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MDS (Maximum Density Subgraph) Motif Database version 1.0 stores and displays motifs extracted
from the non redundant SPTR database and RIKEN DECODER translated sequences of FANTOM

DB by a maxi density subgraph algorithm. More i ion about MDS DB is here.

New motifs

Motif ID Description
MDS00105.1_Inhibitor of growth (ING) motif, ING1/ING1L subfamily motif
MDS00105.2 Inhibitor of growth (ING) motif, ING1-homolog subfamily motif
MDS00105.3 Inhihitor of growth (ING) motif, ING3 subfamily motif
MDS00113  Leucine zipper-like motif
MDS00132  found in hypothetical proteins and members of the generic methyltransferase family

MDS00145  1-acyl-SN-glycerol-3-phosphate acyltransferase (AGPAT) subfamily motif
MDS00146  found in hypothetical proteins

MDS00147  found in hypothetical proteins

MDS00148  Solute carrier 21 family motif (organic anion transporter)

© ot
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http://motif.ics.es.osaka-u.ac.jp/fantom2/
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