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HHpred based alignment of the most conserved blocks and catalytically relevant amino acids
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HHpred output for Babela_gene_300

No Hit

1 PLN03189 Protease specific for 91.2
2 COG5160 ULP1 Protease, Ulpl fa 90.2
3 PF02902 Peptidase_C48: Ulpl p 89.4
4 PF02902 Peptidase_C48: Ulpl p 75.1

Prob E-value P-value Score SS Cols Query HMM Template HMM

2.1 4.4E-05 45.4 10.9 113 270-391 293-415 (490)
1.1 2.4E-05 47.9 8.1 99 269-389 385-496 (578)
5.6 0.00012 34.3 10.4 102 280-391 2-135 (216)
2.1 4.4E-05 36.9 2.0 34 28-62 148-182 (216)

>PLN03189 Protease specific for SMALL UBIQUITIN-RELATED MODIFIER (SUMO); Provisional
Probab=91.18 E-value=2.1 Score=45.40 Aligned_cols=113 Identities=20% Similarity=0.317 Sum_probs=0.0
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>C0G5160 ULP1 Protease, Ulpl family [Posttranslational modification, protein turnover, chaperones

Probab=90.24 E-value=l.1 Score=47.95 Aligned_cols=99 Identities=24% Similarity=0.496 Sum_probs=0.0
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>PF02902 Peptidase_C48:

Probab=89.42 E-value=5.6 Score=34.25 Aligned_cols=102 Identities=19% Similarity=0.289 Sum_probs=0.0
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Ulpl protease family, C-terminal catalytic domain
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the peptidase classification.; InterPro: In the MEROPS database peptidases
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Ulpl protease family, C-terminal catalytic domain This family belongs to family C48 of



