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Показаны документы, содержащие фрагменты текста из документа

 http://mccmb.belozersky.msu.ru/2013/abstracts/abstracts/237.pdf.









1. SAL- Other Scientific Fields - Chemistry, Biology Related - Evalign

Evalign . Evalign is a computerised evaluation method for protein sequence alignment algorithm. It compares computer alignments with structural alignments of protein sequences and tells how correct your sequence alignment program is. It gives additional information on the characteristics of different alignment algorithms and shows types specific failings in alignment. ... None . ... SAL Home | Other Scientific Fields | Chemistry, Biology Related . ... SAL@KachinaTech.COM . ... 




      
[
Сохраненная копия

] 
 Ссылки http://www.sai.msu.su/sal/Z/2/EVALIGN.html -- 3.9 Кб -- 22.12.2007

    

Похожие документы



    

Еще в разделе: 
(Показать все результаты (>1917) - www.sai.msu.su/ )






    






2. RNA Alignment

Given word length and max number of mismatches . Use MEME algorithm for define conserved blocks . Apply the Dynamic programming algorithm to create chain of the blocks . Refine the chain using combined profile for chain of blocks. ... Reduce word length and number of mismatches and repeat the procedure for spacer between the blocks. ... Create helix profile and apply MEME-like iterative procedure to find sets of helices that consistent lokated reative to conserved blocks . ... 




      
[
Сохраненная копия

] 
 Ссылки http://bioinf.fbb.msu.ru/RNAAlign/theory.html -- 2.8 Кб -- 12.10.2006

    

Похожие документы



    

Еще в разделе: 
(Показать все результаты (>145) - bioinf.fbb.msu.ru/ )
	SDPsite - Algorithm Format requirements

	SDPlight

	Input Formats







    






3. Althaus E. - A branch-and-cut algorithm for multiple sequence alignment ::

Электронная библиотека Попечительского совета . ... Althaus E. - A branch-and-cut algorithm for multiple sequence alignment . ... Название: A branch-and-cut algorithm for multiple sequence alignment . Автор: Althaus E. Язык: . ... Электронная библиотека попечительского совета мехмата МГУ , 2004-2016 . ... 




      
[
Сохраненная копия

] 
 Ссылки http://lib.mexmat.ru/books/48453 -- 14.6 Кб -- 10.04.2016

    

Похожие документы



    

Еще в разделе: 
(Показать все результаты (>10817) - lib.mexmat.ru/ )
	Lander E.S., Waterman M.S. (eds.) - Calculating the Secrets of Life:

	Green J.A. - Sequences and series :: Электронная библиотека попечительского

	Green J.A. - Sequences And Series :: Электронная библиотека попечительского







    






4. AliComp - GeneBee Alignment Comparison Help

AliComp - GeneBee Alignment Comparison Help Type in a title for this session for you to remember. ... First alignment: .* ... HCVPCP2  ( 279) LLSVTSVVM------VGGYVAPVNTVKPKPVINQ TGVPCP2 ( 277) AIASNFVVKK-PQAEERPKNCAFNKVAASPKIVQ MHVPCP2 ( 288) CLYLKNLKQTFSSVLTTFYLDDVKCVEYKPDLSQ  MHVPCP1  ( 272) GYGMTFSMSPFELAQLYGSCITPNVCFVK-----  HCVPCP1  ( 262) TICIKDADY---NAKVEISVTPIKN--------- TGVPCP1 ( 256) TLFINANVM--TRAEKPKQEFKVEKVEQQPIVEE  IBVPCP  ( 282) AMYTRFAFK----NETSLPVAKQSKGKSKS-VKE Second  alignment : ... 




      
[
Сохраненная копия

] 
 Ссылки http://www.genebee.msu.ru/services/alicomp/help.html -- 20.1 Кб -- 26.08.2001

    

Похожие документы



    

Еще в разделе: 
(Показать все результаты (>204) - www.genebee.msu.ru/ )
	AliComp - GeneBee Alignments Comparison - Advanced

	Bioinformatics portal, Moscow State University

	GeneBee







    






5. About this project

SVETKA, a program for analysis of different alignments . Back to the help page . ... Such a feature can look like " Leucine in the position 362 of the alignment of the entire family " and can, in many cases, be a "decision rule" to distinguish sequences from two sides of a tree branch. ... Comparing the alignment with an input tree (the tree may be entered by the user or reconstructed with the WPGMA algorithm), the program detects supporting positions of the alignment for every branch the tree. ... 




      
[
Сохраненная копия

] 
 Ссылки http://mouse.belozersky.msu.ru/tools/svetka/articles/project.html -- 12.8 Кб -- 09.06.2006

    
      
[
Сохраненная копия

] 
 Ссылки http://monkey.belozersky.msu.ru/~dian/svetka/articles/project.html -- 12.8 Кб -- 09.06.2006

    

Похожие документы



    

Еще в разделе: 
(Показать все результаты (>2846) - monkey.belozersky.msu.ru/ )
	Inquiry information || Parsimony algorithm

	SDP home page

	ETS_all_contacts alignment







    






6. http://mouse.genebee.msu.ru/~bennigsen/nhunt_files/poster_mccmb_2011.pdf

 ... Results Comparison with FASTA archaean genomes. ... But each of these  programs  has some signicant Table 1: Numb er of found alignments with  E-value  less than given  Program   FASTA   Nhunt  Run time 5.5 1.4 Example  alignment : Query: ctgtttaccaggtcaggtccggaaggaagcagccaaggcagatgacgcgt aaaaaaaa||||aa|||||a|a|aaa|||a||aa|| |||||||aa||a|||aa||a| Sbjct: ctgtgaaccagcttatcgccgcaatcaaacagccaaatcatatgcagcat Identity = 33/50 (66%) Strand: Plus/Minus  Alignment  features without  scoring ... 




      
[
Текст

] 
 Ссылки http://mouse.genebee.msu.ru/~bennigsen/nhunt_files/poster_mccmb_2011.pdf -- 225.5 Кб -- 21.07.2011

    

Похожие документы



    

Еще в разделе: 
(Показать все результаты (>33) - mouse.genebee.msu.ru/ )
	ConClus

	Nhunt: program for nucleic acid sequence similarity search

	Comparison of protein phylogeny reconstruction methods







    






7. Geometrical core

 ... Alternative core new atoms (%) . ... An alignment of a set of structures is a set of positions , to each position some atoms from different structures correspond. ... Geometrical core of a set of structures is a subset of alignment positions those atoms are disposed similarly in all structures. ... For any two positions included into geometrical core, the distances between CA atoms of those positions in all structures may differ not more than the value of the parameter "Distance spreading". ... 




      
[
Сохраненная копия

] 
 Ссылки http://mouse.genebee.msu.ru/~sas/gc.html -- 4.2 Кб -- 18.03.2010

    
      
[
Сохраненная копия

] 
 Ссылки http://mouse.belozersky.msu.ru/~sas/gc.html -- 4.2 Кб -- 18.03.2010

    

Похожие документы



    

Еще в разделе: 
(Показать все результаты (>6989) - mouse.belozersky.msu.ru/ )
	SVETKA, a program for multiple sequence alignments analysis

	S : rm_systems

	Example of alignment







    






8. http://kodomo.cmm.msu.ru/~ellys/blosum.html

 ... Block DNA GyrB" shows the score of pairs Lys|Lys, Lys|Arg and Lys|Ser respectively, from a block constituted by amino acid sequences from the same protein (DNAGyraseB), but from different organisms, for example GYRB_ECOLI, GYRB_YERPE (yeast), GYRB_HEINE, GYRB_MUSC (mouse). Block 200 illustrates the score of these pairs from 200 different blocks constituted by sequences from differnet organisms. ... Between the values of single BLock the differences are smaller than between the values of Blosum62. ... 




      
[
Сохраненная копия

] 
 Ссылки http://kodomo.cmm.msu.ru/~ellys/blosum.html -- 5.0 Кб -- 18.06.2005

    

Похожие документы



    

Еще в разделе: 
(Показать все результаты (>3895) - kodomo.cmm.msu.ru/ )
	http://kodomo.cmm.msu.su/FBB/year_04/doc/BLAST_help/bl2seq.html

	Global and Local Alignment of A.A Sequences

	Множественное выравнивание.







    






9. http://mccmb.belozersky.msu.ru/2015/proceedings/abstracts/161.pdf

Sequence alignment of non-superposable beta-sheets Evgeniy Aksianov Belozersky Institute, Lomonosov Moscow State University, Leninskie Gori 1, Moscow, Russia, evaksianov@gmail.com Andrey V. Alexeevski Belozersky Institute, Lomonosov Moscow State University, Scientific Research Institute for System Studies (NIISI RAN), Moscow, Russia aba@belozersky.msu.ru Protein 3D structures usually are more conserved than their sequences. ... Beta-strands are contained in sheet map rows. ... 




      
[
Текст

] 
 Ссылки http://mccmb.belozersky.msu.ru/2015/proceedings/abstracts/161.pdf -- 130.1 Кб -- 15.06.2015

    

Похожие документы



    

Еще в разделе: 
(Показать все результаты (>308) - mccmb.belozersky.msu.ru/ )
	http://mccmb.belozersky.msu.ru/2013/abstracts/abstracts/215.pdf

	http://mccmb.belozersky.msu.ru/2015/proceedings/abstracts/164.pdf

	http://mccmb.belozersky.msu.ru/2015/proceedings/abstracts/156.pdf







    






10. allpy: b2ec17578145 lib/block.py

 ... 6 import sequence . ... 19 * self.alignment -- alignment object, which the block belongs to . ... 22 * self.positions -- list of positions of the alignment.body that . ... 34 def __init__ ( self , alignment , sequences = None , positions = None ): . ... sequences : . ... 75 If more than one pdb chain for some sequence provided, consider all of them . ... 129 alignment_sequence = self . ... 130 return ( alignment_sequence [ i ] for i in self . ... 132 def ca_atoms ( self , sequence , pdb_chain ): . ... 




      
[
Сохраненная копия

] 
 Ссылки http://kodomo.fbb.msu.ru/hg/allpy/file/b2ec17578145/lib/block.py -- 41.4 Кб -- 03.02.2013

    

Похожие документы



    

Еще в разделе: 
(Показать все результаты (>37405) - kodomo.fbb.msu.ru/ )
	allpy: fb3164f03984 lib/block.py

	allpy: ab9e2260a60a lib/block.py

	allpy: a016cad5f5a0 lib/block.py







    






11. Video Matting Benchmark | Graphics and Media Lab Equation Equation Equation

 ... About lab . ... Video matting refers to a problem of accurate decomposition of given video sequence to background layer, foreground layer and transparency map. The VideoMatting project is the first online benchmark of video matting methods. ... Background . ... Ground-truth alpha (transparency map) . ... To obtain trimaps, we perform morphological operations on ground-truth (GT) alpha mattes and composites by placing ground-truth foregrounds over new backgrounds. ... multiline equation . ... 




      
[
Сохраненная копия

] 
 Ссылки http://graphics.cs.msu.ru/en/node/1242 -- 96.2 Кб -- 09.04.2016

    

Похожие документы



    

Еще в разделе: 
(Показать все результаты (>390) - graphics.cs.msu.ru/ )
	Video Matting Benchmark | Лаборатория компьютерной графики и мультимедиа

	MSU Video Codec Comparison | Graphics and Media Lab

	MSU Video Codec Comparison | Лаборатория компьютерной графики и мультимедиа







    









