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Production batches of recombinant human interferon a-2b
protein were used. A control IFN was expressed in cell

The processed spectrum is a centroid MaxEntl spectrum.

96.4 % and 97.0 % coverage were achieved in control and analyte
respectively. The color coded coverage view provides additional
information, such as peptides that have been matched, modified and
unmatched

were identified in both control and analyte.

condition X and an analyte was expressed in cell condition Y.

For peptide mapping, a control and one of analytes were
dissolved in 50 mM ammonium bicarbonate and denatured
with 0.025 % RapiGest™ SF (Waters), then reduced and
alkylated with DTT and iodoacetamide (Sigma) respectively.
Finally the protein was digested with trypsin (Promega). = Ga ) By ¥

Figure 5. Peak match data table

BiopharmalLynx proved to be fast and efficient
for automated data analysis for therapeutic
protein characterization.
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Figure 3. Peak match data table

Modifiers Calculated Peptide Mass (Da) | Control RT (Min) iCDntrDI Intensity |,

A1 Fragment Murn

Protein Analyte Intensity ..,

Chramatogran | Spectrum | Coverage Map | Protein Digests| Peak Match Data |

For intact protein ana|y5i5, the Samp|eS were dissolved in 50 Modifiers Calculated Protein Mass (Da) | Control Intensity ... | Analyte Intensity ... S
mM ammonium bicarbonate and directly injected into a S DLRGTH 26085,
column. DLPQTHSLGSR. 10850.0
BiopharmaLynx™ 1.1 Application Manager i) Jia] ® Ascsndig
(Mane) || ) Descending
) ) IFM  |acetyl N-TERM1) 193072 13694756 Pratein (=]
LC/MS data were processed in BiopharmalLynx 1.1. The screen IFN Acetyl N-TERM( 1), Oxidation M1} 19323.2 499505.5 Peptide '
captures from BiopharmalLynx browser were shown in the IFN  Acetyl N-TERM(1),Oxidation M2) | { 19339.2 247443.1 e et
It i IFM  |Acetyl N-TERM( 1), Oxidation Mi3) | ( Yy 19355.2 303450.3 i : Start 27360,0 - (el
resulis section. IFN  |Acetyl N-TERM(1}), Cxidation M{4) 19371.1 138679.7 1< i ;”i_r_ Descending (2]
s A DaIFIErS
IFN  Acetyl N-TERM{1), Oxidation M(5) | | 19357, 1 67256, 1 B References

The peak match data table display contains processed results for all detected LC/MS components, including protein and

peptide annotations produced by the targeted protein search results. This tabular display of peptides can be customized,
sorted by any category, and have intensity thresholds applied to eliminate false identifications. In addition the table can
be exported to excel spreadsheet.

The intact protein analysis revealed that the control is the expected IFN and
its oxidized forms. The analyte was confirmed as acetylated IFN and
oxidized form of acetylated IFN.
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