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Model Building Report

This document lists the results for the homology modeling project "Untitled Project" submitted to SWISS-MODEL workspace on May
5, 2015, 1:39 p.m..The submitted primary amino acid sequence is given in Table T1.
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Results
The SWISS-MODEL template library (SMTL version 2015-04-22, PDB release 2015-04-17) was searched with Blast (Altschul et al.,

1997) and HHBIits (Remmert, et al., 2011) for evolutionary related structures matching the target sequence in Table T1. For details
on the template search, see Materials and Methods. Overall 2484 templates were found (Table T2).

Models

The following models were built (see Materials and Methods "Model Building"):
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QMEAN4 -4. 56. | I
CB 0.62 I | I
All Atom 0.86 I | I
Solvation -3.62 I | I
Torsion -3.45 I | I
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Template Identity state by Method Resolution Similarity Range Coverage Description
4h5y1A 1376 monomer HHblits X-ray  2.10A 028  290- 435 LidA protein, substrate of the
447 Dot/lcm system

The template contained no ligands.

Target  MTQRSSVTIKSGGTRNFSASSASLLPGCRPGFSSVSVSQSGKSFGGGIGGGFGTRSLHSFGGNKRISIGGGYRSTRASFG
L

Target  GAACGLGVSGIGYRVGGAYGGYGYGGGMAPGAGGIHEVTVNQSLLTPLHLEIDPSLQRVRKEEKEQIKTLNNKFASFIDK
L

Target  VRFLEQQNKVLETKWSLLQEHKTTRTNLEPMFEAYITNLRRQLECLGGERSRLETELKSMQDVVEDFKNKYEEEIHRRTA
L

Target AENEFVVLKKDVDAAYMNKVELEAKVEALMDEINFLRAFFEAELAQLQAQISETSVVLSMDNNRSLNLDSITIAEVKAQYE
4h5y.1.A --------- KDVIAELGAQMALQRNINLQNQQ----- DRMEHELFKRRLMAALFLWYLSKKSH- - --AAEKVKEIIREYN

Target DIANRSRAE-------------- AESWYQTKYEELQRSAGQRGDDL - - -RTTKMEISELNRAMQRLRSEIDNLKKQCATL
4h5y.1.A EKAIKNAEKASKPSQQSTSSTSQADKEIQKMLDEYEQAIKRAQENIKKGEELEKKLDKLERQGKDLEDKYKTYEENLEGF

Target QASTADAEQRGE LALKDAKNKLAELEDALQKAKQDMARQLREYQELMNVKLALDIEIATYRKLLEGEECRLTGEGVGAVN
4h5y.1.A EKLLTDSEELSLSEINEKMKAFSKDSEKLTQLMEKHKGDEKTVQSLQREHHDIKAKLANLQVLH---=-----=------

Target  ISVVSSSGGTGYSGGGGLCVSGGVYSGGGYSGSGLCYGGGGSGGFSSTSGRSVSGSSSSMRIVSKTSSTKKSYRS
L



