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Probability based scoring of peptides and 
proteins.

Calculate protein and peptide false discovery 
rates.

Apply NSAF normalization to your protein 
samples.

Robust label free quantification process by 
spectral counting, TIC and XIC.

Isobaric quantification using iTRAQ, TMT or 
any customized tags.

Isotopic quantification using SILAC, ICAT or 
any with a customized tags.

Compare by difference, intersection or union 
between various proteome sets.

Apply functions to two or more proteome 
sets.

Compare search results from multiple search 
engines like Mascot, SEQUEST and 
X!Tandem.

Supports Sequest SQT and Proteome 
Discoverer v1.4 MSF file formats.

Compare relative protein expression across 
samples through heat maps.

Identify significant protein expression 
changes 15 interactive plots.

Export results in multiple formats including 
CSV and HTML and share with fellow 
researchers.
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To activate & evaluate, follow these steps
  - Install ProteoIQ from our website or the CD
  - Launch the program and click ‘Activate’ on the first window
  - Enter the ‘Registration Number’ requested from us and your e-mail address. Click ‘Next’
  - Update the registration information following the on-screen prompts and click ‘Submit’

For a quick start
  - Check the Multimedia Tutorial

Order on-line
  - E-mail: sales@premierbiosoft.com
  - Phone: 650-856-2703, Fax: 650-618-1773

Right from identi�cation to quanti�cation, a powerful software that supports the entire 
proteomic data analysis pipeline

ProteoIQ provides an easy-to-use and intuitive solution 
for combining results from popular database search 
engines to validate protein identifications, compare and 
quantify protein expression across 100's of samples in a 
single project. It supports all popular forms of peptide 
and protein quantification such as label free, isotopic 
and isobaric tag based quantification workflows. With 
label free quantification workflows, you can quantify 
proteins via Area Under Curve (AUC) from extracted 
ion chromatograms (XIC) of every detected peak, 
from Precursor Intensity of identified peptides from 
the MS/MS spectra or from Spectral Counting (SC) of 
identified MS/MS spectra. Further, ProteoIQ allows 
you to quantify protein expression using iTRAQ, TMT, 
SILAC, ICAT or any other isobaric or isotopic labels. 
With ProteoIQ, it is easy to view and interact with 
your proteomic data and locate significant changes in 
protein expression.

Statistical Validation of Identi�ed Peptides and Proteins

Discriminant Score (F-value): ProteoIQ calculates Discriminant score (F-value), a common
scoring method that can be applied to all search engines. It removes dependency of the identified 
peptide on the charge state. This score is recommended for MALDI TOF-TOF workflows. 
ProteoIQ uses the F-value for FDR and probability analysis. Plots based on Mascot or SEQUEST 
scores or probabilities can also be generated. You can even use probability based measurements 
for verifying protein assignments and use sensitivity and error plots to maintain an acceptable 
error rate.

False Discovery Rates: The False Discovery Rate calculation is a powerful method to evaluate 
the error of an entire proteome. ProteoIQ provides automated false discovery rate analysis by 
comparing results searched against a target and a decoy database. False discovery rates can be 
assigned at the protein or peptide level. The interactive false discovery rate plot displays the 
number of peptide and protein identifications from a target and a decoy database search. You can 
choose an error rate that maximizes the number of good protein identifications, while limiting the 
frequency of random assignments.

Quanti�cation

Label-Free Quantification: ProteoIQ supports label free quantification using Spectral Counting, 
Extracted Ion Chromatogram and Area Under Curve methods.

Isobaric Quantification: Perform isobaric labeling quantification regardless of instrument type or 
search engine. ProteoIQ supports a wide array of experiment types including iTRAQ, Tandem 
Mass Tags (TMT) or custom modifications.

Isotopic Quantification: With ProteoIQ you define the type of isotopic label, making it extremely 
flexible for a wide array of experiment types, including SILAC, ICAT, Dimethyl labeling, 18O, 15N, 
and acetylation.
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Bioinformatics Services
PREMIER Biosoft has a successful record of software development in 
bioinformatics molecular biology since 1994. Our software products have 
been well received by the life science community over these years. We 
specialize in software development, design, testing and maintenance. 
If you have a new requirement or need the upkeep of a current 
database/software system, our team of bioinformatics scientists and 
computer professionals can assist.

For more information, please write to us at info@premierbiosoft.com 
or call 650-856-2703 or visit the "Services" section of our website.

Design primers for Loop-mediated Isothermal Amplification. (for Win)

A comprehensive tool designed to address the challenges of species identification & taxa 
discrimination using qPCR, xMAP® and microarrays. (for Win & Mac)

For fast and efficient design of specific oligos for whole genome arrays, tiling arrays and 
resequencing arrays. (for Win & Linux)

Design specific and efficient oligos for all major qPCR assays. (for Win & Mac)

A comprehensive data processing & visualization tool for MALDI IMS data. (for Win)

A novel tagged primer design tool for expression cloning and for designing sequencing 
primers to verify transcripts. (for Win & Mac)

A tool for drawing publication, vector catalog quality maps & designing cloning experiments. 
(for Win & Mac)

A multiplex PCR primer design tool. (for Win & Mac)

A comprehensive primer design tool for standard PCR assays. (for Win and Mac)

Right from validation to quantification, a powerful software that supports the entire 
proteomic data analysis pipeline. (for Win & Mac)

High throughput glycan & glycopeptide identification tool for data from TripleTOF, MALDI 
TOF/TOF, LC-MS/MS systems. (for Win)

High throughput lipid characterization tool for data from Triple TOF, MALDI TOF/TOF, 
LC-MS, LC-MS/MS systems. (for Win)

A robust high throughput informatics software for qualitative and quantitative analysis of 
mass spectrometry metabolite data. (for Win)

A comprehensive tool co-developed with MRC-Holland to design highly specific oligos for 
MLPA assays. (for Win & Mac)
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