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Table 1. Reactions of experimental plants after mechanical inoculation with hibiscus
virus (strains HV-Y and HV-Ch)

Plant Reactions*
Inoculated leaves Upper leaves
Chenopodiaceae
Chenopodium amaranticol or LL /
C. quinoa LL /
Malvaceaea
Abelmoschus esculentus MM and DRS MM
Gossypium hirsutum MM and DRS MM
Hibiscus cannabinus MM MM
H. sabdariffa MM MM
Solanaceae
Nicotiana benthamiana MM /
N. rustica MM /
N. tabacum MM /

* LL: local lesion; MM: mild mosaic; DRS: dark red spot; /: no infection.




2 > AHp# HV-Ch 2 HV-Y 2 dth2 8 3ev 28 8 3oy L 512 300 3R 87
FPEE A2 o
Table 2. Comparisons of homology (%) of nucleotide sequences of coat protein (CP)

and movement protein (MP) genes of HV-Ch and HV-Y with some tobamoviruses

HV-Ch HV-Y
CP MP CP MP
HV-Ch - - 100 99.76
HV-Y 100 99.76 - -
HVS 99.39 98.94 99.39 99.18
FHV 71.82 71.26 71.82 71.69
CGMMV 54.99 53.52 54.99 53.52
™V 61.09 57.69 61.09 57.69
ORSV 64.96 59.60 64.96 59.60

2 > AHp+ HV-Ch 2 HV-Y & #de2 8 v 28 & Foo A FI2 300 3405
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Table 3. Comparisons of homology (%) of deduced amino acid sequences of coat
protein (CP) and movement protein (MP) of HV-Ch and HV-Y with some

tobamoviruses

HV-Ch HV-Y
CP MP CP MP

HV-Ch - - 100 99.29
HV-Y 100 99.29 - -
HVS 100 98.94 100 99.65
FHV 76.92 82.97 76.92 82.97
CGMMV 4591 31.94 4591 31.94
™V 41.77 31.55 41.77 32.04

ORSV 41.83 29.33 41.83 29.33
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Fig. 1. Immuno-blotting of purified tobamoviruses CGMMYV (1), HV-Y (2), and
HV-Ch (3). Viral coat proteins were probed with polyclonal antibodies of HV-Y (blot
A), HLSV (blot B), HLFPV (blot C), CGMMYV (blot D), and TMV (blot E).
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Fig. 2. Phylogenetic tree based on deduced amino acid sequence comparisons of
movement protein (A) and coat protein (B) showing the relationship of HV-Y and
HV-Ch to other nineteen tobamoviruses. Values at the forks indicate the numbers of
times out of 1000 tree that this grouping occurred after bootstrapping the data. The

scale bar shows distances at substitutions per base.



