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Abstract

Restriction endonucleases Sal I, Sma I, Hind III and BamH I were used to analyze 164 strains of
Adenovirus (Ad, 3, 4, 8, 11, 19, 34/35, 37) isolated from patients with epidemic conjunctivitis in
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Sapporo, Manila and Melbourne. We detected six new genome types, namely Ad3f, 3g, Adllb, 1l¢, 11
d and Ad37a. It was noted that recently eletected serotypes such as Ad4, 19 and 37 have few genome
types, Genome types of subgenus AdB, the main causes of pharyngoconjunctival fever, were shown to
be Ad3f Ad3g, Adllp, Adlle and Adl1ld in Japan, Ad3p, Adlla and Adllb, in the Philippines and Ad3
p, Ad3f and Adlle in Australia. Genome types of subgenus D, the main causes of epidemic
keratoconjunctivitis were Ad8b, Ad19a and Ad37p in Japan, Ad8p, Ad19a and Ad37p in the Philippnes
and Ad8p, Ad19a, Ad37p and Ad37a in Australia. (Acta Soc Ophthalmol Jpn 92: 1818—1824, 1988)
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