INCLUSive- Versions – by Marleen Claeys
      Rev : 15 - Date : 16/Jan/2014


Revision
Date
author
Subject

0
18/nov/07
M.Claeys
INCLUSive-3.1.1 & 3.1.2 & 3.1.3 & other

1
29/nov/07
M. Claeys
debug INCLUSive-3.1.3

2
02/jan/08
M. Claeys
INCLUSive-3.1.4 + debug INCLUSive-3.1.3&4.0.1

3
14/jan/08
M. Claeys
debug INCLUSive-3.1.2 & 3.1.4

4
04/feb/08
M. Claeys
INCLUSive-5.0.1

5
19/mar/08
M. Claeys
INCLUSive-5.0.2

6
28/jul/09
M. Claeys
INCLUSive-3.1.5 +  INCLUSive-5.0.4

7
26/oct/09
M. Claeys
INCLUSive-3.1.5

8
14/dec/09
M. Claeys
INCLUSive-5.0.4

9
09/nov/10
M. Claeys
INCLUSive-5.0.5

10
25/april/11
M. Claeys
INCLUSive-history.tar.gz , INCLUSive-3.1.5 and -5.1.5,

INCLUSive-6.0.1

11
11/oct/11
M. Claeys
INCLUSive-5.2.0 : release FuzzyClustering / revised

12
28/sept/12
M. Claeys
INCLUSive-3.2.0 : MotifSampler (PSP), MotifRanking/MotifLocator/MotifComparison (error PWM)

13
04/Feb/13
M. Claeys
INCLUSive-3.2.1 : MotifLocator(rescale factor)

14
29/0ct/13
M. Claeys
INCLUSive-5.2.0 : FuzzyClustering(debug throw)

15
16/Jan/14
M. Claeys
INCLUSive-3.2.2 : MotifLocator(debug), MotifSampler (PSP-revamp)
















VERY IMPORTANT !

When you run an application in a particular version of INCLUSive, make sure you always explicitly specify the directory where you want to run the command from. This can be done by going to the directory of interest and adding ./  before the command e.g. 

Marleen@linux:~/INCLUSive-3.1.3/applications> ./MotifSampler -v

If you don't do this, you could be running the application from an older version without realizing this. This is because a directory with the same application command of an older version may be present in the PATH of your .bash-profile.  

You can check the version you are running with -v command as in above example.

Revision 0

INCLUSive-3.1.1 : release 26/june/2003 by Gert Thijs

Applications (alphabetically) : 

1) Backgroundscore : compute sequencebackgroundscore given the backgroundmodel

2) Block2MotifAligner : align a motif model with a given database of motif models

3) (BlockAligner2 : align a motif model with a given database of motif models)

4) (BlockRanking: idem MotifRanking, motif models may be of different width)


5) BlockSampler : idem PhyloSampler, extension of motif seeds width based on CS-score

6) (CiRES : compute score of different motifs in long sequences (instance-score > treshold))

7) CreateBackgroundModel : create higher-order backgroundmodel given a set of sequences

8) [MotifClustering : KL-distance on output of BlockAligner]

9) MotifComparison: compare a motif model with a given database of motif models (KL-distance)

10) MotifLocator : locate instances given a motif model (instance-score > treshold)

11) (MotifModelShuffler : shuffle a motif model)

12) MotifRanking: group similar motif models (KL-distance) and rank based on CS-IC-LL score

13) MotifSampler : motif detection in sequences from 1 species given its backgroundmodel

14) MotifScanner : locate instances given a motif model (estimation of number of instances)

15) PhyloSampler : motif detection in sequences of different species given their backgroundmodels

16) (PriorMotifSampler : idem MotifSampler + given a prior motif model)

Applications in brackets (...) are currently not used / not tested. 

Applications in backets [...] are not operational (code is not complete). 

INCLUSive-3.1.2 : release 14/aug/2007 by Marleen Claeys

Earlier release 06/dec/2005  - bugs fixed from 3.1.1 : 


Utilities.h/cpp

· (1 bug in LogDirichlet( ) : bug in formula ; used in PriorMotifSampler )

· 2 bugs in ComputeNInstancesProbability( ) : pointer bug in estimation of number of instances in a sequence - debugging tends to increase the number of instances. 

RandomNumber.h/cpp

· 1 bug in GetUniform( ) : variable bug -  minor impact

Earlier release 18/okt/2006 – bug fixed from 3.1.1 :


MotifSamplerRun.h/cpp

· 1 bug in LogLikelihoodScore( ) : for -s = 1 (including motif detection in reverse strand), minus-strand instances were not counted in the LogLikelihoodscore – debugging will return a higher LL score. a

Release 14/aug/2007 – modification in MotifRanking and MotifComparison : 

It allows the user to input the minimum required overlap (-x parameter) when comparing two motif models instead of setting a maximum shift (-s parameter). 


Default the program will use the –s parameter as in version 3.1.1

INCLUSive-3.1.3 : release 11/okt/2007 by Marleen Claeys

This version departs from 3.1.2 – earlier release 18 okt 2006. 

The version is only intended for test purposes by specific users : 

· test influence of different priors

· test influence of sampling versus estimation of number of instances

· evalute difference between LL score and ‘dataset-LL score’

Guidelines are available in Technical Nota  NOTA11_11okt2007.doc

Depending on the results, parts will be incorporated in future versions. 

Other versions : 

4.0.1 : preliminary design of NOrthoSampler – should not be used.

4.0.2 : preliminary design of NOrthoSampler – should not be used.

4.0.3 : release 23/aug/2007 : intended for running NOrthoSampler – should only be used by specific users to test NOrthoSampler. The standard applications from versions-3.1.x have been disabled to avoid misunderstandings. 

5.0.1 : design PhyloMotifSampler – in development.

Revision 1

INCLUSive-3.1.3 : debug 29/nov/2007 by Marleen Claeys

In one run of MotifSampler, there are 3 steps that are iterated for a number of times. In version MotifSampler-3.1.1, this is (20:70:10) for (initial:coresampling:convergence)-steps respectively.

For speed of testing the new input-options of MotifSampler-3.1.3, the iterations were set (1:1:1) which was not reset afterwards to the original values afterwards. This results in a very speedy algorithm but results will be poor because the solution space is not directed towards a (local) maximum. 

Action :   
debug #iterations (1:1:1) back to (20:70:10) 



update compiled version 3.1.3 on /users/sista/mclaeys/INCLUSive_for_users

Done. 

Revision 2

INCLUSive-3.1.4 : release 02/jan/2008 by Marleen Claeys

INCLUSive-3.1.3 : debug 02/jan/2008 by Marleen Claeys

INCLUSive-4.0.3 : debug 02/jan/2008 by Marleen Claeys

INCLUSive-3.1.2 is a debugged version of the orginal INCLUSive-3.1.1. Another bug has been detected in INCLUSive-3.1.1. 

· INCLUSive-3.1.4 is a copy of INCLUSive-3.1.2 where this new bug has been fixed.

· the bug is also present in INCLUSive-3.1.3. This is a test-version mainly run in the plus_strand modus ('-s' = default 0) so the bug is of minor impact and has been fixed without upgrading to a higher 3.1.x-version.

· the bug is also present in INCLUSive-4.0.1-NOrthoSampler. Tests has not been started with this application, so the bug is fixed without upgrading to a higher 4.0.x-version.

The bug has only impact for motif detection algorithms (MotifSampler, BlockSampler, PhyloSampler) 

· that are run in the modus to look for more than one motif ( '-n' > 1),

· and mainly when it is also run to analyze both strands ( '-s' = 1).

When the algorithm is run to detect more than one motif, then the retrieved instances of a detected motif will be masked before starting detection of a next motif in order to not detect the same motif/instances twice. An allowed overlap ('-x') is taken into account during the masking.

There are two bugs :

· minor bug in masking of the sequence positions on the same strand as the instance-strand : the masking is done with an allowed overlap (x-1) instead of x, meaning it masks a little bit more than needed. 

· significant bug in masking of the sequence positions on the reverse strand as the instance-strand : the masking is shifted by -w (motifwidth) positions to the right and also with overlap (x-1), meaning it masks a significantly wrong region. 

Action :   
debug function “UpdateMasksFromInstanceMap( )” in Motif(NOrtho-)SamplerRun.cpp



release compiled version 3.1.4 on users/sista/mclaeys/INCLUSive_for_users



update compiled versions 3.1.3 & 4.0.1 on users/sista/mclaeys/INCLUSive_for_users

Done.

Revision 3

INCLUSive-3.1.2 : debug 14/jan/2008 by Marleen Claeys

INCLUSive-3.1.4 : debug 14/jan/2008 by Marleen Claeys

In 3.1.2 release 14 aug 2007, an extra input parameter -x was applied to input overlap instead of shift for MotifComparison and MotifRanking. When entering both -x and -s, an error message is given that you can only input one of both parameters, and the program goes to exit. 

Bug : when inputting the -x parameter, an internal boolean for 'Shift'– which is true in default mode – was not reset to false, resulting in the above error message.

Action :   
debug setting shift-boolean to false when -x is inputted by user.



update compiled version 3.1.2 & 3.1.4 on /users/sista/mclaeys/INCLUSive_for_users

Done. 

Revision 4

INCLUSive-5.0.1 : release 04/feb/2008  by Marleen Claeys

Application : 

PhyloMotifSampler : motif detection in a dual space (orthologous sequences related by a phylogenetic tree for multiple genes)

This is a preliminary release to evaluate operational and functional performance on a dataset. 

The user-guidelines for this program are available in Technical Nota 13-rev1.

Near-future extensions in pipeline :

· score-computation by Beta-function instead of reduced-pwm-approximation 

(for details see technical nota 09)

This will allow to run the algorithm on a one-gene datset.

Second goal is to evaluate performance of the two ways for score-computation against each other.

· postprocessing by fuzzy-clustering (for details see technical nota 12)

For now, post-processing is done by Score-Ranking. 

Action :   store compiled version 5.0.1 on /users/sista/mclaeys/INCLUSive_for_users

Done. 
 

Revision 5

INCLUSive-5.0.2 : release 19/mar/2008  by Marleen Claeys

Application : 

PhyloMotifSampler : motif detection in a dual space 

FuzzyClustering : build pairwise probability matrix for each two nodes 

MotifReconstruction : build motifmodel for a list of instances weighted with probability.

This is a preliminary release to evaluate operational and functional performance on a dataset. 

The user-guidelines for this program are available in Technical Nota 13.

Near-future extensions in pipeline :

· score-computation by Beta-function instead of reduced-pwm-approximation (idem above)

· implement eigenwaarde-computation in c++ (details see technical nota 13-rev1) to fine-tune clustering parameters 

Action :   store compiled version 5.0.2 on /users/sista/mclaeys/INCLUSive_for_users


    technical nota on /users/sista/mclaeys/marleen/Documents/Technical NOTA

Done. 
 

Revision 6

INCLUSive-5.0.4 : for test - 28/jul/2009  by Marleen Claeys

Application : 

FuzzyClustering : adjust for use in Legendo (implement asmmetrical edge-clustering)

INCLUSive-3.1.5 : for test - 28/jul/2009  by Marleen Claeys

Application : 

MotifComparison : compare matrices for similarity based on BLiC.

This is a preliminary release to evaluate operational and functional performance on a dataset. 

The user-guidelines for this program are available in Technical Nota 14 respectively TN15.

Action :   store compiled versions on /users/sista/mclaeys/INCLUSive_for_users


    technical nota on /users/sista/mclaeys/marleen/Documents/Technical NOTA

Done. 
 

Revision 7

INCLUSive-3.1.5 : for test - 26/oct/2009  by Marleen Claeys

Application : 

MotifSampler : implement different priors (-p) and sampling (-S) on #instances/sequence,

                          option -t to track TFBS positions in the gibbs sampling search space.

This is a preliminary release to evaluate operational and functional performance on a dataset (as part of preparation for public release in an established journal).  

Action :   store compiled versions on /users/sista/mclaeys/INCLUSive_for_users

Done. 
 

Revision 8

INCLUSive-3.1.5 : for use - 17/nov/2009  by Marleen Claeys

INCLUSive-5.0.4 : for use - 14/dec/2009  by Marleen Claeys

Application : 

MotifComparison : optimization and debugging of BLiC computation, extend reporting contents

FuzzyClustering : major optimization in grouping overlapping instances from inputfile,

                             option -j (min fraction on traced inputsets) to filter on clusters.

Action :   store compiled versions on /users/sista/mclaeys/INCLUSive_for_users


    update TN-14_FC-manual and TN-15_MC-manual 

all TN that describe applications-manual will be converted to pdf format and stored in /users/sista/mclaeys/INCLUSive_for_users/Guidelines.

Done. 


Revision 9

INCLUSive-5.0.5 : for use - 09/nov/2010  by Marleen Claeys

Application : 

FuzzyClustering : sym/asym mode : visualize the weight memberships (instead of 0/1)

Action :   store compiled versions on /users/sista/mclaeys/INCLUSive_for_users

Done. 


Revision 10

INCLUSive-3.1.5 : for release – 25/april/2011  by Marleen Claeys

INCLUSive-5.1.5 : for release – 25/april/2011  by Marleen Claeys

INCLUSive-6.0.1 : development – 25/april/2011  by Marleen Claeys

INCLUSive-history.tar.gz : all earlier versions in .tar.gz format - for backup ; tar created on 13/april/2011  by Marleen Claeys

Application/Action : 

· All below applications are released in MotifSuite. The output formatting of some has been updated with user-friendly information, all additional output information is preceded by symbol '#'. The extensional release number (.5) was not changed as no functional change was made in the applications. The executables can be called directly on the esat server via CommandLine or via the MotifSuite webinterface (http://homes.esat.kuleuven.be/~bioi_marchal/MotifSuite/Index.htm) which also allows to download the executable (32bit or 64bit CPU). 

· /users/sista/mclaeys/INCLUSive_for_users/INCLUSive-3.1.5 provides MotifSampler,    CreateBackgroundModel, MotifRanking, MotifComparison and MotifLocator. The folder INCLUSive-3.1.5.32 provides the same compilation for 32bit CPU. 

· /users/sista/mclaeys/INCLUSive_for_users/INCLUSive-5.1.5 provides FuzzyClustering (only this) and is explicitly linked to libClust and MCR in ../MCR_libClust_backup_64. Executables for download have a relative linking to the dynamic library and are stored in /users/sista/mclaeys/INCLUSive_for_users/MCR_libClust_backup_32 (32bit CPU) respectively  MCR_libClust_backup_64 (64bit CPU). 

Read /users/sista/mclaeys/INCLUSive_for_users/AttentionReadFirst/ FC_compile.txt for more information on the library linking. 

· INCLUSive-3.1.1/3.1.2/3.1.3/3.1.4 and INCLUSive-5.0.1/5.0.2/5.0.3/5.0.4 are earlier releases that are not used at date. They have been compressed in a folder INCLUSive-history.tar.gz , stored in /users/sista/mclaeys/INCLUSive_for_users/.

· PhyloMotifSampler (in test/development) and BuildPWM (released) are extracted from INCLUSive-5.0.5 and are now available in INCLUSive-6.0.1. 

Done. 


Revision 11

INCLUSive-5.2.0 : for release – 11/oct/2011  by Marleen Claeys

Application : 

FuzzyClustering : only asym mode, external membership threshold possible, detect input redundancy, apply individual instance weights per data in matrix T 

Action :   store compiled versions on /users/sista/mclaeys/INCLUSive_for_users, and update information on MotifSuite.

Done. 


Revision 12

INCLUSive-3.2.0 : for release – 28/september/2012  by Marleen Claeys

Application/Action : 

MotifSampler : implement option to use a Position Specific Prior (PSP), arguments -q and -Q. The code is implemented and runs. No functional testing has been performed yet. The default setting is now to not use PSP (-q n). The PSP option is not provided in MotifSuite yet (no public release).

MotifLocator/MotifRanking/MotifComparison : incorrect PWM format in user supplied matrixfiles will now result in a program exit (instead of warning).

Action :   store compiled version on /users/sista/mclaeys/INCLUSive_for_users/ and  /www/group/biocomp/extra/bioinformatics_prod/webtools/MotifSuite/INCLUSive_for_users/

Done. 


To Do : release PSP usage in MotifSuite (demonstrate its use and provide webpage entry). 

04/Feb/2013 : release is provided on MotifSuite but not active yet. 

Revision 13

INCLUSive-3.2.1 : for release – 04/February/2013  by Marleen Claeys

Application/Action : 

MotifLocator : In the previous release, the  scaling factors (minX and maxX) are computed against the single nucleotide frequency of the supplied backgroundmodel, while the instance scores are computed against the higher-order background frequencies. This may result in reported rescaled scores higher than 1 when a non-zero background order model is supplied to MotifLocator. In release 3.2.1, the scaling factors are now computed against the higher-order frequencies of the supplied bgmodel. 

Action :  store compiled version on  (see also MotifSuite_log_changes.txt).  /www/group/biocomp/extra/bioinformatics_prod/webtools/MotifSuite/INCLUSive_for_users/

At the same time, PSP in MotifSampler is now on MotifSuite but not active yet. 

Done. 


Revision 14

INCLUSive-5.2.0 : debug throw – 29/Ocotober/2013  by Marleen Claeys

Application/Action : 

FuzzyClustering: when all instances from inputfile are loaded, all those with a frequency lower than -p are removed (InstanceSet::CheckDatasetDimension()--RemoveLowProbInidividuals()). If a break occurs at (_nbrNodes < 4), then the program was not aborted but stayed in hang. Fixed this by returning from InstanceSet:: AssignNodesToSeqs() if the set is empty. 

Action :  store compiled version on  (see also MotifSuite_log_changes.txt).  /www/group/biocomp/extra/bioinformatics_prod/webtools/MotifSuite/INCLUSive_for_users/

Done. 

Revision 15

INCLUSive-3.2.2 : debug MotifLocator, revamp MotifSampler – 16/January/2013  by Marleen Claeys

Application/Action : 

MotifLocator: Last L-w region is masked during assessment for a given PWM. This mask region was not fully reset at start of every new PWM assessment, resulting in too large masking in case of short PWMs following an earlier assessed larger PWM. Corrected by adding ResetMask() in SeqComp::SetMotifLength().

MotifSampler: revamp implementation of PSP usage. Scores are loaded as S(x)/(1-S(x)). PSP-impact is always done in updating step, user-boolean to also apply psp-impact in sampling step. The function UpdateCopyProbability also always uses the PSP-impact, and the constant normalization factor is moved one level up (computed one time in _pPrior2NormFactors by use of ComputeNInstancesProbability. Application tested on real dataset (BAS1_SM – Gordan). 

Action :  store compiled version on  (see also MotifSuite_log_changes.txt).  /www/group/biocomp/extra/bioinformatics_prod/webtools/MotifSuite/INCLUSive_for_users/

Done. 

To Do : PSP usage in MotifSuite (demonstrate its use and provide webpage entry). 
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