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Target

1

2

3

4

kDa/AU

38

171

200

72

SG

P1

C2

P21

P3121

Resolution

1.9

2.3

2.7

4.0

Issue(s)

Significant disorder 
in one direction

No heavy atom binding, 
not enough S atoms

Twinning

Low resolution, 
bad data quality

LLG

1268

876

427

95

TFZ

31.6

23.1

18.4

11.5

Rfree

0.28

0.24

0.26

0.35

Homologs 
in PDB

NO

NO

NO

YES
(avg 29% ID)

GDT_TS

94.9

74.7, 94.6

3.5 Low resolution 361 13.5 0.48
(initial)





7%
AU !!



GDT_TS 97.6GDT_TS 74.7



The protein folding problem is (probably) not solved as such

The crystallographic phase problem practically is

XR / cryo-EM
Will there be any need for more than

one tunable beamline per synchrotron?




