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Table 1: List of protein analysis tools and databases interfaced by PAT. 
 
Name Description Reference Output 

parser 
Databases 
SWISSPROT Manually-annotated protein sequences (1)  
SPTREMBL SWISSPROT + Computer-analized protein 

sequences not yet manually-annotated 
(1)  

UNIREF100 Non-redundant protein sequences at 100% ident. (1)  
UNIREF50 Non-redundant protein sequences at 50% ident. (1)  
PFAM Protein sequence families (2)  
Protein Data Bank Protein 3D structures (3)  
PDB_seq PDB sequences in FASTA format (4)  

Primary sequence analysis 
AACOMPO Amino acid composition statistics Local  
PEPTIDE_MASS Peptide mass computation (5)  
PEPTIDE_CUTTER Protease clivage site search (6)  
SIGNALP Signal peptide prediction (7) + 

Cellular localization prediction 

PSORT Cell location prediction (8) + 
TARGETP Cell location and cleavage site predictions (9) + 
PROTFUN Prediction of cellular role, enzyme class and GO 

category 
(10,11)  

Non globular structure prediction 

TMAP Transmembrane segment prediction (12) + 
TMPRED Transmembrane segment prediction (13) + 
TOPPRED Transmembrane segment prediction (14) + 
SEG Compositional bias detection  (15) + 
CAST Compositional bias detection  (16) + 
NCOILS Coiled-coil prediction (17) + 
GLOBULAR Consensus non globular segment prediction Local + 

Sequence similarity search 
WUBLAST2 Fast sequence similarity search (18) + 
PSIBLAST Fast and iterative sequence similarity search (19) + 
HMM  Hidden Markov models based similarity search (20) + 
HMMPFAM Match a sequence against an HMM database (20) + 
CDHIT Exhaustive database homology search (21) + 

Sequence alignment 

CLUSTALW Hierarchical multiple sequence alignment (22) + 
MUSCLE Multiple sequence alignment (23) + 
LALIGN Local pairwise alignments (24) + 
MVIEW Multiple sequence alignment viewer (25)  

Sequence motif search 
PS_SCAN PROSITE motif search (26)  
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MOTIF Protein sequence motif search (27)  
GREP Regular expression search Local  
MATRIX Pairwise scoring matrix from aligned sequences Local + 

Phylogeny inference and display 
BIONJ Distance-based phylogeny inference (28) + 
FASTME Distance-based phylogeny inference (29) + 
ATV Phylogenetic tree applet viewer (30)  

Secondary structure prediction 
PSIPRED Secondary structure prediction (31) + 
PREDATOR Secondary structure prediction (32) + 
DSC Secondary structure prediction (33) + 
SIMPA96 Secondary structure prediction (34) + 
PRED2D Consensus secondary structure prediction Local + 

Solvent accessibility prediction 
NETASA Solvent accessibility prediction (35) + 

Tertiary structure analysis 

DSSP Secondary structure assignment from PDB files (36) + 
STRIDE Structural analysis of PDB files (37) + 
PDBGEO PDB file geometrical analysis Local + 
PDBINTER Residue surfaces buried by inter-chain contacts Local  
KNOTER Standard numbering of knottin structures (38,39)  

Tertiary structure display 

Jmol PDB file applet viewer (40)  

Tertiary structure superpimposition 

CE Pairwise structural alignment (41) + 
SHEBA Pairwise structural alignment (42) + 
PROFIT Pairwise structure least square fit (43) + 

Tertiary structure modelling 

SMD Combinatorial amino acid side chain placement (44) + 
SCWRL Rotamer-based amino acid side chains placement (45) + 
PDBBLAST Search and align homologs with known structures Local + 

Tertiary structure evaluation 
VERIFY3D Potential-based structure evaluation (46,47) + 
EVAL23D Potential-based structure evaluation (48) + 
TITO Sequence-structure compatibility evaluation (49)  
EVDTREE Potential-based structure evaluation (50)  

Other tools 
COLOR Displays colored HTML outputs of aligned 

sequences, predictions, consensus or evaluations 
Local + 

CONSENSUS Builds sequence and/or prediction consensus  Local + 
SIM2ALI Creates a multiple alignment from BLAST 

similarities 
Local + 
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SORT Sort protein segments according to name, type, 
length or position  

Local + 
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