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Figure S1. Conservation of MP™°Y NLS among all subgroup 3 Tobamoviruses

Alignment of all sequenced MP proteins from the subgroup 3 Tobamoviruses (TVCV, YoMV and
RMV). Conservation of monopartite NLS identified in TVCV in this study (TVCV OSU, top line)
as predicted among all available subgroup 3 virus MP sequences is highlighted in yellow (basic
residues) with additional residues predicted to be involved in importin-a interactions (http://nls-
mapper.iab.keio.ac.jp/cgi-bin/NLS Mapper_ form.cgi// ) shaded in grey. Accession numbers for
each MP sequence is shown at the right of the first line of sequence, as are the residue
positions within each protein (every line). Sequence similarity indicated below the aligned
sequences. See text for details.




TMGMV (TMV U2) MAVSLRDTVKISEFINLSKQDEILPAFMTKVKSVRISTVDKIMAVKNDSLSDVDLLKGVKLVKNGYV 67 P18338
U2 MAVSLRDTVKISEFIDLSKQDEILPAFMTKVKSVRISTVDKIMAVKNDSLSDVDLLKGVKLVKNGYV 67 A4LALS
Japanese MAVSLRDTVKISEFIDLSKQDEILPAFMTKVKSVRISTVDKIMAVKNDSLSDVDLLKGVKLVKNGYV 67 0Q8Vv701
HP MAVSLRDTVKISEFIDLSKQODEILPAFMTKVKSVRISTVDKIMAVKNDSLSDVDLLKGVKLVKNGYV 67 A3QVGS8
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TMGMV (TMV U2) CLAGLVVSGEWNLPDNCRGGVSVCIVDKRMKRSNEATLGAYHAPACKKNFSFKLIPNYSITSEDAEK 134
u2 CLAGLVVSGEWNLPDNCRGGVSVCIVDKRMKRSKEATLGAYHAPACKKNFSFKLIPNYSITSEDAEK 134
Japanese CLAGLVVSGEWNLPDNCRGGVSVCIVDKRMKRSKEATLGAYHAPACKKNFSFKLIPNYSITSEDAEK 134
HP CLAGLVVSGEWNLPDNCRGGVSVCIVDKRMKRSKEATLGAYHAPACKKNFSFKLIPNYSITSEDAEK 134
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TMGMV (TMV U2) NPWQVLVNIKGVAMEEGYCPLSLEFVSICVVHKNNVKKGLRERILRVTDDSPIELTEKVVEEFVDEV 201
U2 HPWQVLVNIKGVAMEEGYCPLSLEFVSICVVHKNNVRKGLRERILSVTDGSPIELTEKVVEEFVDEV 201
Japanese HPWQVLVNIKGVAMEEGYCPLSLEFVSICVVHKNNVRKGLRERILRVTDGLPIELTEKVVEEFVDEV 201
HP HPWQVLVNIKGVAMEEGYCPLSLEFVSICVVRKNNVRKGLRERILRVTDGLLIELTEKVVEEFVDEV 201
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U2 PMAVKLERFRKTK--————=—=—=—— KKVVGNNVNNKKINNSGKKGFKIEEIEDNVSDDESIASSSTF 256
Japanese PMAVKLERFRKTK-----—-=—- KRVVGNSVNNKKINNSGKKGLKVEEIEDSVSDDESIASSSTF 256
HP PMAVKLERFRKTK--——————=—— KRVVGNSVNNKKINNSGKKGLKVEEIEDSVSDDESIASSSTF 256
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Figure S2. A putative basic monopartite NLS is not conserved among TMGMV isolates.
Alignment of MP protein sequences from the four sequenced isolates of Tobacco mild green
mosaic virus (TMGMV). The monopartite NLS predicted to be present in one isolate, and to
correspond in sequence and position to the MP™®Y NLS, is highlighted in yellow with additional
residues predicted to be involved in importin-a interactions (http://nls-mapper.iab.keio.ac.jp/cgi-
bin/NLS Mapper form.cgi// ) shaded in grey. Accession numbers for each MP sequence are
shown at the right of the first line of sequence, as are the residue positions within each protein
(every line). Sequence similarity indicated below the aligned sequences. See text for details.




