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3D- Comparative Modelling, Structure Comparison &dRimg Studies for AVPR2 Protein with Some £

-Diabetic Plant Compounds from North East India; IGJR014; 4(1): 8-17 ]
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CLIPZ: a database and analysis environment for expamentally determined

binding sites of RNA-binding proteins.

The stability, localization and translation ratd mRNAs are regulated by a multitude of RNA-bindingteins
(RBPs) that find their targets directly or with thelp of guide RNAs. Among the experimental metfadsapping RBH
binding sites, cross-linking and immunoprecipitati@CLIP) coupled with deep sequencing providesstcainptome-wid
coverage as well as high resolution. However, padihe to their vast volume, the data that wereas@énerated in CLI
experiments have not been put in a form that ersatalst and interactive exploration of binding sit€e address this nee
we have developed the CLIPZ database and analpsisomment. Binding site data for RBPs such as Aggte 1-4, Ins
lin-like growth factor II mMRNA-binding protein 1-3NRC6 proteins A-C, Pumilio 2, Quaking and Polypydine tract

binding protein can be visualized at the levellh® genome and of individual transcripts. Individuakrs can upload the

own sequence data sets while being able to lingitatcess to these data to specific users, and seslgf the public ang
private data sets can be performed interactivelylRZ, available at http://www.clipz.unibas.ch, aitgsprovide an ope

access repository of information for post-transtiopal regulatory elements.

[http://www.ncbi.nim.nih.gov/pubmed/21087992]
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Bioinformatics analyzing method for redundancy of S SR (Simple Sequence
Repeat) molecular marker
CN102156824B
CN Grant

Abstract

The present invention discloses a SSR markers daohay bioinformatics analysis method comprisingsteps
of: A1, download the relevant public databasesvan &SR markers developed SSR markers; A2, on tife
markers pretreatment, converted into FASTA form&; good FASTA file backup to handle a file suffibk",

use the backup file as input, for each species @&Rers respectively, than right, query similasgguence
A4, A3 from the results obtained in a manner sintilathe matching score of not less than 81%; aecktis ng
gap; to filter a pair of primers, and then extrasimilar primer number; A5, all similar primersitsra line, out
put the final result File out. list. The researshdeveloped the same time cause the developmaediffefent
species in the same SSR markers there is redundtdmecyise of the method of the present invention lus
achieved to redundancy purposes.
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