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Chains A and B highlighted Key:___ Salt Disulphide ___ Hydrogen ___ Non-bonded
(ctick to view) bridges bonds bonds contacts
j I l Ii & Schematic diagram of interactions between protein chains.
m Interacting chains are joined by coloured lines, each representing a
LQ}{G) (33:29 res) different type of interaction, as per the key above. The area of each

circle is proportional to the surface area of the corresponding
protein chain. The extent of the interface region on each chain is
represented by the black wedge whose size signifies the interface
surface area. Statistics for this interface are given below.

Interface statistics

No. of No. of No. of No. of No. of
interface Interface salt disulphide hydrogen non-bonded
Chain residues area (A2) bridges bonds bonds contacts
[A) 33 1622
(B 29 1608

Residue interactions across
interface
Coloured by residue type

1of2 17-01-2018 17:47



Protein-protein interface: 1785, chains A} {B http://www.ebi.ac.uk/thornton-srv/databases/cgi-b...

Chain A Chain B

LeuS9 @D (D Ser275
GIn87 O @D Glu274

Argo2 @ G Arg281
Asp82 €D Asn278
Thr75 Lys282

Ala69 @ - @D Asp279
Arg76 Q@D Glu295

D Phe617

A Glu291
@D Lys644

, Asn651
Phe647

!, List of
Leudl - - Val612 interactions
Ala237 @ (DD Ser613

.% Diagram in
LysS3 @ ”.Tyrﬁzs /u PDF format
Asp 632 ' Diagram in

Arg240 €D Phe623 OUB postscript
D GIn634 version  format

Key: __ Salt Disulphide ___ Hydrogen Non-bonded
bridges bonds " bonds contacts

The number of H-bond lines between any two residues indicates
the number of potential hydrogen bonds between them. For
non-bonded contacts, which can be plentiful, the width of the
striped line is proportional to the number of atomic contacts.

Residue colours: Positive (H,K,R); negative (D,E); S,TN,Q = neutral; A, VLI, M =
aliphatic; FY,W = aromatic; PG = Pro&Gly; .
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