Bioinformatic Analysis of NEIL1
in Human
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NEIL1- new component of BER system




Replication complex

Sankar Mitra, et al. PNAS, 2013



Basic information

e Name: nei Endonuclease VlllI-like 1
* Gene|D: 79661

e Sequence length: 389 AA

e Family: FPG family

 Orthologous: NEI (E.coli)

e Paralogous: NEIL2, NEIL3

e Ligand: DNA-binding

e Catalytic activity: Removes damaged bases from
DNA, leaving an abasic site.
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Fapy_DNA_glyco domain

Position: 210124
E-value: 5.12274901095688e-17 (HMMERZ)

This is a SMART Fapy_DNA_glyco domain (full annotation).
Fapy_DNA"

H2TH domain

This is a SMART H2TH domain (full annotation). '
Position: 142 to 224 Eﬂﬂ

E-value: 0.138273012466126 (HMMERZ2)

= Low complicity region

http://smart.embl.de/smart/show_motifs.pl?ID=Q96F|4
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NEIL1 (human) NEI (E.coli) NEI binding with DNA (E.coli)
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Swiss-Model

RNA editing: K242—R242
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Protein-Protein Interaction
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Integrate all clues and make a
lan for bench works
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