaagaatat 1200 

60 ataccaacaa tggaagagta catgagcaac gcgctggtaa cgtctgcctg ctctatgctt 1260 
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acaaccacat ctttcgtcgg tatgggagat atggtaacca aggaggcctt cgattgggtt 	1320 

ttcagtgacc ctaagatgat tagagcttca aacgtcattt gcaggcttat ggatgacata 	1380 

5 gtttcccatg agtttgagca aaaaagaggg catgttgcct cagccgtaga atgctacatg 	1440 

gtgcaatatg gggtttcaaa ggaagaagct tatgatgagt tcaagaagca agtagagagt 	1500 

gcatggaagg ataataatga ggagttcctg caacctacag cagtgccagt tccactcctc 	1560 
10 

acccgtgttc tgaattttag ccggatggtg gacgtcttgt acaaggacga agatgagtac 	1620 

acgctggttg gaccattgat gaaagatctg gttgcaggga tgctcataga tcctgtgcca 	1680 

15 atgtaa 	 1686 

<210> 2 
<211> 561 

20 <212> PRT 
<213> Vitis vinifera 

<400> 2 
25 Met Ser Val Pro Leu Ser Val Ser Val Thr Pro Ile Leu Ser Gln Arg 

1 	 5 	 10 	 15 
Ile Asp Pro Glu Val Ala Arg His Glu Ala Thr Tyr His Pro Asn Phe 

20 	 25 	 30 
Trp Gly Asp Arg Phe Leu His Tyr Asn Pro Asp Asp Asp Phe Cys Gly 

30 	 35 	 40 	 45 
Thr His Ala Cys Lys Glu Gln Gln Ile Gln Glu Leu Lys Glu Glu Val 

50 	 55 	 60 
Arg Lys Ser Leu Glu Ala Thr Ala Gly Asn Thr Ser Gln Leu Leu Lys 
65 	 70 	 75 	 80 

35 Leu Ile Asp Ser Ile Gln Arg Leu Gly Leu Ala Tyr His Phe Glu Arg 
85 	 90 	 95 

Glu Ile Glu Glu Ala Leu Lys Ala Met Tyr Gln Thr Tyr Thr Leu Val 
100 	 105 	 110 

Asp Asp Asn Asp His Leu Thr Thr Val Ser Leu Leu Phe Arg Leu Leu 
40 	 115 	 120 	 125 

Arg Gln Glu Gly Tyr His Ile Pro Ser Asp Val Phe Lys Lys Phe Met 
130 	 135 	 140 

Asp Glu Gly Gly Asn Phe Lys Glu Ser Leu Val Gly Asp Leu Pro Gly 
145 	 150 	 155 	 160 

45 Met Leu Ala Leu Tyr Glu Ala Ala His Leu Met Val His Gly Glu Asp 
165 	 170 	 175 

Ile Leu Asp Glu Ala Leu Gly Phe Thr Thr Ala His Leu Gln Ser Met 
180 	 185 	 190 

Ala Ile Asp Ser Asp Asn Pro Leu Thr Lys Gln Val Ile Arg Ala Leu 
50 	 195 	 200 	 205 

Lys Arg Pro Ile Arg Lys Gly Leu Pro Arg Val Glu Ala Arg His Tyr 
210 	 215 	 220 

Ile Thr Ile Tyr Gln Glu Asp Asp Ser His Asn Glu Ser Leu Leu Lys 
225 	 230 	 235 	 240 

55 Leu Ala Lys Leu Asp Tyr Asn Met Leu Gln Ser Leu His Arg Lys Glu 
245 	 250 	 255 

Leu Ser Glu Ile Thr Lys Trp Trp Lys Gly Leu Asp Phe Ala Thr Lys 
260 	 265 	 270 

Leu Pro Phe Ala Arg Asp Arg Ile Val Glu Gly Tyr Phe Trp Ile Leu 
60 	 275 	 280 	 285 

Gly Val Tyr Phe Glu Pro Gln Tyr Tyr Leu Ala Arg Arg Ile Leu Met 
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290 	 295 	 300 
Lys Val Phe Gly Val Leu Ser Ile Val Asp Asp Ile Tyr Asp Ala Tyr 
305 	 310 	 315 	 320 
Gly Thr Phe Glu Glu Leu Lys Leu Phe Thr Glu Ala Ile Glu Arg Trp 

5 	 325 	 330 	 335 
Asp Ala Ser Ser Ile Asp Gln Leu Pro Asp Tyr Met Lys Val Cys Tyr 

340 	 345 	 350 
Gln Ala Leu Leu Asp Val Tyr Glu Glu Met Glu Glu Glu Met Thr Lys 

355 	 360 	 365 
10 Gln Gly Lys Leu Tyr Arg Val His Tyr Ala Gln Ala Ala Leu Lys Arg 

370 	 375 	 380 
Gln Val Gln Ala Tyr Leu Leu Glu Ala Lys Trp Leu Lys Gln Glu Tyr 
385 	 390 	 395 	 400 
Ile Pro Thr Met Glu Glu Tyr Met Ser Asn Ala Leu Val Thr Ser Ala 

15 	 405 	 410 	 415 
Cys Ser Met Leu Thr Thr Thr Ser Phe Val Gly Met Gly Asp Met Val 

420 	 425 	 430 
Thr Lys Glu Ala Phe Asp Trp Val Phe Ser Asp Pro Lys Met Ile Arg 

435 	 440 	 445 
20 Ala Ser Asn Val Ile Cys Arg Leu Met Asp Asp Ile Val Ser His Glu 

450 	 455 	 460 
Phe Glu Gln Lys Arg Gly His Val Ala Ser Ala Val Glu Cys Tyr Met 
465 	 470 	 475 	 480 
Lys Gln Tyr Gly Val Ser Lys Glu Glu Ala Tyr Asp Glu Phe Lys Val 

25 	 485 	 490 	 495 
Gln Val Glu Ser Ala Trp Lys Asp Asn Asn Glu Glu Phe Leu Gln Pro 

500 	 505 	 510 
Thr Ala Val Pro Val Pro Leu Leu Thr Arg Val Leu Asn Phe Ser Arg 

515 	 520 	 525 
30 Met Val Asp Val Leu Tyr Lys Asp Glu Asp Glu Tyr Thr Leu Val Gly 

530 	 535 	 540 
Pro Leu Met Lys Asp Leu Val Ala Gly Met Leu Ile Asp Pro Val Pro 
545 	 550 	 555 	 560 
Met 

35 

<210> 3 
<211> 1644 
<212> DNA 

40 <213> Aquilaria 

<400> 3 
atgtcttcgg caaaactagg ttctgcctcc gaagatgtta gccgccgaga tgccaattac 	60 

45 
catcccaccg tttgggggga ctttttcctc actcattctt ccaacttctt ggaaaataac 	120 

gacagcatcc ttgaaaaaca tgaggagttg aaacaagaag tgagaaactt gttggtagtt 	180 

50 gaaacaagtg atcttccaag caagatccaa ttgactgacg aaatcattcg tctgggcgtt 	240 

ggatatcatt ttgagacgga gatcaaagct caactggaga aattgcatga tcaccaactt 	300 

catctcaatt tcgatctcct cacgacatcc gtttggtttc ggttgcttcg aggacacgga 	360 
55 

ttctctattc catccgatgt gttcaaaaga ttcaagaaca caaagggtga attcgagact 	420 

gaggatgcga ggactttgtg gtgtttgtat gaagcaacac atctaagagt tgatggtgaa 	480 

60 gatatattgg aagaagccat tcaattttca aggaaaagat tggaggctct cttgccgaaa 	540 
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ttaagcttcc ctctcagcga atgcgtgagg gacgctcttc acattcctta ccaccggaat 	600 

	

gttcaaaggt tggctgcaag gcaatacatt ccccaatatg acgcagaaca aacaaagatc 	660 

	

5 gagtcattgt ccttgtttgc caaaatcgac tttaacatgt tgcaagcttt acaccaaagt 	720 

	

gaactaagag aagcttctcg ttggtggaag gaatttgatt ttccatccaa gcttccttat 	780 

	

gcaagagaca gaattgctga aggctactac tggatgatgg gtgcccattt tgagcctaaa 	840 
10 

	

ttctctctta gtagaaaatt tctcaataga atagttggga ttacttctct aatcgatgac 	900 

	

acatatgatg tttatggcac attggaagaa gttacgttgt tcactgaagc agtcgagagg 	960 

	

15 tgggacattg aagctgtaaa agatattcct aaatacatgc aagtaattta cattggtatg 	1020 

	

ttgggcattt ttgaagattt caaggacaat ctgatcaatg caagagggaa agactattgc 	1080 

	

attgattatg cgatagaagt gtttaaggag attgtcagat cttaccaaag agaagcagag 	1140 
20 

	

tatttccaca ctggatatgt gcctagttat gacgagtaca tggagaactc cataataagt 	1200 

	

ggtgggtaca agatgttcat tattctgatg ttgattggaa ggggagagtt tgaactcaag 	1260 

	

25 gaaactctag attgggcttc gacaatccca gaaatggtca aagcttcttc gcttatcgct 	1320 

	

cgttatattg atgaccttca gacctacaag gccgaagagg aaagagggga aaccgtttcg 	1380 

	

gcggtgcggt gttacatgag ggagtttggc gtttcagaag aacaggcatg caagaagatg 	1440 
30 

	

agggagatga ttgagatcga gtggaaaaga ctgaacaaga cgaccctaga ggcggatgaa 	1500 

	

atctcttcgt cggttgtgat cccatcccta aatttcactc gagtgttgga ggtgatgtac 	1560 

	

35 gataaaggtg atggatacag cgattctcaa ggcgtgacca aggatagaat tgctgccttg 	1620 

ttgcgtcatg ctattgaaat ctga 	 1644 

40 <210> 4 
<211> 547 
<212> PRT 
<213> Aquilaria 

45 
<400> 4 
Met Ser Ser Ala Lys Leu Gly Ser Ala Ser Glu Asp Val Ser Arg Arg 
1 	 5 	 10 	 15 
Asp Ala Asn Tyr His Pro Thr Val Trp Gly Asp Phe Phe Leu Thr His 

50 	 20 	 25 	 30 
Ser Ser Asn Phe Leu Glu Asn Asn Asp Ser Ile Leu Glu Lys His Glu 

35 	 40 	 45 
Glu Leu Lys Gln Glu Val Arg Asn Leu Leu Val Val Glu Thr Ser Asp 

50 	 55 	 60 
55 Leu Pro Ser Lys Ile Gln Leu Thr Asp Glu Ile Ile Arg Leu Gly Val 

65 	 70 	 75 	 80 
Gly Tyr His Phe Glu Thr Glu Ile Lys Ala Gln Leu Glu Lys Leu His 

85 	 90 	 95 
Asp His Gln Leu His Leu Asn Phe Asp Leu Leu Thr Thr Ser Val Trp 

60 	 100 	 105 	 110 
Phe Arg Leu Leu Arg Gly His Gly Phe Ser Ile Pro Ser Asp Val Phe 



115 	 120 	 125 
Lys Arg Phe Lys Asn Thr Lys Gly Glu Phe Glu Thr Glu Asp Ala Arg 

130 	 135 	 140 
Thr Leu Trp Cys Leu Tyr Glu Ala Thr His Leu Arg Val Asp Gly Glu 

	

5 145 	 150 	 155 	 160 
Asp Ile Leu Glu Glu Ala Ile Gln Phe Ser Arg Lys Arg Leu Glu Ala 

165 	 170 	 175 
Leu Leu Pro Lys Leu Ser Phe Pro Leu Ser Glu Cys Val Arg Asp Ala 

180 	 185 	 190 
10 Leu His Ile Pro Tyr His Arg Asn Val Gln Arg Leu Ala Ala Arg Gln 

195 	 200 	 205 
Tyr Ile Pro Gln Tyr Asp Ala Glu Gln Thr Lys Ile Glu Ser Leu Ser 

210 	 215 	 220 
Leu Phe Ala Lys Ile Asp Phe Asn Met Leu Gln Ala Leu His Gln Ser 

	

15 225 	 230 	 235 	 240 
Glu Leu Arg Glu Ala Ser Arg Trp Trp Lys Glu Phe Asp Phe Pro Ser 

245 	 250 	 255 
Lys Leu Pro Tyr Ala Arg Asp Arg Ile Ala Glu Gly Tyr Tyr Trp Met 

260 	 265 	 270 
20 Met Gly Ala His Phe Glu Pro Lys Phe Ser Leu Ser Arg Lys Phe Leu 

275 	 280 	 285 
Asn Arg Ile Val Gly Ile Thr Ser Leu Ile Asp Asp Thr Tyr Asp Val 

290 	 295 	 300 
Tyr Gly Thr Leu Glu Glu Val Thr Leu Phe Thr Glu Ala Val Glu Arg 

	

25 305 	 310 	 315 	 320 
Trp Asp Ile Glu Ala Val Lys Asp Ile Pro Lys Tyr Met Gln Val Ile 

325 	 330 	 335 
Tyr Ile Gly Met Leu Gly Ile Phe Glu Asp Phe Lys Asp Asn Leu Ile 

340 	 345 	 350 
30 Asn Ala Arg Gly Lys Asp Tyr Cys Ile Asp Tyr Ala Ile Glu Val Phe 

355 	 360 	 365 
Lys Glu Ile Val Arg Ser Tyr Gln Arg Glu Ala Glu Tyr Phe His Thr 

370 	 375 	 380 
Gly Tyr Val Pro Ser Tyr Asp Glu Tyr Met Glu Asn Ser Ile Ile Ser 

	

35 385 	 390 	 395 	 400 
Gly Gly Tyr Lys Met Phe Ile Ile Leu Met Leu Ile Gly Arg Gly Glu 

405 	 410 	 415 
Phe Glu Leu Lys Glu Thr Leu Asp Trp Ala Ser Thr Ile Pro Glu Met 

420 	 425 	 430 
40 Val Lys Ala Ser Ser Leu Ile Ala Arg Tyr Ile Asp Asp Leu Gln Thr 

435 	 440 	 445 
Tyr Lys Ala Glu Glu Glu Arg Gly Glu Thr Val Ser Ala Val Arg Cys 

450 	 455 	 460 
Tyr Met Arg Glu Phe Gly Val Ser Glu Glu Gln Ala Cys Lys Lys Met 

	

45 465 	 470 	 475 	 480 
Arg Glu Met Ile Glu Ile Glu Trp Lys Arg Leu Asn Lys Thr Thr Leu 

485 	 490 	 495 
Glu Ala Asp Glu Ile Ser Ser Ser Val Val Ile Pro Ser Leu Asn Phe 

500 	 505 	 510 
50 Thr Arg Val Leu Glu Val Met Tyr Asp Lys Gly Asp Gly Tyr Ser Asp 

515 	 520 	 525 
Ser Gln Gly Val Thr Lys Asp Arg Ile Ala Ala Leu Leu Arg His Ala 

530 	 535 	 540 
Ile Glu Ile 

55 545 

<210> 5 
<211> 1659 
<212> DNA 

60 <213> Pogostemon cablin 
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<400> 5 

	

atggagttgt atgcccaaag tgttggagtg ggtgctgctt ctcgtcctct tgcgaatttt 	60 

	

5 catccatgtg tgtggggaga caaattcatt gtctacaacc cacaatcatg ccaggctgga 	120 

	

gagagagaag aggctgagga gctgaaagtg gagctgaaaa gagagctgaa ggaagcatca 	180 

	

gacaactaca tgcggcaact gaaaatggtg gatgcaatac aacgattagg cattgactat 	240 
10 

	

ctttttgtgg aagatgttga tgaagctttg aagaatctgt ttgaaatgtt tgatgctttc 	300 

	

tgcaagaata atcatgacat gcacgccact gctctcagct ttcgccttct cagacaacat 	360 

	

15 ggatacagag tttcatgtga agtttttgaa aagtttaagg atggcaaaga tggatttaag 	420 

	

gttccaaatg aggatggagc ggttgcagtc cttgaattct tcgaagccac gcatctcaga 	480 

	

gtccatggag aagacgtcct tgataatgct tttgacttca ctaggaacta cttggaatca 	540 
20 

	

gtctatgcaa ctttgaacga tccaaccgcg aaacaagtcc acaacgcatt gaatgagttc 	600 

	

tcttttcgaa gaggattgcc acgcgtggaa gcaaggaagt acatatcaat ctacgagcaa 	660 

	

25 tacgcatctc atcacaaagg cttgctcaaa cttgctaagc tggatttcaa cttggtacaa 	720 

	

gctttgcaca gaagggagct gagtgaagat tctaggtggt ggaagacttt acaagtgccc 	780 

	

acaaagctat cattcgttag agatcgattg gtggagtcct acttctgggc ttcgggatct 	840 
30 

	

tatttcgaac cgaattattc ggtagctagg atgattttag caaaagggct ggctgtatta 	900 

	

tctcttatgg atgatgtgta tgatgcatat ggtacttttg aggaattaca aatgttcaca 	960 

	

35 gatgcaatcg aaaggtggga tgcttcatgt ttagataaac ttccagatta catgaaaata 	1020 

	

gtatacaagg cccttttgga tgtgtttgag gaagttgacg aggagttgat caagctaggc 	1080 

	

gcaccatatc gagcctacta tggaaaagaa gccatgaaat acgccgcgag agcttacatg 	1140 
40 

	

gaagaggccc aatggaggga gcaaaagcac aaacccacaa ccaaggagta tatgaagctg 	1200 

	

gcaaccaaga catgtggcta cataactcta ataatattat catgtcttgg agtggaagag 	1260 

	

45 ggcattgtga ccaaagaagc cttcgattgg gtgttctccc gacctccttt catcgaggct 	1320 

	

acattaatca ttgccaggct cgtcaatgat attacaggac acgagtttga gaaaaaacga 	1380 

	

gagcacgttc gcactgcagt agaatgctac atggaagagc acaaagtggg gaagcaagag 	1440 
50 

	

gtggtgtctg aattctacaa ccaaatggag tcagcatgga aggacattaa tgaggggttc 	1500 

	

ctcagaccag ttgaatttcc aatccctcta ctttatctta ttctcaattc agtccgaaca 	1560 

	

55 cttgaggtta tttacaaaga gggcgattcg tatacacacg tgggtcctgc aatgcaaaac 	1620 

atcatcaagc agttgtacct tcaccctgtt ccatattaa 	 1659 

60 <210> 6 
<211> 552 



<212> PRT 
<213> Pogostemon cablin 

5 <400> 6 
Met Glu Leu Tyr Ala Gln Ser Val Gly Val Gly Ala Ala Ser Arg Pro 
1 	 5 	 10 	 15 
Leu Ala Asn Phe His Pro Cys Val Trp Gly Asp Lys Phe Ile Val Tyr 

20 	 25 	 30 
10 Asn Pro Gln Ser Cys Gln Ala Gly Glu Arg Glu Glu Ala Glu Glu Leu 

35 	 40 	 45 
Lys Val Glu Leu Lys Arg Glu Leu Lys Glu Ala Ser Asp Asn Tyr Met 

50 	 55 	 60 
Arg Gln Leu Lys Met Val Asp Ala Ile Gln Arg Leu Gly Ile Asp Tyr 

15 65 	 70 	 75 	 80 
Leu Phe Val Glu Asp Val Asp Glu Ala Leu Lys Asn Leu Phe Glu Met 

85 	 90 	 95 
Phe Asp Ala Phe Cys Lys Asn Asn His Asp Met His Ala Thr Ala Leu 

100 	 105 	 110 
20 Ser Phe Arg Leu Leu Arg Gln His Gly Tyr Arg Val Ser Cys Glu Val 

115 	 120 	 125 
Phe Glu Lys Phe Lys Asp Gly Lys Asp Gly Phe Lys Val Pro Asn Glu 

130 	 135 	 140 
Asp Gly Ala Val Ala Val Leu Glu Phe Phe Glu Ala Thr His Leu Arg 

25 145 	 150 	 155 	 160 
Val His Gly Glu Asp Val Leu Asp Asn Ala Phe Asp Phe Thr Arg Asn 

165 	 170 	 175 
Tyr Leu Glu Ser Val Tyr Ala Thr Leu Asn Asp Pro Thr Ala Lys Gln 

180 	 185 	 190 
30 Val His Asn Ala Leu Asn Glu Phe Ser Phe Arg Arg Gly Leu Pro Arg 

195 	 200 	 205 
Val Glu Ala Arg Lys Tyr Ile Ser Ile Tyr Glu Gln Tyr Ala Ser His 

210 	 215 	 220 
His Lys Gly Leu Leu Lys Leu Ala Lys Leu Asp Phe Asn Leu Val Gln 

35 225 	 230 	 235 	 240 
Ala Leu His Arg Arg Glu Leu Ser Glu Asp Ser Arg Trp Trp Lys Thr 

245 	 250 	 255 
Leu Gln Val Pro Thr Lys Leu Ser Phe Val Arg Asp Arg Leu Val Glu 

260 	 265 	 270 
40 Ser Tyr Phe Trp Ala Ser Gly Ser Tyr Phe Glu Pro Asn Tyr Ser Val 

275 	 280 	 285 
Ala Arg Met Ile Leu Ala Lys Gly Leu Ala Val Leu Ser Leu Met Asp 

290 	 295 	 300 
Asp Val Tyr Asp Ala Tyr Gly Thr Phe Glu Glu Leu Gln Met Phe Thr 

45 305 	 310 	 315 	 320 
Asp Ala Ile Glu Arg Trp Asp Ala Ser Cys Leu Asp Lys Leu Pro Asp 

325 	 330 	 335 
Tyr Met Lys Ile Val Tyr Lys Ala Leu Leu Asp Val Phe Glu Glu Val 

340 	 345 	 350 
50 Asp Glu Glu Leu Ile Lys Leu Gly Ala Pro Tyr Arg Ala Tyr Tyr Gly 

355 	 360 	 365 
Lys Glu Ala Met Lys Tyr Ala Ala Arg Ala Tyr Met Glu Glu Ala Gln 

370 	 375 	 380 
Trp Arg Glu Gln Lys His Lys Pro Thr Thr Lys Glu Tyr Met Lys Leu 

55 385 	 390 	 395 	 400 
Ala Thr Lys Thr Cys Gly Tyr Ile Thr Leu Ile Ile Leu Ser Cys Leu 

405 	 410 	 415 
Gly Val Glu Glu Gly Ile Val Thr Lys Glu Ala Phe Asp Trp Val Phe 

420 	 425 	 430 
60 Ser Arg Pro Pro Phe Ile Glu Ala Thr Leu Ile Ile Ala Arg Leu Val 

435 	 440 	 445 



Asn Asp Ile Thr Gly His Glu Phe Glu Lys Lys Arg Glu His Val Arg 
450 	 455 	 460 

Thr Ala Val Glu Cys Tyr Met Glu Glu His Lys Val Gly Lys Gln Glu 
465 	 470 	 475 	 480 

5 Val Val Ser Glu Phe Tyr Asn Gln Met Glu Ser Ala Trp Lys Asp Ile 
485 	 490 	 495 

Asn Glu Gly Phe Leu Arg Pro Val Glu Phe Pro Ile Pro Leu Leu Tyr 
500 	 505 	 510 

Leu Ile Leu Asn Ser Val Arg Thr Leu Glu Val Ile Tyr Lys Glu Gly 
10 	 515 	 520 	 525 

Asp Ser Tyr Thr His Val Gly Pro Ala Met Gln Asn Ile Ile Lys Gln 
530 	 535 	 540 

Leu Tyr Leu His Pro Val Pro Tyr 
545 	 550 

15 


