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SEQUENCE LISTING

<110> ABR - Active Botanicals Research S.r.L.

<120> Ligands of the FSH hormone receptor in the diagnosis and treatment of
tumors

<130> @E0111478

<160> 3

<170> Patentln version 3.5
<210> 1

<211> 111

<212> PRT

<213> Homo sapiens

<400> 1

Asn Ser Cys Glu Leu Thr Asn Ile Thr Ile Ala Ile Glu Lys Glu Glu
1 5 10 15

Cys Arg Phe Cys Ile Ser Ile Asn Thr Thr Trp Cys Ala Gly Tyr Cys
20 25 30

Tyr Thr Arg Asp Leu Val Tyr Lys Asp Pro Ala Arg Pro Lys Ile GIn
35 40 45

Lys Thr Cys Thr Phe Lys Glu Leu Val Tyr Glu Thr Val Arg Val Pro
50 55 60

Gly Cys Ala His His Ala Asp Ser Leu Tyr Thr Tyr Pro Val Ala Thr
65 70 75 80

GIn Cys His Cys Gly Lys Cys Asp Ser Asp Ser Thr Asp Cys Thr Val
85 90 95

Arg Gly Leu Gly Pro Ser Tyr Cys Ser Phe Gly Glu Met Lys Glu
100 105 110

<210> 2

<211> 121

<212> PRT

<213> Artificial Sequence

<220>
<223> FSHR ligand

<400> 2
His His His His His His Asn Ser Cys Glu Leu Thr Asn lle Thr lle
1 5 10 15

Ala lle Glu Lys Glu Glu Cys Arg Phe Cys lle Ser Ile Asn Thr Thr
20 25 30

Trp Cys Ala Gly Tyr Cys Tyr Thr Arg Asp Leu Val Tyr Lys Asp Pro
35 40 45
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Ala Arg Pro
50

Glu Thr val
65

Thr Tyr Pro

Ser Thr Asp

Gly Glu Met
115

<210> 3

<211> 472
<212> DNA
<213>

<220>

<223> enco

<400> 3
gaattcaaca

gttctctctg
ttcttgcgag
cagcatcaac
tcctgctagg
tagggtgcca
gtgccattgc

ttcttactgt

Lys

Arg

val
85

Cys
100

Lys

ding SEQ.

atggctactc
cttgtggctg
ctgaccaaca
actacttggt
cctaagatcc
ggttgtgctc
ggtaagtgcg
tctttcggtg
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Val Pro Gly Cys Ala His His
70

Ala Thr GIn Cys His

120

Artificial Sequence

ID. n. 2

agagaagggc
tggtgtctgc
tcaccattgc
gcgctggtta
aaaagacctg
atcatgctga
atagcgattc

agatgaaaga

Ile GIn Lys Thr Cys Thr Phe
55

75

Cys Gly
90

Thr Val Arg Gly Leu Gly Pro

105

Glu Lys Asp Glu Leu

taacccatct
tgaggtgttc
tatcgagaaa
ctgctacacc
caccttcaaa
ttctctgtac
tactgattgc

aaaggatgag
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Lys Glu Leu Val Tyr

60

Ala Asp Ser Leu Tyr

80

Lys Cys Asp Ser Asp
95

Ser Tyr Cys Ser Phe

110

tctcttcacc
catcatcacc
gaagagtgca
agggatcttg
gagctggttt
acctaccctg
accgtgagag

ctgtagtcta

tgattaccgt
atcatcacaa
ggttctgcat
tgtacaagga
acgagactgt
ttgctactca

gtctgggacc
ga

60
120
180
240
300
360
420
472



