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Fig. 1. Comparison of the genomic organization of the complete ACLSV RNA
(strain “P” isolated from Prunus sp., and strain “A” isolated from Malus sp.), with the
3'-terminal regions of PVT, GVA, and GVB RNAs. The position of the ORFs (boxed)
and the sizes of their putative translation products are shown. MP, putative movement

protein; CP, coat protein.

2. Materials
2.1. Virus Purification

1. Buffer A: 10 mM Tris-HCI, pH 7.5 (autoclaved) (Bioprobe Systems).

2. Buffer B: 10 mM Tris-HCI, 5 mM MgCl, (Prolab), 0.2% 3-3' diaminodi-
propylamine (Fluka Chemika), pH 7.8. This buffer should be freshly prepared
and the pH should be adjusted after the addition of the polyamines.



