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Xaa Asp Leu Val Pro Asn GIn
1 5
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<222> (10)..(10)
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Gly Phe Arg lle Asp Ala Ala Thr His Phe Asp
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<212> PRT
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His Leu Ser Tyr lle Glu Ser Tyr Xaa Xaa Xaa
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<223> Motif 1V
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Phe Val Asn Asn His Asp GIn Glu Lys Asn Arg Val Asn Thr
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<212> PRT

<213> Artificial Sequence
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<210> 12

<211> 33

<212> DNA
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<220>
<223> primer FwlAMOR

<400> 12
cagggacccg gtttgatcaa aaaatatgtg cac 33

<210> 13

<211> 33

<212> DNA
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<220>
<223> primer Fw33AMOR

<400> 13
cagggacccg gttatagctc cggcccggaa ttg 33

<210> 14

<211> 38

<212> DNA
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<220>
<223>

<400>

primer Rv738AMOR

14

cgaggagaag cccggttacg ccttatcctt cgtcggca
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<212>
<213>

<220>
<223>

<400>

15

38
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15
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<223>

<400>

17
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Artificial Sequence
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19
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