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Protein-protein and protein-DNA interfaces (HM G-D)
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Coordinate file 1grv: Murphy F V et a. EMBO Journal 18:6610
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DNA binding residuesin HMGL1
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DNA binding residuesin HIV RT
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HIV RT MGBT: 11€94, GIn258, Gly262, Trp266, GIn269

Structure — function correlations

Average change in potential
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Computational mutagenesis

HIV RT mutagenesis data

Experimental data from Wrobel JA et al. PNAS 95:638
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HIV RT mutagenesis data
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Genetic classification

HIV RT mutagenesis data




