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Table S1 | Cryo-EM data collection,

refinement, and validation statistics

Data collection and processing
Microscope
Camera
Magnification
Voltage (kV)
Electron exposure (e—/A?%)
Defocus range (um)
Pixel size (A)
Symmetry imposed
Initial particle images (no.)
Final particle images (no.)
Map resolution (A)

FSC threshold

Map resolution range (A)

Refinement
Map sharpening B factor (A?)
Model composition
Non-hydrogen atoms
Protein residues
Ligands
B factors (A?)
Protein
Ligands
R.m.s. deviations
Bond lengths (A)
Bond angles (°)
Validation
MolProbity score
Clashscore
Poor rotamers (%)
Ramachandran plot
Favored (%)
Allowed (%)
Disallowed (%)

gp100/HLA-A2/TCR-CD3 complex
(EMDB-13427; PDB 7PHR)

TITAN-Krios
Gatan K2 Summit
130,000
300
62
-1.2to-2.2
1.05
C1
450,996
154,408
3.08
0.143
2.61t05.05

-78.6

11,511
1,443
6 (NAG)

41.97
43.07

0.0055
0.77

141
5.35
0.08

97.40
2.60
0.00




