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GeneGo is awarded phase II SBIR grant for systems proteomics 

platform 
 

St. Joseph, Michigan, August 8th, 2006 – GeneGo, Inc., a leading provider of databases, software and 
services in systems biology, announced today that they have received a $750,000 Phase II SBIR grant from 
the Department of Defense for the development of a systems biology suite for functional analysis of 
proteomics data. In Phase II, GeneGo will adapt its data-mining platform, MetaCore for handling different 
types of proteomics data and implement new algorithms for reconstruction of protein-state specific biological 
networks and pathways.    
 
“Proteomics is a central component of OMICs technologies, as it is the active protein complexes and 
pathways which carry out most cellular processes,” said Dr. Tatiana Nikolskaya, Chief Scientific Officer and 
President of GeneGo. “However, proteomics datasets are substantially different from simpler microarray gene 
expression or DNA sequence data. Each protein has to be considered as a set of condition-specific post-
translational modified isoforms and splice variants, each with its own interactions space. In most cases, “small 
experiment” data is not available for isoform interactions, and this information needs to be extracted from 
proteomics experiments directly and cross-referenced with other relevant data sources. Based on Phase I 
results, we will implement these specifics in a novel systems proteomics platform based on MetaCore”. 
 
In the scope of Phase II, GeneGo will work in collaboration with Professor Austin Yang’s group from the 
University of Southern California, Rosetta Biosystems Inc. and the Michigan Proteome Consortium.  
 
“We are happy to work with GeneGo on systems proteomics”, said Dr. Austin Yang. “One of the major issues 
facing most proteomics laboratories now is how to establish a proper bioinformatics workflow and how to 
adequately validate and interpret their proteomic results.  Unfortunately like most “omics” analyses, because 
hundreds or thousands of proteins are examined in a single experiment, it is very difficult to evaluate the 
biological significance or resolution of any given proteomics analysis.  Two years ago, we decided to 
incorporate GeneGo’s MetaCore into our proteomics data analysis workflow.  By integrating the conventional 
proteomic analysis with a well-annotated network or pathway analysis system such as MetaCore, we are able 
to quickly and subjectively evaluate our proteomic results with high confidence.  For instance, recently, we 
have used this combination of bioinformatic and mass spectrometic approaches to address the roles of 
amyloid in altering synaptic signaling pathways in Alzheimer’s disease”.   
 
About GeneGo, Inc. 
GeneGo, Inc. develops systems biology technology such as compound based pathway analysis, 
cheminformatics & bioinformatics software for life science research. The original computational 
MetaDiscoveryTM platform allows an integration and expert analysis of different kinds of experimental data 

http://www.genego.com/metacore.php
http://www.genego.com/technology.php


(mRNA expression, proteomics, metabolomics, microRNA assays and other phenotypic data) and relevant 
bioactive chemistry (metabolites, drugs, other xenobiotics) within the framework of curated biological 
pathways and networks. GeneGo’s flagship product, MetaCoreTM, assists pharmaceutical scientists in the 
areas of target selection and validation, data mining in biology, identification of biomarkers for disease states 
and toxicology. The second product, MetaDrugTM is designed for prediction of human metabolism, toxicity 
and biological effects for novel small molecules compounds. MetaBaseTM represents the knowledge base for 
MetaCore. 
 
For more information, please visit the company's web site at www.genego.com
 
MetaCore™, MetaDrugTM and MetaBaseTM are trademarks of GeneGo, Inc 

 

 

 

 

 

 

 

 

 

 

a leading provider of software and databases for systems biology and Applied 
Biosystems_______________________, today announced that GeneGo is their official partner for 
their tissue database that contains 32 organs.  MetaCore is based on a comprehensive, manually 
curated database of human biology, diseases, toxicology and bioactive chemistry.  

“We really like the consistency and quality of this data which is difficult to find as most tissue 
experiments are run under different conditions, species and labs which makes it hard to 
compare……said TN or JB  

 “To……………………………said Julie Bryant, Vice President of Business Development at 
GeneGo. “……………...” 

 

http://www.genego.com/metabase.php
http://www.genego.com/services.php
http://www.genego.com/


About GeneGo 
GeneGo develops systems biology technology for life science research.  The original computational 
platform allows an integration and expert analysis of different kinds of experimental data (mRNA 
expression, proteomics, metabolomics, siRNA and other phenotypic data) and relevant bioactive 
chemistry (metabolites, drugs, other xenobiotics) within the framework of curated biological 
pathways and networks. GeneGo’s flagship product, MetaCore 3.0, assists pharmaceutical scientists 
in the areas of target selection and validation, identification of biomarkers for disease states and 
toxicology. The second product, MetaDrugTM is designed for prediction of human metabolism, 
toxicity and biological effects for novel small molecules compounds. MetaBaseTM represents the 
knowledge base for MetaCore. For more information, please visit the company's web site at 
www.genego.com. 
  
MetaCore™, MetaBaseTM and MetaDrugTM are trademarks of GeneGo, Inc. 
 

 
St Joseph, MI- GeneGo Inc., a leading provider of databases, software and services in 
systems biology, announced today receiving a $750,000 Phase II SBIR grant from 
Department of Defense for the development of systems biology suit for functional analysis 
of proteomics data. In Phase II, GeneGo will adapt its data-mining platform MetaCore for 
handling different types of proteomics data and implement new algorithms for 
reconstruction of protein-state specific biological networks and pathways.    
 
“Proteomics is potentially central among OMICs technologies, as it is the active protein 
complexes and pathways which carry out most cellular processes”, said Dr. Tatiana 
Nikolskaya, Chief Scientific Officer and President of GeneGo. ”However, proteomics 
datasets are substantially different from simpler microarray gene expression or DNA 
sequence data. Each protein has to be considered as a set of condition-specific post-
translational modified isoforms and splice variants, each with its own interactions space. In 
most cases, “small experiment” data is not available for isoforms interactions, and this 
information is to be extracted from proteomics experiments directly and cross-referenced 
with other relevant data sources. Based on Phase I results, we will implement these 
specifics in the novel systems proteomics platform based on MetaCore”. 
 
In the scope of Phase II, GeneGo will work in collaboration with Prof. Austin Yang group 
from University of Southern California, Rosetta Biosystems Inc. and Michigan Proteome 
Consortium.  
 
“We are happy to work with GeneGo on systems proteomics”, said Dr. Austin Yang. “One 
of the major issues facing most proteomics laboratories now is how to establish a proper 
bioinformatics workflow and how to adequately validate and interpret their proteomic 
results.  Unfortunately like most “omics” analyses, because hundreds or thousands of 
proteins are examined in a single experiment, it is very difficult to evaluate the biological 
significance or resolution of any given proteomics analysis.  Two years ago, we decided to 
incorporate GeneGo’s MetaCore into our proteomics data analysis workflow.  By integrating 
the conventional proteomic analysis with a well-annotated network or pathway analysis 
system such as MetaCore, we are able to quickly and subjectively evaluate our proteomic 



results with high confidence.  For instance, recently, we have used this combination of 
bioinformatic and mass spectrometic approaches to address the roles of amyloid in altering 
synaptic signaling pathways in Alzheimer’s disease”.   
 
About GeneGo 
GeneGo develops systems biology technology for life science research.  The Company’s 
original computational platform allows an integration and analysis of different kinds of 
experimental data (mRNA expression, proteomics, metabolites, phenotypic data etc.) and 
relevant active chemistry (metabolites, drugs, other xenobiotics) within the framework of 
biological pathways and networks. GeneGo’s first product, MetaCore™, assists scientists in 
the areas of target selection and validation, identification of biomarkers for disease states 
and toxicology.  GeneGo’s second product, MetaDrug™, is designed for medicinal 
chemists and enables prediction of metabolites and their likely toxicity in human. For more 
information, please visit the company's Web site at www.genego.com. 
 
For more information, please visit the company's Web site at www.genego.com . 
  
MetaCore™, MetaDrugTM and MetaBaseTM are trademarks of GeneGo, Inc 

 

http://www.genego.com/

	About GeneGo
	About GeneGo


<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /All
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /SyntheticBoldness 1.00
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveEPSInfo true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /DownsampleColorImages false
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /DownsampleGrayImages false
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /DownsampleMonoImages false
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /FlateEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputCondition ()
  /PDFXRegistryName (http://www.color.org)
  /PDFXTrapped /Unknown

  /Description <<
    /FRA <>
    /JPN <FEFF3053306e8a2d5b9a306f30019ad889e350cf5ea6753b50cf3092542b308000200050004400460020658766f830924f5c62103059308b3068304d306b4f7f75283057307e30593002537052376642306e753b8cea3092670059279650306b4fdd306430533068304c3067304d307e305930023053306e8a2d5b9a30674f5c62103057305f00200050004400460020658766f8306f0020004100630072006f0062006100740020304a30883073002000520065006100640065007200200035002e003000204ee5964d30678868793a3067304d307e30593002>
    /DEU <>
    /PTB <>
    /DAN <>
    /NLD <>
    /ESP <>
    /SUO <>
    /ITA <>
    /NOR <>
    /SVE <>
    /ENU <>
  >>
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


