<110> Novozymes A/S

<120>
<130>
<160> 2
<170>
210> 1
<211> 558
<212> DNA

10865.204-W0

<213> Arenicola marina

<220>

£221> CDS

<222> (1)..(558)
<220>

<221> sig peptide

222> (1) ..(72)
<220>

<221> mat peptide
<222> (496)..(558)
<400> 1

atg gga tat tca atg

Met Gly Tyr Ser Met

-165

gttt ggt gta ctg cat
Ile Gly Val Leu His
150

cag gag ttt gat ttg

Gln Glu Phe Asp Leu

-135

gac =&aac agg gaa gtc

Asn Asn Arg Glu Val

-120

tct atc atg gtc atc

Ser Ile Met Val Ile

-105

ccg asc act gat gag

Pro Asn Thr Asp Glu

-85

ctg gec tce agg gag

Leu Asp Ser Arg Glu
=70
gaa act gcg gac gag
Glu Thr Ala Asp Glu

aac
Asn
-16

gtc
Val
-14

gcg
Ala
-13

atc
Ile
-11

gac
Asp
~10

tgt

Cys

ctt
Leu

gac
Asp
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atc
Ile
0

ggc
Gly

5

ggc
Gly
0

caa
Gln
5

cac

His
0

gcc ctg
Ala Leu

ggc ata
Gly Ile

gat aag
Asp Lys

ctc tcg
Leu Ser

gcc aag
Ala Lys

tac ctg att
Tyr Leu Ile

ttg gca caa
Leu Ala Gln

-65

gtg gag gac

Val

Glu Asp

ggc
Gly
-80

ttt
Phe

tcg
Ser

gtt
Val

cac
His

ttt
Phe

gac
Asp

agt
Ser

Po_ypeptides having antimicrobial activity

tac gcc
Tyr Ala Thr

-155

tgt aac
Cys Asn Asn

=149

gtg ata
Val 1Ile Asp

-125

gga gat
Gly

=110

-95

999

gtg gac

Gly Val Asp

caa
Gln

ctg
Leu

gcc gga
Ala Gly

acc tac
Thr Tyr

acg

aac

gac

ctc

agg
Arg

cag
Gln
-60

gtc
Val

gte
Val

cag
Gln

gcc
Ale

gaa
Asp Leu Glu

azg
Lys
=75

ttt
Phe

azg
Lys

ctt
Leu

ata
Ile

gag
Glu

gga
Gly

ctg att ggc tgg ttc att
Leu Ile Gly Trp Phe Ile

-90
ttg

Leu

aag
Lys

gtc
Val

45

30

135

180

228

276

324

372



gac
Asp

gag
Glu
-25

cag
Gln

gtc
Val

<210
<211
<212
<213

<400
Met

=165

Ile
-150

Asn
-120

Ser
~-105

gac
Asp
-40

ccc
Pro

aga
Arg

tec
Tyr

> 2
> 1
> P

-55

cgt
Arg

tgc
Cys

acg
Thr

agg
Arg
10

86
RT

gag
Glu

tcg
Ser

ggc
Gly

aac
Asn

> Arenicola

> 2

Gly Zyr Ser

Asn

Ile

Pro Asn

Leu

Asp

Asp

Val

Phe

Arg

Met

Thr

Ser

"hr Ala

-40

=55

Arg

Leu

Asp

Glu

Val

Asp

Arg

~T70

Asp

Glu

gtc
val

gga
Gly

aat
Asn

gga

Gly

mar

Met

His

Leu

Val

Glu
-85
Glu

Glu

Val

agt
Ser

aag
Lys
-20

cgg
Arg

gtc
Val

ina

Val Gly Gly Ile His

Asp His Ala Lys Ser

Leu

Asp

Ser

gac
Asp
-35

gac

Asp

cag
Gln

cgc
Arg

Ile Ala Leu Val

Gly Asp Lys Phe

Gln Leu Ser Asp

Leu

Val

Asp
-35

-50
ctg agt

Leu Ser

gtc ttc
Val Phe

aag aga
Lys Arg
-1

gtc tgc
Val Cys
15

Leu Ile

Ala Gln
-65

Glu Asp
-50

Leu Ser

ctg
Leu

tgg
Trp

ggt
Gly

tac
Tyr

Gly

-80

Phe

Ser

Leu
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ttg
Leu

Leu
-15

ttc
Phe

cga
Arg

-1

-1

-1

-1

cca
Pro
-30

gag
Glu

tgc
Cys

cgg
Arg

Tyr

55

Cys

43

Val

25

193

-95

Gly

Gln

Leu T

Leu

Val

Ala

Pro
=30

-45
aac

Asn

agg
Arg

tgg
Trp

tgc
Cys
20

Asp

Gly

Tyr

—-45

Asn

gag
Glu

aac
Asn

tac
Tyr

aac
Asn

Gly Asp Leu Glu Gly

Arg

Gln

-60

Val

Glu

ctt ctg
Leu Leu

aac atc
Asn Ile
-10

gtc tgc
Vel Cys

Ala Thr Val Leu

Asn Asn Gln Ile

Ile Asp Ale Glu

Leu Ile Gly Trp Phe Ile
-90

Lys Leu

=75

Phe Lys

Lys Val

Leu Leu

420

516

558



Glu
-25

Val

Pro Cys Ser Gly Lys Asp Val

Arg Thr Gly Asn Arg Gln Lys

Tyr Arg Asn Gly Val Arg Val

10

-5

-20

15
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Phe Trp Leu Glu Arg Asn Asn Ile
-15 ~-10

Arg Gly Phe Cys Trp Tyr Val Cys
-1 1 5

Cys Tyr Arg Arg Cys Asn
20



