Cell, Volume 168

Supplemental Information

The Ancient Gamete Fusogen HAP2 Is

a Eukaryotic Class Il Fusion Protein

Juliette Fédry, Yanjie Liu, Gérard Péhau-Arnaudet, Jimin Pei, Wenhao Li, M. Alejandra
Tortorici, Francois Traincard, Annalisa Meola, Gérard Bricogne, Nick W.
Grishin, William J. Snell, Félix A. Rey, and Thomas Krey



Table S1. Data collection, phasing and refinement statistics. Related to Figure 4.

Data collection
Space group
Cell dimensions
a, b, c ()
o By(°)

Resolution (A)b
Rmerge

I/s (D)

CCiy2
Completeness (%)
Redundancy

Refinement
Resolution (A)
No. reflections
Rwork / Rfree
No. atoms

Protein

Ligand (glycans)

B factors
Protein
Ligand/ion

R.m.s deviations
Bond lengths (A)
Bond angles (°)

Ramachandran plot¢

Favoured (%)
Allowed (%)
Outliers (%)

Crystal 1
nativea

P212124

103.97 114.06 137.42
90.0 90.0 90.0
48.62-3.3 (3.418-3.3)
0.2125 (1.314)
7.5 (1.13)
0.989 (0.425)
100 (99)

49 (4.8)

48.62-3.3
25157
0.219 / 0.266

9948
84

88.66
103.70

0.008
1.12

91.5
7.5

Crystal 2
Pta

P212124

104.52 114.98 137.95
90.0 90.0 90.0
47.58-3.8 (3.936-3.8)
0.6371 (2.512)
11.09 (2.25)
0.994 (0.714)
100 (100)

66.0 (56.8)

aOne crystal was used to collect each of the diffraction data sets used to determine the

crystal structure.

bValues in parentheses are for highest-resolution shell.

¢ Ramachandran statistics were calculated with MolProbity



