Table 2.  Database of protein-protein complexes alignments DALIBASE


Examples

1st complex:

Name, Ra
1noiB
1noiB
1noiB

Name, La
1noiA
1noiA
1noiA

Number of residues, total, R
823
823
823

Number of residues, total, L 
823
823
823

Number of residues, core, R
533
533
533

Number of residues, core, L
549
549
549

Number of residues, interface, R
26
26
26

Number of residues, interface, L
29
29
29

Number of residues, noninterface, R
264
264
264

Number of residues, noninterface, L
245
245
245

2nd complex:

Name, R
1ygpB
1abbD
1pygC

Name, L
1ygpA
1abbC
1pygB

Number of residues, total, R
798
823
801

Number of residues, total, L
798
823
791

Number of residues, core, R
512
538
515

Number of residues, core, L
510
540
503

Number of residues, interface, R
38
27
10

Table 2.  (continued)

Number of residues, interface, L
40
26
9

Number of residues, noninterface, R
248
258
276

Number of residues, noninterface, L
248
257
279

Alignment:

Number of identical residues, total, R
378
820
792

Number of identical residues, total, L
377
821
778

Number of identical residues, core, R
317 
550
541

Number of identical residues, core, L
321
561
545

Number of identical residues, interface, R
3
23
0

Number of identical residues, interface, L
2
24
0

Number of identical residues, noninterface, R
58
247
251

Number of identical residues, noninterface, L
54
236
233

RMS, L (Å)
9.2
2.6
88.0

RMS, R (Å)
7.1
2.1
88.3

Shift of the center of gravity, L (Å)
8.5
1.9
75.5

Shift of the center of gravity, R (Å)
6.2
1.2
75.3

aAbbreviations used: R, receptor; L, ligand.

The database is available at http://guitar.rockefeller.edu.

