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Figure S4

A

Sad1 Molprobity

Summary statistics

All-Atom | Clashscore, all atoms: 191 100" percentile’ (N=778&, | 8704 + 0.254)
Contacts |Clas.]15.|:nre is the number of serious steric overlaps (> 0.4 A) per 1000 atoms.
\Poor rotamers 3 0.81% |Goal: <1%
\Ramachandran outliers |0 0.00% | Goal: <0.05%
Ramachandran favored (378  (97.67% |Goal: »98%
G‘;:ﬂ’ﬁ? IMolProbity score 1.03 100* percentile’ (N=11964, 1 §70A + 0.254)
(Cp deviations 0254 |0 0.00% | Goal: 0

\Bad backbone bonds: |0/ 1576 0.00% | Goal: 0%
\Bad backbone angles: 0/ 1963 0.00% | Goal: <0.1%

In the two column resalis, the keft column gives the raw count, right column gives the percentage.

* 10" percentile is the best among structures of comparahle resolution; (1 percentile is the worst. Far clashscore the comparative set of
structares was selected in 2004, for MolProbaty score in 204,

’ MuolProbity woome combines the clashscore, rotamer, and Ramachandran evaluations into a single score, normalized to be on the same scale as

X:my resalution.
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