Page 1

PROCHECK

Ramachandran plots for all residue types

4unic_10

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

329 430

37

Ala (29)

-180 -90 0 90 180

-90

0

90

180

Phi

Arg (20)

-180 -90 0 90 180

-90

0

90

180

Phi

25 55

273

Asn (33)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

Asp (23)

-180 -90 0 90 180

-90

0

90

180

Phi

5 244 Cys (8)

-180 -90 0 90 180

-90

0

90

180

Phi

282

239

245

335

Gln (27)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

77 80

318 Glu (16)

-180 -90 0 90 180

-90

0

90

180

Phi

70

310 271

Gly (45)

-180 -90 0 90 180

-90

0

90

180

Phi 388

14

His (7)

Numbers of residues are shown in brackets. Those in unfavourable conformations (score < -3.00) are labelled. Shading shows favourable conformations as obtained from an analysis of 163 structures at resolution 2.0A or better.

Page 2

PROCHECK

Ramachandran plots for all residue types

4unic_10

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

219

176

299 389 Ile (25)

-180 -90 0 90 180

-90

0

90

180

Phi

129 416

36

Leu (37)

-180 -90 0 90 180

-90

0

90

180

Phi

313 444 222

Lys (21)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

Met (13)

-180 -90 0 90 180

-90

0

90

180

Phi

235

Phe (22)

-180 -90 0 90 180

-90

0

90

180

Phi

260 330

333

Pro (25)

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

312

252

217

220 163 122

Ser (30)

-180 -90 0 90 180

-90

0

90

180

Phi

419 433 356

285

Thr (31)

-180 -90 0 90 180

-90

0

90

180

Phi

Trp (8)

Numbers of residues are shown in brackets. Those in unfavourable conformations (score < -3.00) are labelled. Shading shows favourable conformations as obtained from an analysis of 163 structures at resolution 2.0A or better.

Page 3

PROCHECK

Ramachandran plots for all residue types

4unic_10

-180 -90 0 90 180

-90

0

90

180

Phi

Psi

224 98 306

223

Tyr (29)

-180 -90 0 90 180

-90

0

90

180

Phi

199 315

177

16 Val (31)

Numbers of residues are shown in brackets. Those in unfavourable conformations (score < -3.00) are labelled. Shading shows favourable conformations as obtained from an analysis of 163 structures at resolution 2.0A or better.