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ERRATUM

Viral Escape at the Molecular Level Explained by
Quantitative T-cell Receptor/Peptide/MHC Interactions
and the Crystal Structure of a Peptide/MHC Complex

A. C. Tissot, C. Ciatto, P. R. E. Mittl, M. G. Gritter and A. Plickthun
J. Mol. Biol. (2000) 302, 873-885

It is regretted that due to a printing error Table 2 of the above paper contained the following errors:

Line 12: N°'— N GIn97 should read: O*'—N" GIn97
Line 13: N%2-N¢! GIn97 should read: N%2-0°! GIn97
Line 20: N—1 O Ser77 should read: N—O" Ser77

The Table appears correctly below.

Table 2. Solvent accessibility of peptide residues and interaction partners

Accesible surface

Hydrophobic Side-chain atoms® Main-chain atoms®
Residue H-bonds® interactions®? (A2 (A2 % of total®d
PlLys N—OH Tyr171 Glu63 30.9 0.0 10.6
O—OH Tyr159 Trp167
P2Ala N—O#! Glu63 Tyr7 2.3 1.0 1.1
O—N° Lys66 Lys66
P3Val 0—0% Glu9® Tyr159 0.8 0.0 0.3
PATyr O—N* His155 Lys66 1120 24 393
P5Asn N — O! GIn70 Trp73 0.0 12.8 44
0% —N# GIn97
N%-0O¢! GIn97
P6Phe N—OH Tyr156 His155 62.9 15.2 26.8
O—N*! Trp73 Alal52
P7Ala O—OH Tyr156° Trp147 10.2 10.0 6.9
P8Thr O—N*! Trp147 Trp73 26.5 3.9 10.5
O—NE¢ Lysl46
O"—N°¢ Lys146
P9Cys N—O Ser77 Trp73 0.0 0.0 0.0
OT1—0" Thr143 Ser77

OT1—OH Tyr84
OT2—N?®? Asn80
OT2—NE¢ Lys146

2 As identified by the program HBPLUS (McDonald & Thornton, 1994), using default parameters.

b Only for side-chains, and defined as carbon or sulfur atoms in contact with other carbon or sulfur atoms.

¢ Calculated using the program Surface (Collaborative Computational Project Number 4, 1994), using a 1.4 A probe.
4 Ratio between the accessible surface of a whole residue and the total accessible surface of the peptide.

¢ Hydrogen bonds mediated by an ordered water molecule.
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