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method RMSD (A) %N (query) quality (TM)
CE 3.17 83.4 0.60
SSAP 4.37 88.1 0.59
DaliLite 2.82 80.0 0.61
Vorolign® 2.28 51.7 0.56
Vorometric 3.02 84.8 0.65
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avg. precision (%) time per query  superposition
Vorometric-TM 82,9 51 sec yes
Vorometric-raw 79.7 44 sec no
CB 80.9 14 hours yes
MAMMOTH 80.8 1.6 hours yes
3D-BLAST 76.2 14 sec no
PSI-BLAST 61.8 8 sec no

I—

0 (61=93 +>9! + >

Family ~Superfam Fold TM %N  rmsd

Vorometric-TM  90.7 94.9 97.6 074 872 243
Vorometric-raw  85.9 91.2 970 — — —
Vorolign 86.4 92.4 97.7 074 763 1.9
CE 84.6 91.9 94.1 077 782 195
SSEA 60.8 68.9 756 @ — @ —

BLAST 48.9 525 528 — — —
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