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Il8-like Domain

MMS-Code                     : 54117           
Class                               : Alpha and Beta Proteins (a+b)
Number of Members      : 2
Average Size                   : 71

Percentage Identity Matrix
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1ikl- 100.0 21.0
1huma 21.0 100.0



Alignment Based On Similarities In Structural 
Features in Interleukin Superfamily
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Alignment with Homologues in  
HOMSTRAD database



Alignment Score of il8-like Superfamily
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Interacting Motifs of the il8 superfamily

1ikl- (   4 )           elrçqçikTyskpfhpkfIkeLrviesgphçanteIiVklsdg
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Conservation of the motifs in the structures

1ikl 1huma

Bhaduri, A., Ravishankar, R. & Sowdhamini, R., 
Proteins Structure, Function and Genetics (in press)



Employing structural motifs for 
sensitive sequence searches

Step 1:
Homologous sequences of individual superfamily  members are aligned 
and amino acid exchanges at individual positions were scored for
conservation. 

Step 2:
Homologous sequences of individual superfamily members are aligned 
and amino acid exchanges at individual positions were scored for
conservation. 

Step 3:
Spatially interacting motifs, when mapped on the superfamily
alignment if in equivalent positions are considered for constrained 
sequence searches



Interacting Motif Pattern Assisted (IMPA)
Search: PHI-Blast Parameters

• Patterns obtained from Interactive Motifs
• E –value 1 (Standard value 0.0001)
• Iterations used 1(Standard value 3 or 5)
• Each superfamily Member of CAMPASS 

was used as a query Sequence



Blast analysis on PDB for il8-like proteins
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Contribution of individual motifs of the 
il8-like proteins
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Blast analysis on Genomes

0

100

200

300

400

500

1hum 1ikl

Total no. of Psi hits

No. of putative il8 Psi
hits

Total no. of IMPA hits

No. of putative il8
IMPA hits



Genome Distribution across 91 
Genomes
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Distribution of Hypothetical Proteins in the genome : 
Putative members of the Superfamily
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Performance with respect to time
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Testing of The Coverage against SCOP

Superfamily IMPALA BLAST IMPA TOTAL

SH3 58 54 56 67

Porins 31 24 33 33

Mucs 20 18 18 20

FMNs 17 5 16 18

Il8-like 34 34 34 35

CBP 111 99 105 125

Bhaduri et al., (in press)
Proteins Structure, Function and Genetics
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