
Service Description

Biologics Characterization

Innomics now offers proteomic and biologics characterization services to accelerate your life science research 
program. Our mass spectrometry service laboratory in San Jose, CA is staffed by scientists with extensive experi-
ence in liquid chromatography and mass spectrometry-based analytical methods. This state-of-the-art facility is 
designed to support a broad range of protein research applications. 

We provide analytical services and downstream support for biopharmaceutical and biotechnology industry 
customers. Our goal is to provide you with detailed knowledge about the molecular composition of your biologic 
sample using innovative analytical methods optimized for dynamic range and sensitivity.
 
Our state-of-the-art LC-MS platform can support diverse biologics characterization projects, including highly com-
plex samples such as bi-/multi-specific antibodies, ADCs, and Fc-fusion protein drugs. Additionally, our scientific 
team at the San Jose Mass Spectrometry Center have pioneered native LC-MS technology which can preserve 
non-covalent binding and is compatible with medium-high sample throughput 1,2,3.
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Peptide Mapping Services at Innomics

Sequence Verification

Innomics provides LC-MS/MS peptide mapping 
services to support biopharmaceutical and 
biotechnology applications. Our Peptide Mapping 
services are designed to characterize and monitor 
the molecular details of a therapeutic protein drug 
at each position in the amino acid sequence4,5.

We provide amino acid sequence verification services and PTM mapping for purified proteins. Our service is useful 
for accurately validating expression of recombinant proteins or identifying process related PTMs on biologic drugs. 

Molecular Assessment

We can help you characterize amino acid sequence liability. We provide a Molecular Assessment service to moni-
tor specific amino acid modifications in response to a forced degradation treatment, which is customized to meet 
your project needs. Our service is optimized for high dynamic range peptide sequence coverage. 
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Intact Mass Services at Innomics

We can help you determine the whole intact mass of your 
recombinant protein or biologic sample. Intact Mass offers a 
“bird’s eye view” direct observation of mixtures of intact protein 
isoforms to monitor isoform heterogeneity and polydispersity.

Innomics scientists at the San Jose Mass Spec Center have 
developed cutting edge Intact Mass services utilizing multiple 
HPLC separation strategies combined with high resolution 
Orbitrap mass spectrometry1,2,3.

Intact Mass

Our service incorporates a 3-way analysis of the untreated, deglycosylated, and reduced preparations of a biologic 
drug using reverse phase LC-MS. Our Intact Mass service is designed to accommodate screening and confirmation 
projects with large sample numbers1. 

High Dynamic Range (HDR) Intact Mass

High Dynamic Range (HDR) Intact Mass service combines data from both denaturing and native conditions. This 
service is based on size exclusion (SEC) LC-MS technology to directly measure masses using both denaturing and 
native conditions.
 
HDR Intact Mass service incorporates 5 key analyses, including native masses for (1) intact and (2) Ides-digested 
subunit (for antibody-related biologics) forms, and denatured masses for (3) intact, (4) deglycosylated, and (5) 
disulfide bond reduced form. 
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Mass Spectrometry Service Specification

Sample Requirements

Data Analysis

Peptide Mapping and Intact Mass services are performed using analytical flow liquid chromatography, UV detec-
tion, and high resolution Orbitrap mass spectrometry 

Data analysis and validation performed with BioPharma Finder software
Peptide mapping method for identifying sequence variants, unknown modification, and PTM co-occupancy
Amino acid site PTM status and relative abundances

Peptide Mapping
and Intact Mass

Recommended

Required

1000 µg; 10 µg/µl

10 µg; 1 µg/µl

100 µl

10 µl

Purified biologic
sample in liquid

solution

Amount and ConcentrationService Sample Type Minimum sample
volume

Peptide Mapping

Sample Preparation and Services

Gentle digestion performed using sequencing-grade trypsin or alternative proteolysis designed to minimize 
sample preparation artifacts
In-line UV detection also possible. Optimized for minimal sample oxidation
Each fraction analyzed using 150 min analytical flow LC-MS/MS using a Q Exactive HF-X Orbitrap mass spectrometer

Peptide Mapping

Includes buffer exchange and denaturing sample preparation panel including denatured intact, deglycosylation, 
and disulfide bond reduction
Intact Mass service utilizes 20 min analytical flow reverse phase LC-MS/MS using Q Exactive HF-X BioPharma 
mass spectrometer
High Dynamic Range (HDR) Intact Mass service utilizes 30 min SEC-MS performed using both denaturing and 
native MS-friendly mobiles phase. 
HDR Intact Mass service includes native LC-MS measurement of intact and subunit masses

Intact Mass

Peptide Mapping and Intact data analysis and validation performed with BioPharma Finder software
Service allows protein isoforms to be identified by exact intact mass and quantified relative to other isoforms present

Intact Mass
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To learn more

For Research Use Only. Not for use in diagnostic procedures (except as specifically noted).
CopyrightⒸ Innomics Inc. 2023. All trademarks are the property of Innomics Inc. or their respective owners. This material contains 
information on products targeted to a wide range of audiences and could contain product details or information otherwise not 
accessible or valid in your country. Please be aware that we do not take any responsibility for accessing such information, which may 
not comply with any legal process, regulation, registration, or usage in the country of your origin. Please get in touch with a 
representative for regional availability. The company reserves the right of final interpretation.

If you have any questions or would like to discuss how our services can help you with your research, please 
don't hesitate to contact us at P_contact@innomics.com. We look forward to hearing from you!

Innomics Inc. 
2904 Orchard Pkwy
San Jose, CA 95134
USA

The Laboratory Address


