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*On the error axis, two lines are drawn to indicate the confidence with
which itis possible to reject regions that exceed that error value.

**Expressed as the percentage of the protein for which the calculated
error value falls below the 95% rejection limit. Good high resolution
structures generally produce values around 5% or higher. For lower
resolutions (2.5 to 3A) the average averall quality factor is around 81%
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Figure S1: ERRAT2 values for the first 300 residues of the B-chain of Ro52
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Chain#:B
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Residue # (window center)

*On the error axis, two lines are drawn to indicate the confidence with
which it is possible to reject regions that exceed that error value.

“*Expressed as the percentage of the protein for which the calculated
error value falls below the 95% rejection limit. Good high resolution
structures generally produce values around 95% or higher. For lower
resolutions (2.5 to 3A) the average overall quality factor is around 91%.

Figure S2: ERRAT2 values for residues 301 to the last residue of the B-chain of Ro52
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*On the error axis, two lines are drawn to indicate the confidence with
which it is possible to reject regions that exceed that error value.

Expressed as the percenta%e of the protein for which the calculated
error value falls below the 95% rejection limit. Good high resolution
structures generally produce values around 95% or higher. For lower
resolutions (2.5 to 3A) the average overall quality factor is around 91%.

Figure S3: ERRAT2 values for the first 300 residues of the A-chain of Ro52
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*On the error axis, two lines are drawn to indicate the confidence with
which it is possible to reject regions that exceed that error value.

**Expressed as the percentage of the protein for which the calculated
error value falls below the 95% rejection limit. Good high resolution
structures generally produce values around 95% or higher. For lower
resolutions (2.5 to 3A) the average overall quality factor is around 91%.

Figure S4: ERRAT2 values for residues 301 to the last residue of the A-chain of Ro52
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*On the error axis, two lines are drawn to indicate the confidence with
which it is possible to reject regions that exceed that error value.

**Expressed as the percentage of the protein for which the calculated
error value falls below the 95% rejection limit. Good high resolution
structures generally produce values around 95% or higher. For lower
resolutions (2.5 to 3A) the average overall quality factor is around 91%.

Figure S5: ERRAT2 values for the first 300 residues of Ro60
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*On the error axis, two lines are drawn to indicate the confidence with
which it is possible to reject regions that exceed that error value.

**Expressed as the percentage of the protein for which the calculated
error value falls below the 95% rejection limit. Good high resolution
structures generally produce values around 95% or higher. For lower
resolutions (2.5 to 3A) the average overall quality factor is around 91%.

Figure S6: ERRAT2 values for residues 301 to the last residue of Ro60
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Figure S7: Ramachandran plot and statistics for the Ro60-Ro52 complex obtained with PROCHECK
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Ramachandran plots for all residue types
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Shading shows favourable conformations as obtained from an analysis of 163 structures at resolution 2.0A or better.
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Figure $8: Ramachandran plot for the Alanine to Histidine residues of the Ro60-Ro52 complex obtained
with PROCHECK
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Figure S9: X1 — Xz plots of some residues of the Ro60-Ro52 complex obtained with PROCHECK
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Figure S$10: Parameters and statistics of the main chain of the Ro60-Ro52 complex obtained with
PROCHECK
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Figure S11: Parameters and statistics of the side chain of the Ro60-Ro52 complex obtained with
PROCHECK
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Figure S12: Properties of the residues of the Ro60-Ro52 complex obtained with PROCHECK
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Figure S13: Main chain bond lengths of the Ro60-Ro52 complex obtained with PROCHECK
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Figure S14: Bond angles of the main chain of the Ro60-Ro52 complex obtained with PROCHECK
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Histograms showing RMS distances of planar atoms from best-fit plane.
Black bars indicate large deviations from planarity: RMS dist > 0,03 for rings, and > (.02 otherwise.
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Figure S15: Planarity results of the Ro60-Ro52 complex obtained with PROCHECK
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Figure $16: Ramachandran plot for the Ro60-Ro52 complex obtained with SWISS-MODEL Structure
Assessment
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Figure $17: Ramachandran plot for the Gly residues of the Ro60-R052 complex obtained with SWISS-
MODEL Structure Assessment

S15



EXCLI Journal 2024;23:888-903 — ISSN 1611-2156

Received: January 24, 2024, accepted: April 26, 2024, published: June 10, 2024

N

'Y

A

Figure $18: Ramachandran plot for the residues apearing before Pro in the Ro60-Ro52 complex ob-
tained with SWISS-MODEL Structure Assessment
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£

Figure $19: Ramachandran plot for the Pro residues of the Ro60-Ro52 complex obtained with SWISS-
MODEL Structure Assessment
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Figure S20: Analysis of the cell cycle in HeLa cells by Flow Cytometry. Each histogram represents one
biological independent experiment (n=4). The table displays the results from the 4 experiments (num-
bered 1-4), the mean as well as the standard deviation (SD). The values refer to the percentage of cells
in each of the phases of the cell cycle.
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