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Aim: Introduce the new multi-protein These workflows will help scientists in every phase These workflows produce auto-curated analysis The Byosphere® cloud platform rapidly compares data
guantitation mass spectrometric analysis of biopharmaceutical discovery and development for quantification of thousands of proteins from across samples, projects, and geographic sites leveraging
workflow tools for from early cell line development to final drug purity sample replicates, quickly processing gigabytes Deep Query and Dashboard capabillities in a GxP
discovery-phase protein scientists. verification. of input data. compliance-ready environment.

Vendor—NeutraI, Application—Speciﬂc TWo Case StUdiES' NIST MAM Com arison StUdiES D.ashboards allc?w for the active monitoring of Host Cell Protein.levels across every phase of
Workflows Identify and Quantify p biopharmaceutical discovery and development from early cell line development to

L bioprocess optimization or antibody purification to FDA New Drug Application (NDA)
Thousands of Proteins: submissions, through final drug purity verification and profiling of cell therapy samples.

Figure 2a. Normalized XIC Area Summed Comparison of All HCPs
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. Multi-Protein Quantitation:

- Rapid analysis that immediately shows you the relative Figure 2a: Normalized XIC area summed of all proteins identified in samples from four Figure 4a. Byosphere Dashboards Automatically Alert Out-of-Range
abundance of a complex mixture of proteins different instruments in four different labs with four different conditions [(1) reference, (2) Proteins

o Label-free Quantitative analysis of thousands of pH, (3) spiked, and (4) unknown]. Data suggests relatively similar amounts of NIST mAb heavy
. . . . . . . (@}) Byosphere: Deep Query Dashboards e Vel
proteins at a time chain (green) and light chain (blue) for each instrument. Notably, a visually apparent amount I ICP Stressed Monitoring . iy
o Protein-centric analysis of HCPs were found in the instruments Lab A-2 pH, and Lab B-1-4 samples. » [

- Dynamic Filtering allows analyst control over peptide @ el proten Abundance = ol
guantitation during and after project creation —
. . . @
. Multi-Protein Preview to automatically assess Figure 2b. Normalized XIC Area Summed Comparison of Low Level HCPs a . e e
_z'., sp|PO0366|DHE3_BOVIN Glutamate dehydrogenase 1, mitochondrial O5=Bos taurus GN=GLUD1 PE=" 7.2578 6.2251 6.9402 6.0348 6.1512 5.7445 6.9345 6.2386 7.0821
=
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> Built by the same team that created the ground-

breaking Byonic algorithm falls out of range.
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S a m p | e St a t u S L 1 ] sp|P00921|CAH2_BOVIN Carbonic anhydrase 2 O5=Bos taurus GN=CA2 PE=1 5V=3 7.9885 6.5136 7.6675 6.6315 67705 6.0538 7.6613 6.5277 7.7824
° a sp|P02662|CASA1_BOVIN Alpha-51-casein O5=Bos taurus GN=C5N151 PE=1 5V=2 16.3819 13.7841 16.4975 14.6369 13.8841 11.4292 16.4340 13.8139 171771
IVI a SS S e Ct ro m ete r Ca I e b rat ° O n e rfo r m a n Ce ! sp|P02663|CASA2_BOVIN Alpha-52-casein O5=Bos taurus GN=C5N152 PE=1 5V=2 2.7682 24236 2.74T1 2.3742 2.3462 2.3055 2.7449 24289 2.7863
O p I I p 0s. sp|P02666|CASE_BOVIN Beta-casein O5=Bos taurus GN=CSN2 PE=1 SV=2 0.2830 0.2424 0.2735 0.2155 0.2398 0.2137 0.2733 0.2429 0.2530
E t o d o t o ° f' o t sp|P02754|LACE_BOVIN Beta-lactoglobulin OS=Bos taurus GN=LGB PE=1 SV=3 19.5793 16.0829 19.1683 16.4798 16.5840 13.3881 19.1526 161177 19.3399
]
O n Zy I I I a I C I ge S I O n S p e C I I C I y 5p|P02?69|ALBU_BOVIN Serum albumin O5=Bos taurus GN=ALB PE=1 5\V=4 25.3048 36.7497 26.7583 21.1020 21.4466 30.8148 26.7364 36.8292 247643
° ° ° 0.8 sp|P29389|FRIH_CRIGR Ferritin heavy chain OS=Cricetulus griseus GN=FTH1 PE=2 SV=2 09167 0.7732 0.5811 15.2477 16.0241 14.6002 0.6624 0.5584 0.5388
O l \l kyl a t I O n effl C I e n Cy sp|PB0025|PERL_BOVIN Lactoperoxidase OS=Bos taurus GN=LPO PE=1 SV=1 8.7307 7.8491 8.2648 7.8442 7.3995 7.1584 8.2580 7.8661 9.2055
° ° sp|PB01585|GLCM1_BOVIN Glycosylation-dependent cell adhesion molecule 1 O5=Bos taurus GN=GLY 1.2619 1.1661 1.1920 1.0277 1.0695 0.9470 1.1910 1.1686 1.2060
(o) Sa I I I p | e q u a | Ity/u n eX p e Cte d a rt I fa Cts 0.7 sp|Q9JKY1|PRDX1_CRIGR Peroxiredoxin-1 O5=Cricetulus griseus GN=PRDX1 PE=1 5V=1 05760 0.5362 05850 0.5028 0.4881 04831 0.5845 05373 0.5901
s tr|G3GSY8|G3GSYA_CRIGR 5'-3' exoribonuclease 1 OS=Cricetulus griseus GN=179_000760 PE=4 SV=1 0.4415 0.3914 0.4606 0.4327 0.3742 0.3595 0.4602 0.3922 0.5078
° ° ° ° ° ° tr|G3H3E4|G3H5 E4_CRIGR Galectin-3-binding protein OS=Cricetulus griseus GN=179_004759 PE=4 S\ 0.6307 0.5606 0.9393 0.5317 0.5345 0.5820 0.9386 0.5618 0.6239
. Multi-Protein search and identification of thousands . N ——— ———————— i oo - o
tr|G3IBRI|G3I8RO_CRIGR 78 kDa glucose-regulated protein OS=Cricetulus griseus GN=I79_019946 PE 0.1271 0.1137 0.1129 0.1163 0.1077 0.0925 0.1128 0.1140 0.1364 v,
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