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Показаны документы, содержащие фрагменты текста из документа

 http://mccmb.belozersky.msu.ru/2015/proceedings/abstracts/33.pdf.









1. SDP home page

. SDPpred: a tool for prediction of amino acid residues . that determine differences in functional specificity of homologous proteins .




      
[
Сохраненная копия

] 
 Ссылки http://monkey.belozersky.msu.ru/~psn/ -- 6.2 Кб -- 09.02.2004

    

Похожие документы



    

Еще в разделе: 
(Показать все результаты (>2655) - monkey.belozersky.msu.ru/ )
	About authors ot this complex

	About this project

	Example of supporting positions







    






2. 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 (>6963) - mouse.belozersky.msu.ru/ )






    






3. allpy: 2ed0c183867a lib/block.py

 ... fix. delete sequence.pdb_files on pdb_unload. however memory leak remains . ... 19 * self.project -- project object, which the block belongs to . ... 22 * self.positions -- sorted list of positions of the project.alignment that . ... 34 def __init__ ( self , project , sequences = None , positions = None ): . ... 44 self . ... 75 If more than one pdb chain for some sequence provided, consider all of them . ... 132 def ca_atoms ( self , sequence , pdb_chain ): . ... 136 def sequences_chains ( self ): ...




      
[
Сохраненная копия

] 
 Ссылки http://kodomo.fbb.msu.ru/hg/allpy/file/2ed0c183867a/lib/block.py -- 41.4 Кб -- 03.02.2013

    

Похожие документы



    

Еще в разделе: 
(Показать все результаты (>33868) - kodomo.fbb.msu.ru/ )
	allpy: 45573ee48844

	allpy: lib/block.py annotate

	allpy: b7b963287d31







    






4. ConClus

 ... Minimal size of Clud clusters (residues) . ... An alignment of a set of structures is a set of positions , to each position some atoms from different structures correspond. ... Hydrophobic cluster of a single protein structure is a separated pool of nonpolar atoms. Usually there is the biggest cluster in the protein called hydrophobic core. ... ConClus program is able to detect of conservative hydrophobic clusters for a family of related protein domains or just for a set of aligned proteins. ... 




      
[
Сохраненная копия

] 
 Ссылки http://mouse.genebee.msu.ru/~bennigsen/conclus.html -- 3.9 Кб -- 13.05.2015

    

Похожие документы



    

Еще в разделе: 
(Показать все результаты (>28) - mouse.genebee.msu.ru/ )






    






5. SDPsite - Algorithm Format requirements

 ... Algorithm & . Format requirements . ... SDPsite is a tool for identification of protein active and other functional sites, based on spatial clustering of SDPs (specificity-determining positions, described here ) with CPs (conserved positions). ... Mapping predictied positions onto structure and construction of the best cluster . ... The input data of the algorithm are a multiple protein alignment divided into specificity groups . ... is called statistical significance of the set of k* positions . ... 




      
[
Сохраненная копия

] 
 Ссылки http://bioinf.fbb.msu.ru/SDPsite/algo.html -- 11.1 Кб -- 27.05.2008

    

Похожие документы



    

Еще в разделе: 
(Показать все результаты (>145) - bioinf.fbb.msu.ru/ )
	SDPpred

	SDPlight







    






6. Change-points in EEG components with different pattern

 ... We consider now change-points in different components of the frequency spectrum of typical EEG signal. ... Only few change-points in power are found in the initial EEG (unless a prominent alpha rhythm is present). ... Change-points in different frequency components of the EEG . ... Change-points in different types of the EEG alpha activity without substantial gradual changes . ... As can be seen from Fig. 7.3, the program reliably detected the change-points despite of such variety of signal patterns...




      
[
Сохраненная копия

] 
 Ссылки http://brain.bio.msu.ru/papers/chp2000/7.htm -- 11.0 Кб -- 03.06.2005

    

Похожие документы



    

Еще в разделе: 
(Показать все результаты (>62) - brain.bio.msu.ru/ )
	Change-points at different levels of the hierarchy of EEG segmental...

	Other prospects of the change-point based analysis







    






7. http://mccmb.belozersky.msu.ru/2013/abstracts/abstracts/172.pdf

Research of residue contacts within the polypeptide chains depending on the density of information in the sequence S. D. Koshman Moscow Institute of Physics and Technology, koshman86@mail.ru A.A.Zinchenko Shemyakin-Ovchinnikov Institute RAS, alezina@mail.ru A.N. Nekrasov Shemyakin-Ovchinnikov Institute RAS, alexei_nekrasov@mail.ru INTRODUCTION. ... The developed program allows exploring the contacts between amino acid residues depending on their information types. ... 




      
[
Текст

] 
 Ссылки http://mccmb.belozersky.msu.ru/2013/abstracts/abstracts/172.pdf -- 34.4 Кб -- 30.05.2013

    

Похожие документы



    

Еще в разделе: 
(Показать все результаты (>335) - mccmb.belozersky.msu.ru/ )
	http://mccmb.belozersky.msu.ru/2013/abstracts/abstracts/99.pdf

	http://mccmb.belozersky.msu.ru/2015/proceedings/abstracts/20.pdf

	http://mccmb.belozersky.msu.ru/2015/proceedings/abstracts/136.pdf







    






8. 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 (>8650) - www.sai.msu.su/ )
	APOD: 2007 September 1 - Kalamalka Lake Eclipse

	APOD: 2013 December 22 - Tutulemma: Solar Eclipse Analemma

	APOD: 2014 April 17 - Waterton Lake Eclipse







    






9. Post deleted by Administrator - Public forum of MSU united student networks

 ... Пользователи -General- Common Current University Society Study Diaspora FAQ Real Estate -Technical- Development Hard&Soft Network Mobile -Market- Market Services Job -Hobby- Behemoth Health Love&Sex Еда Media Games Auto&Moto Sport Hobby Flood Zone -Servant- Alternative Forums Forum -Garbage- Revolution Garbage Private . ... Рейтинг: 0 . Post deleted by Administrator [ re: heGoat ] . ... Post deleted by Administrator . ... Post deleted by Administrator [ re: darmoed ] . ... Из: MSU . ... 




      
[
Сохраненная копия

] 
 Ссылки http://www.fds-net.ru/showflat.php?Number=100870&src=arc&showlite= -- 68.1 Кб -- 11.04.2016

    

Похожие документы



    

Еще в разделе: 
(Показать все результаты (>14676) - www.fds-net.ru/ )
	Продаю телефон Alcatel 535 *DELETED* - Public forum of MSU united student

	Positions in PricewaterhouseCoopers. - Public forum of MSU united student







    






10. Global and Local Alignment of A.A Sequences

Scoring Matrices . Matrix Sequences Sequence Consisting of the first four Amino Acids in the Protein GYRB_ECOL: . ... Sequence Achieved by Substitution of the 2nd and 4th Amino Acid and Insertion between the 3d and 4th Amino Acid, in the Protein GYRB_ECOLI, to randomly chosen new amino acids: . ... Matrix Sequences Sequence Consisting of the First Nine Amino Acids of the Protein GYRB_ECOLI: . ... Sequence Consisting of 2nd, 3d, 7th, 8th and 9th Amino Acid Residues of the Protein GYRB_ECOLI: . ... 




      
[
Сохраненная копия

] 
 Ссылки http://kodomo.cmm.msu.ru/~ellys/align.html -- 5.5 Кб -- 18.06.2005

    

Похожие документы



    

Еще в разделе: 
(Показать все результаты (>6205) - kodomo.cmm.msu.ru/ )
	petri_dish: 3ce177d96be2

	petri_dish: tk1.py annotate

	petri_dish: 4163852eb85b tk1.py







    






11. http://xray.sai.msu.ru/~polar/xmgr/points.html

Operations in Point operations use the pointer to query sets about points, delete points in a set, and move points. In all cases where interaction is required, pressing the right mouse button with the pointer in the drawing area cancels the operation. ... Report on a point in a set . ... Press the left mouse button. ... Press Delete point with the left mouse button to activate. ... Move the pointer to the new location and press the left mouse button again to register the point's new location. ... 




      
[
Сохраненная копия

] 
 Ссылки http://xray.sai.msu.ru/~polar/xmgr/points.html -- 4.5 Кб -- 25.08.1997

    

Похожие документы



    

Еще в разделе: 
(Показать все результаты (>381) - xray.sai.msu.ru/ )
	http://xray.sai.msu.ru/~ivan/gmt/man/grdtrack.html

	E-P transitions for different orbits







    






12. Moving, Copying and Deleting blocks of text

. A block of text is referred to in MicroEMACS as a 'region'. It is defined by the position of a special 'mark' at one end, and by the cursor (referred to as the 'point') at the other. This section explains how you can: . Move a block of text . Copy a block of text . Delete a block of text . Did You Know? .




      
[
Сохраненная копия

] 
 Ссылки http://comet.sai.msu.ru/UNIXhelp/emacs/ue_mving.html -- 2.1 Кб -- 17.01.1997

    

Похожие документы



    

Еще в разделе: 
(Показать все результаты (>208) - comet.sai.msu.ru/ )
	MicroEMACS Quick Reference

	Deleting text

	Deleting mail messages







    





