Acta Cryst. (2020). F76, doi:10.1107/S2053230X20009164 Supporting information

STRUCTURAL BIOLOGY
F COMMUNICATIONS

Volume 76 (2020)

Supporting information for article:

Crystal structure of the Rab-binding domain of Rab11 family-
interacting protein 2

Aoife Mairead Kearney and Amir Rafiq Khan



Acta Cryst. (2020). F76, doi:10.1107/S2053230X20009164 Supporting information, sup-1

R2.STEP: Locating Sequentially the Fragments
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Rotation Function Body Refinement Tnitial CC Best Trace CClaa.
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[The cusrent best solution is: cascmbleIDxx2FR3_16-3.pdb with FINALCC: 49.99 and n. residucs traced 197
file is: Alabdata/rglabyakhan/DocumentsFLP2_structure/ ] _arcimboldo_lite’_EXP_LIBRARY/S\VensemblelDxx2FR3_16-3.pdb

« FRE: Pos. in Rank: 37 LLG: 480.26 ZSCORE: 3.71 Top LLG in Clustcs (1, 1, 1, 1): 48421 Top ZSCORE in Cluster (1, 1, 1, 1): 406
+ REFINEMENT ROTATION AND MODEL

« FIF: Pos. in Ranic 8 LLG: 605.77 ZSCORE: 1488 Top LLG in Cluster (1, 1, 1, 1) 615.03 Top ZSCORE in Cluster (1, 1,1, 1):
+ PACK: Pos. in Ranic 8 LLG: 605.77 ZSCORE: 1488 Top LLG in Cluster (1, 1, 1, 1): 615.03 Top ZSCORE in Cluster (1, 1, 1, 1 1S.82
« RNP:Pos. io Rank: § LLG: 63140 ZSCORE: 1488 TFZ=: 1720 Top LLG in Cluster (1, 1. 1, 1): 634.00 Top ZSCORE in Cluster (1,1, 1, 1): 1582
+ INITIAL CC

> Aftor Refincanent: Pos. in Raak: 4 INITCC: 30.04 Top INITCC in Claster (1, 1,1, 1): 3011
+ EXPANSION

Cycles:
Final CC: 49.99% N. Residucs Tracod: 197.00

Figure S1 Results of phasing from ARCIMBOLDO LITE.



