10/10/23, 4:25 PM RCSB PDB - 50YL: VSV G CR2

Wi Display Files ~ | ® Download Files~ | % Data API
2 50YL
VSV G CR2
PDB DOI: https://doi.org/10.2210/pdb50YL/pdb
Classification: VIRAL PROTEIN
Organism(s): Recombinant vesicular stomatitis Indiana virus rVSV-G/GFP, Homo sapiens
Expression System: Escherichia coli
Mutation(s): No
Deposited: 2017-09-11 Released: 2018-03-21
Deposition Author(s): Albertini, A.A., Belot, L., Legrand, P., Gaudin, Y.
Funding Organization(s): French National Research Agency
Experimental Data Snapshot wwPDB Validation © 3D Report | Full Report
Method: X-RAY DIFFRACTION Metric Percentile Ranks Value
Resolution: 2.25 A Rfree — [ —0.227
R-Value Free: 0.224 Clashscore I— — 7
R-Value Work: 0.188 Ramachandran outliers I 0 S 0.2%
R-Value Observed: 0.190 Sidechain outliers I 0 W 2 .8%
RSRZ outliers — 11.6%

worse seter

Brercentierelative to al Xay structures

D percentie relsive o X-ray tructures of similr resolution

Ligand Structure Quality Assessment @
Worse 0 || MR 1 Better

Ligand structure goodness of fit to experimental data

This is version 1.2 of the entry. See complete history.

Literature

Structural basis for the recognition of LDL-receptor family members by VSV
glycoprotein.

Nikolic, J., Belot, L., Raux, H., Legrand, P., Gaudin, Y., A Albertini, A.
(2018) Nat Commun 9: 1029-1029

PubMed: 29531262

DOI: https://doi.org/10.1038/s41467-018-03432-4
Primary Citation of Related Structures:

50Y9, 50YL

PubMed Abstract:

( Biological Assembly 1

https://www.rcsb.org/structure/5oyl

Page 1 of 4

1/4

KELONIA EXHIBIT 1026



10/10/23, 4:25 PM RCSB PDB - 50YL: VSV G CR2

© 3D View: Structure | 1D-3D View | Electron Density | Validation Report | Ligand Interaction

Global Symmetry: Asymmetric - C1
Global Stoichiometry: Hetero 2-mer - A1B1
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R-Value Free: 0.224
R-Value Work: 0.188
R-Value Observed: 0.190
Space Group: H3 2

Unit Cell:

Length (A) Angle (°)
a=90.04 a=90

b = 90.04 B=90
c=515.78 y =120

Software Package:

Software Name Purpose
REFMAC refinement
PDB_EXTRACT data extraction
XDS data reduction
XSCALE data scaling
MOLREP phasing

Structure Validation

View Full Validation Report

Metric Percentile Ranks Value
Rfree I 1] M 0.227
Clashscore I 7
Ramachandran outliers NN ] W 0.2%
Sidechain outliers EE ] I 2.3%
RSRZ outliers W 11.6%
Worse Better

W percentile relative to all X-ray structures
[ Percentile relative to X-ray structures of similar resolution

Ligand Structure Quality Assessment @

Worse 0 _ M 1 Better

Ligand structure goodness of fit to experimental data
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