
• 

Nucleotide sequence of an altered virulence Potato virus Y coat protein gene ( pyyH strain ) 

Tamas Dalmay and Ervin Balazs 

Institute for Plant Sciences, Agricultural Biotechnology Center 
H 2101 Godollo, P.O.Box 170 I:Iungary 
Submitted July 17, 1990 EMBL accession no. 

Recently several nucleotide sequences of Potato virus Y coat protein gene were published (1-6). cDNA 

has been synthetised from a strong pathovar strain of potato virus Y RNA ( causing necrotic rings 

around the buds on the tubers) and cloned into pUC-18. cDNA library was constructed using oligo dT 

priming and the largest clones were selected and subcloned. Subclones were sequenced by the chain 

termination method. The nucleotide sequence reported here comprises the entire viral coat protein gene 

and differences from the known sequences are also shown (Fig.1). Partial sequence analysis suggests 

the existence of two subgroups of the sequenced virus strains. 

1 GGAAATGACACAATCGATGCAGGAGGMGCACTMGMGGATGCAAAACMGAGCAAGGTAGCATTCAACCAAATCTCAACAATGGAAAGGAAAAGGACC 
3 1 4 1 33 1 4 1 3 12 3 3 32 1 3123 11 6 3 3 14 3 3 

101 TGAATGTTGGAACATCTGGAACTCATACTGTGCCACGAATIAAAGCTATCACGTCCAAAATGAGAATGCCCAAGAGTAAAGGTGCAGCTGTACTAAATIT 
1 22 4 3 3 1 1 1 33 1 3 4 1 1 23 3 5 3 1 413 242 1 2 

201 GAAACACTTGCTCGAGTATGCTCCACAGCAAATTGACATCTCAAATACTCGAGCAACTCAATCACAGTTTGATACGTGGTATGAAGCGGTACAACTTGCA 
46 11 3 2 3 1 1 3 3 1 2 3 5 4 343 4 

301 TACGACATAGGAGAAACTGAAATGCCMCTGTGATGAATGGGCTTATGGTTTGGTGCATTGAAAATGGAACCTCGCCAAACATCMCGGAGTTTGGGTIA 
1 3 1 52 1 1 1 

401 TGATGGATGGAGATGAACAAGTCGAATACCCACTGAAACCAATCGTTGAGAATGCAAAACCAACACTTAGGCAAATCATGGCACATTTCTCAGATGTTGC 
34 1 3 2 33 2 1 3 1 

501 AGAAGCGTATATAGAAATGCGCAACAAMAGGAACCATATATGCCACGATATGGTITAGTTCGTAATCTGCGCGATGGAAGTTTGGCTCGCTATGCTTIT 
1 ' 1 1 1 1 2 4 3 2322 1 4 3 2 3 

601 GACTTITATGAGGTCACATCACGAACACCAGTGAGGGCTAGGGAAGCGCACATTCAAATGAAGGCCGCAGCATTGAAATCAGCCCAATCTCGACTTITCG 
43 2 1 333 1 33 4 3 

701 GGTTGGACGGTGGCATTAGTACACAAGAGGAGAACACAGAGAGGCACACCACCGAGGATGTCTCTCCAAGTATGCATACTCTACTTGGAGTCAAGAACATG 
3 4 3 3 1 11 4 1 12 132 

Fi g . 1: Nuc l eo,t ide s e que nce of the coat pro t ein gen e of pyyH . From an alignmen t 
wit~ t he oth e r s ix publish ed sequences , number of t hose wi t h a d i f feren t base a r e 
-indic~t e d at the r espec tive pos i tion s . At position 2 02 , a l l seque nces except t h e 
one p r e s e nte d are identic a l. 
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