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Table S1  Summary of DALI search results for SepL

Name PDB/Chain z-score r.m.s.d.

Number of Number % ID

(Species) (A) Cqatoms  of residues
aligned
CopN 4P40/A 11.9 4.1 190 288 10
(Chlamydia)

MxiC 2VIX/B 11.0 3.4 183 283 11
(Shigella)

TyeA 1XL3/D 10.9 1.6 79 85 20
(Yersinia)

YopN 1XL3/B 7.6 4.8 119 206 13
(Yersinia)

Table S2  Data collection and processing of selenomethionine SepL

Data Collection

Selenomethionine SepL

Space group

P422

Cell dimensions

a, b, c(A) 78.21, 78.21, 147.00
a, B, v(°) 90, 90, 90
Peak Inflection

Wavelength (A) 0.97943 0.97961
*Resolution (A) 73.47-3.65(4.00-3.65) 73.47-3.65 (4.00-3.65)
Completeness (%) 99.8 (99.7) 99.8 (99.7)
Unique reflections 5504 (1266) 5505 (1267)
Redundancy 17.8 (18.6) 17.8 (18.6)
I/o(I) 18.2 (6.9) 16.0 (4.7)
Rmerge 0.132(0.478) 0.172(0.731)
Rpim 0.043(0.156) 0.057(0.240)
CC 1/2 0.999 (0.989) 0.999 (0.973)




