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Information Gathering

Selection

Processing

Review and
Reporting

Limit to Pertinent Data

Sum Data to Maximize S/N

Deconvolute to Mass Domain (m/z  → M)

Identify Peaks in Deconvolution

Attempt to Match Measured Masses To 
Sequence(s) and Limited PTM (N-terminal pyroQ, 
C-terminal Lys-loss, restricted set of glycans) and 
select peaks based on abundance



• To demonstrate the universality of the platform, a 

set of 56 data files representing the diverse set of 

seven molecules shown at left in two conditions and 

four sample preparations was completely processed 

in 25:06, independent of data review by analyst.

• The single longest step was the data file load which 

took 7:44 and includes the translation of the vendor 

specific data types into the Genedata internal 

representation.

• The various processing activities took anywhere 

from 10-50 sec, depending on the complexity of the 

underlying data set and the allowed glycan and PTM 

repertoire.

• Creation of the Summary report, including the 

tabular data compilation and the 14 associated 

graphs took 48.9 seconds.

• It is estimated that an experienced analyst would 

have taken 1-2 days to fully process, analyze, 

interpret, generate graphics and compile the 

complete report.
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MAB509.003 Release 202157.2 2.0 9.9 199268.5 4.0 20.1 77642.2 -0.6 -7.7 23458.9 0.0 0.0 76198.4 0.9 11.8 23458.7 -0.2 -8.5

MAB509.021 Physiologic 202157.2 2.0 9.9 199268.5 4.0 20.1 77643.7 0.9 11.6 23458.9 0.0 0.0 76199.8 2.3 30.2 23458.4 -0.5 -21.3

MAB509.019 Thermal 202160.2 5.0 24.7 199261.1 -3.4 -17.1 77643.5 0.7 9.0 23458.6 -0.3 -12.8 76198.9 1.4 18.4 23458.8 -0.1 -4.3

MAB509.016 Deamidation 202160.7 5.5 27.2 199260.7 -3.8 -19.1 77643.1 0.3 3.9 23459.2 0.3 12.8 76199.2 1.7 22.3 23458.2 -0.7 -29.8 HC pQ1-G140

MAB509.017 Isomerization 202159.5 4.3 21.3 199268.6 4.1 20.6 77642.5 -0.3 -3.9 23458.7 -0.2 -8.5 76199.0 1.5 19.7 23458.5 -0.4 -17.1

MAB509.018 Chem Ox 202275.5 120.3 595.1 199387.5 122.0 612.2 77704.5 61.7 794.6 23458.7 -0.2 -8.5 76261.3 63.8 837.3 23459.2 0.3 12.8 4 per HC

MAB509.020 PBS 4C 202156.9 1.7 8.4 199269.1 4.6 23.1 77643.3 0.5 6.4 23458.4 -0.5 -21.3 76199.1 1.6 21.0 23459.0 0.1 4.3

MAB509

NR Mass Degly NR Mass Reduced Degly & Reduced

HC1 HC2 LC1 LC2

MAB001
None predicted or  

observed
None observed 3.1 2.7

None predicted or  

observed

No clipping or elongation  

observed

MAB002
None predicted or  

observed
None observed 1.6 3.1

None predicted or  

observed

No clipping or elongation  

observed

MAB003
None predicted or  

observed
None observed 3.5

None predicted or  

observed

No clipping or elongation  

observed

MAB004
None predicted or  

observed
None observed 3.3 3.2 3.3

None predicted or  

observed

No clipping or elongation  

observed

MAB005
None predicted or  

observed
None observed 6.1

None predicted or  

observed

No clipping or elongation  

observed

MAB006
None predicted or  

observed
None observed 2.5 3.3

None predicted or  

observed

No clipping or elongation  

observed

MAB007
None predicted or  

observed
None observed 1.3 4.1

None predicted or  

observed

No clipping or elongation  

observed

Signal Peptide Processing
Glycation (% Relative Abundance)Variable Region N-linked  

Glycans (in-silico)
O-linked Glycans Unpaired Cysteine
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Analyzed Entity Name Measurement Type Grouping Criterion Genbank Label Chain Region Modifications CDR Sequence Modified Residue % Modified Comment

PPB000000000 Peptide Mapping VH,HCDR1,Deamidated,N28 VH MSCB887 Heavy Chain HCDR1 Deamidated GFNIKDTY N28 0.05

PPB000000000 Peptide Mapping VH,HCDR1,Isomerization,D31 VH MSCB887 Heavy Chain HCDR1 Isomerization GFNIKDTY D31 0 Not Detected

PPB000000000 Peptide Mapping VH,HCDR2,Deamidated,N55 VH MSCB887 Heavy Chain HCDR2 Deamidated IYPTNGYT N55 3.29

PPB000000000 Peptide Mapping VH,HCDR3,Isomerization,D102/D108 VH MSCB887 Heavy Chain HCDR3 Isomerization SRWGGDGFYAMDY D102/D108 5.27

PPB000000000 Peptide Mapping VH,HCDR3,Oxidation,M107 VH MSCB887 Heavy Chain HCDR3 Oxidation SRWGGDGFYAMDY M107 1.72

PPB000000000 Peptide Mapping C_region,Fc,Isomerization,D252 C_region MSCB887 Heavy Chain Fc Isomerization DTLMISR D252 0.03

PPB000000000 Peptide Mapping C_region,Fc,Oxidation,M255 C_region MSCB887 Heavy Chain Fc Oxidation DTLMISR M255 1.63

PPB000000000 Peptide Mapping C_region,Fc,Deamidated,N387 C_region MSCB887 Heavy Chain Fc Deamidated GFYPSDIAVEWESNGQPENNYK N387 2.08

PPB000000000 Peptide Mapping C_region,Fc,Deamidated,N392 C_region MSCB887 Heavy Chain Fc Deamidated GFYPSDIAVEWESNGQPENNYK N392 0.97

PPB000000000 Peptide Mapping VL,LCDR1,Deamidated,N30 VL MSCB887 Light Chain LCDR1 Deamidated QDVNTA N30 4.85

PPB000000000 Peptide Mapping VL,LCDR1,Isomerization,D28 VL MSCB887 Light Chain LCDR1 Isomerization QDVNTA D28 0 Not Detected

PPB000000000 Peptide Mapping VH,HCDR1,Deamidated,N28 VH MSCB887 Heavy Chain HCDR1 Deamidated GFNIKDTY N28 0.06

PPB000000000 Peptide Mapping VH,HCDR1,Isomerization,D31 VH MSCB887 Heavy Chain HCDR1 Isomerization GFNIKDTY D31 0 Not Detected

PPB000000000 Peptide Mapping VH,HCDR2,Deamidated,N55 VH MSCB887 Heavy Chain HCDR2 Deamidated IYPTNGYT N55 3.67

PPB000000000 Peptide Mapping VH,HCDR3,Isomerization,D102/D108 VH MSCB887 Heavy Chain HCDR3 Isomerization SRWGGDGFYAMDY D102/D108 17.9

PPB000000000 Peptide Mapping VH,HCDR3,Oxidation,M107 VH MSCB887 Heavy Chain HCDR3 Oxidation SRWGGDGFYAMDY M107 1.81

PPB000000000 Peptide Mapping C_region,Fc,Isomerization,D252 C_region MSCB887 Heavy Chain Fc Isomerization DTLMISR D252 0.03

PPB000000000 Peptide Mapping C_region,Fc,Oxidation,M255 C_region MSCB887 Heavy Chain Fc Oxidation DTLMISR M255 2.92

PPB000000000 Peptide Mapping C_region,Fc,Deamidated,N387 C_region MSCB887 Heavy Chain Fc Deamidated GFYPSDIAVEWESNGQPENNYK N387 2.17

PPB000000000 Peptide Mapping C_region,Fc,Deamidated,N392 C_region MSCB887 Heavy Chain Fc Deamidated GFYPSDIAVEWESNGQPENNYK N392 2.35

PPB000000000 Peptide Mapping VL,LCDR1,Deamidated,N30 VL MSCB887 Light Chain LCDR1 Deamidated QDVNTA N30 21.37

PPB000000000 Peptide Mapping VL,LCDR1,Isomerization,D28 VL MSCB887 Light Chain LCDR1 Isomerization QDVNTA D28 0 Not Detected

PPB000000000 Peptide Mapping VH,HCDR1,Deamidated,N28 VH MSCB887 Heavy Chain HCDR1 Deamidated GFNIKDTY N28 0.06

PPB000000000 Peptide Mapping VH,HCDR1,Isomerization,D31 VH MSCB887 Heavy Chain HCDR1 Isomerization GFNIKDTY D31 0 Not Detected

PPB000000000 Peptide Mapping VH,HCDR2,Deamidated,N55 VH MSCB887 Heavy Chain HCDR2 Deamidated IYPTNGYT N55 4.02

PPB000000000 Peptide Mapping VH,HCDR3,Isomerization,D102/D108 VH MSCB887 Heavy Chain HCDR3 Isomerization SRWGGDGFYAMDY D102/D108 16.36

PPB000000000 Peptide Mapping VH,HCDR3,Oxidation,M107 VH MSCB887 Heavy Chain HCDR3 Oxidation SRWGGDGFYAMDY M107 1.93

PPB000000000 Peptide Mapping C_region,Fc,Isomerization,D252 C_region MSCB887 Heavy Chain Fc Isomerization DTLMISR D252 0.03

PPB000000000 Peptide Mapping C_region,Fc,Oxidation,M255 C_region MSCB887 Heavy Chain Fc Oxidation DTLMISR M255 2.34

PPB000000000 Peptide Mapping C_region,Fc,Deamidated,N387 C_region MSCB887 Heavy Chain Fc Deamidated GFYPSDIAVEWESNGQPENNYK N387 2.3

PPB000000000 Peptide Mapping C_region,Fc,Deamidated,N392 C_region MSCB887 Heavy Chain Fc Deamidated GFYPSDIAVEWESNGQPENNYK N392 5.05

PPB000000000 Peptide Mapping VL,LCDR1,Deamidated,N30 VL MSCB887 Light Chain LCDR1 Deamidated QDVNTA N30 32.41

PPB000000000 Peptide Mapping VL,LCDR1,Isomerization,D28 VL MSCB887 Light Chain LCDR1 Isomerization QDVNTA D28 0 Not Detected

PPB000000000 Peptide Mapping VH,HCDR1,Deamidated,N28 VH MSCB887 Heavy Chain HCDR1 Deamidated GFNIKDTY N28 0.05

PPB000000000 Peptide Mapping VH,HCDR1,Isomerization,D31 VH MSCB887 Heavy Chain HCDR1 Isomerization GFNIKDTY D31 0 Not Detected

PPB000000000 Peptide Mapping VH,HCDR2,Deamidated,N55 VH MSCB887 Heavy Chain HCDR2 Deamidated IYPTNGYT N55 3.41

PPB000000000 Peptide Mapping VH,HCDR3,Isomerization,D102/D108 VH MSCB887 Heavy Chain HCDR3 Isomerization SRWGGDGFYAMDY D102/D108 13.53

PPB000000000 Peptide Mapping VH,HCDR3,Oxidation,M107 VH MSCB887 Heavy Chain HCDR3 Oxidation SRWGGDGFYAMDY M107 2.04

PPB000000000 Peptide Mapping C_region,Fc,Isomerization,D252 C_region MSCB887 Heavy Chain Fc Isomerization DTLMISR D252 0.02

PPB000000000 Peptide Mapping C_region,Fc,Oxidation,M255 C_region MSCB887 Heavy Chain Fc Oxidation DTLMISR M255 2.3

PPB000000000 Peptide Mapping C_region,Fc,Deamidated,N387 C_region MSCB887 Heavy Chain Fc Deamidated GFYPSDIAVEWESNGQPENNYK N387 2.19

PPB000000000 Peptide Mapping C_region,Fc,Deamidated,N392 C_region MSCB887 Heavy Chain Fc Deamidated GFYPSDIAVEWESNGQPENNYK N392 1.14



4 Samples (N=1)

Molecule Genbank Label Chain Region PTM Type Motif Modification CDR Sequence Release [%] Physiologic [%] Deamidation [%] Isomerization [%]

MSCB887 VH MSCB887 Heavy Chain HCDR1 Deamidated N28 VH,HCDR1,Deamidated,N28 GFNIKDTY 0.10 0.12 0.22 0.17

MSCB887 VH MSCB887 Heavy Chain HCDR1 Isomerization D31 VH,HCDR1,Isomerization,D31 GFNIKDTY ND 0.01 0.04 0.01

MSCB887 VH MSCB887 Heavy Chain HCDR2 Deamidated N55 VH,HCDR2,Deamidated,N55 IYPTNGYT 1.47 1.93 3.11 1.47

MSCB887 VH MSCB887 Heavy Chain HFW3 Isomerization D73 VH,HFW3,Isomerization,D73 RYADSVKGRFTISADTSKNTAYLQMNSLRAEDTAVYYC 2.85 2.97 3.76 5.14

MSCB887 VH MSCB887 Heavy Chain HCDR3 Isomerization D102/D108 VH,HCDR3,Isomerization,D102/D108 SRWGGDGFYAMDY 2.57 22.82 5.48 8.74

MSCB887 VH MSCB887 Heavy Chain HCDR3 Oxidation M107 VH,HCDR3,Oxidation,M107 SRWGGDGFYAMDY 2.32 3.08 1.69 1.70

MSCB887 C_region MSCB887 Heavy Chain Fc Isomerization D252 C_region,Fc,Isomerization,D252 DTLMISR ND ND ND ND

MSCB887 C_region MSCB887 Heavy Chain Fc Oxidation M255 C_region,Fc,Oxidation,M255 DTLMISR 4.07 1.81 3.21 1.83

MSCB887 C_region MSCB887 Heavy Chain Fc Deamidated N387 C_region,Fc,Deamidated,N387 GFYPSDIAVEWESNGQPENNYK 0.67 0.71 1.03 0.34

MSCB887 C_region MSCB887 Heavy Chain Fc Deamidated N392 C_region,Fc,Deamidated,N392 GFYPSDIAVEWESNGQPENNYK 0.30 1.53 7.08 0.14

MSCB887 VL MSCB887 Light Chain LCDR1 Deamidated N30 VL,LCDR1,Deamidated,N30 QDVNTA 6.52 34.79 64.79 11.94

MSCB887 VL MSCB887 Light Chain LCDR1 Isomerization D28 VL,LCDR1,Isomerization,D28 QDVNTA ND ND ND ND



▪

▪

▪



•

•

•
•

•

•

•

•
•

•

Intact mAb

LC

HC





Result Summary Count Percent

Pass 74 82.2

Pass with Comments 9 10.0

Conditional Pass 7 7.8

Fail

N/A

Total 90 100

ELN ELN Link Name File Name PPB Number TPP Number Molecule Name Plate Label Well Refiner Calc. Mass Obs. Mass Glycoform Global Rel. Int. Local Rel. Int. Delta [Da] Delta [ppm] Result conditional Link Comment
PPB000278436 PPB000278436 TPP000327934 MAB38 L0000012485 D05 148792.7 148799.5 2*G0F 100 100 6.8 45.7 Pass Link

PPB000278437 PPB000278437 TPP000327935 MAB50 L0000012485 E05 148456.3 148461.2 2*G0F 100 100 4.9 32.9 Pass Link

PPB000278438 PPB000278438 TPP000327937 MAB42 L0000012485 D09 149301.4 149307.4 2*G0F 100 100 6.1 40.6 Pass Link

PPB000278439 PPB000278439 TPP000327938 MAB54 L0000012485 E09 147859.6 147864.1 2*G0F 100 100 4.5 30.7 Pass Link

PPB000278440 PPB000278440 TPP000327939 MAB05 L0000012485 A06 148446.2 148450.1 2*G0F 100 100 3.9 25.9 Pass Link

PPB000278441 PPB000278441 TPP000327940 MAB16 L0000012485 B06 148109.8 148114.5 2*G0F 100 100 4.7 31.9 Pass Link

PPB000278442 PPB000278442 TPP000327941 MAB88 L0000012485 H09 149342.4 149347.0 2*G0F 100 100 4.6 30.9 Pass with Comments Link High Mannose > 15.0%

PPB000278443 PPB000278443 TPP000327942 MAB09 L0000012485 A10 148954.8 148958.2 2*G0F 100 100 3.4 22.6 Pass Link

PPB000278444 PPB000278444 TPP000327943 MAB51 L0000012485 E06 146433.3 146437.1 2*G0F 100 100 3.8 26.2 Pass Link

PPB000278445 PPB000278445 TPP000327944 MAB63 L0000012485 F06 147019.9 147023.1 2*G0F 100 100 3.2 22.0 Pass Link

PPB000278446 PPB000278446 TPP000327945 MAB74 L0000012485 G06 146683.5 146688.1 2*G0F 100 100 4.6 31.7 Pass Link

PPB000278447 PPB000278447 TPP000327946 MAB55 L0000012485 E10 147916.1 147920.0 2*G0F 100 100 3.9 26.5 Pass Link

PPB000278448 PPB000278448 TPP000327947 MAB06 L0000012485 A07 147528.5 147532.1 2*G0F 100 100 3.6 24.5 Pass Link

PPB000278449 PPB000278449 TPP000327948 MAB78 L0000012485 G10 146825.5 146829.2 2*G0F 100 100 3.7 24.9 Pass Link

PPB000278450 PPB000278450 TPP000327949 MAB89 L0000012485 H10 147412.2 147415.2 2*G0F 100 100 3.1 20.9 Pass Link

PPB000278451 PPB000278451 TPP000327950 MAB40 L0000012485 D07 147075.7 147079.4 2*G0F 100 100 3.7 25.0 Pass Link

PPB000278452 PPB000278452 TPP000327952 MAB64 L0000012485 F07 147920.8 147924.4 2*G0F 100 100 3.6 24.2 Pass Link

PPB000278453 PPB000278453 TPP000327953 MAB44 L0000012485 D11 147845.8 147848.4 2*G0F 100 100 2.6 17.7 Pass Link

PPB000278454 PPB000278454 TPP000327954 MAB56 L0000012485 E11 148432.4 148435.8 2*G0F 100 100 3.5 23.3 Pass Link

PPB000278455 PPB000278455 TPP000327956 MAB18 L0000012485 B08 149328.6 149331.5 2*G0F 100 100 2.9 19.5 Pass Link

PPB000278456 PPB000278456 TPP000327958 MAB41 L0000012485 D08 148103.2 148106.5 2*G0F 100 100 3.4 22.8 Pass Link

PPB000278457 PPB000278457 TPP000327960 MAB33 L0000012485 C12 148353.3 148357.9 2*G0F 100 100 4.6 30.9 Pass Link

PPB000278458 PPB000278458 TPP000327961 MAB45 L0000012485 D12 149586.0 149590.2 2*G0F 100 100 4.2 28.0 Pass with Comments Link High Mannose > 15.0%

PPB000278459 PPB000278459 TPP000327962 MAB87 L0000012485 H08 149198.4 149200.9 2*G0F 100 100 2.5 16.7 Pass Link

PPB000278460 PPB000278460 TPP000327934 MAB08 L0000012485 A09 148792.7 148798.9 2*G0F 100 100 6.1 41.2 Pass Link

PPB000278461 PPB000278461 TPP000327936 MAB30 L0000012485 C09 149688.9 149695.2 2*G0F 100 100 6.3 41.9 Pass Link

PPB000278462 PPB000278462 TPP000327937 MAB73 L0000012485 G05 149301.4 149307.5 2*G0F 100 100 6.2 41.3 Pass Link

PPB000278463 PPB000278463 TPP000327938 MAB84 L0000012485 H05 147859.6 147864.2 2*G0F 100 100 4.6 30.9 Pass Link

PPB000278464 PPB000278464 TPP000327939 MAB66 L0000012485 F09 148446.2 148450.0 2*G0F 100 100 3.8 25.6 Pass Link

PPB000278465 PPB000278465 TPP000327940 MAB77 L0000012485 G09 148109.8 148114.5 2*G0F 100 100 4.8 32.1 Pass Link

PPB000278466 PPB000278466 TPP000327942 MAB39 L0000012485 D06 148954.8 148958.2 2*G0F 100 100 3.4 22.7 Pass Link

PPB000278467 PPB000278467 TPP000327943 MAB20 L0000012485 B10 146433.3 146436.5 2*G0F 100 100 3.2 22.2 Pass Link

PPB000278468 PPB000278468 TPP000327944 MAB31 L0000012485 C10 147019.9 147023.1 2*G0F 100 100 3.2 22.0 Pass Link

PPB000278469 PPB000278469 TPP000327945 MAB43 L0000012485 D10 146683.5 146688.1 2*G0F 100 100 4.6 31.5 Pass Link

PPB000278470 PPB000278470 TPP000327946 MAB85 L0000012485 H06 147916.1 147919.9 2*G0F 100 100 3.8 25.4 Pass Link

PPB000278471 PPB000278471 TPP000327947 MAB67 L0000012485 F10 147528.5 147532.3 2*G0F 100 100 3.8 25.8 Pass Link

PPB000278472 PPB000278472 TPP000327948 MAB17 L0000012485 B07 146825.5 146829.2 2*G0F 100 100 3.7 25.0 Pass Link

PPB000278473 PPB000278473 TPP000327949 MAB28 L0000012485 C07 147412.2 147415.0 2*G0F 100 100 2.9 19.7 Conditional Pass Link Unknown (contamination) > 15.0%

PPB000278474 PPB000278474 TPP000327951 MAB52 L0000012485 E07 148308.4 148311.6 2*G0F 100 100 3.3 22.0 Pass Link

PPB000278475 PPB000278475 TPP000327952 MAB32 L0000012485 C11 147920.8 147924.5 2*G0F 100 100 3.7 24.9 Pass Link

PPB000278476 PPB000278476 TPP000327953 MAB75 L0000012485 G07 147845.8 147848.9 2*G0F 100 100 3.1 20.8 Pass Link

PPB000278477 PPB000278477 TPP000327955 MAB07 L0000012485 A08 148096.0 148098.5 2*G0F 100 100 2.5 17.1 Pass Link

PPB000278478 PPB000278478 TPP000327957 MAB29 L0000012485 C08 148941.0 148944.8 2*G0F 100 100 3.8 25.6 Pass Link

PPB000278479 PPB000278479 TPP000327958 MAB11 L0000012485 A12 148103.2 148106.6 2*G0F 100 100 3.5 23.4 Pass Link

PPB000278480 PPB000278480 TPP000327959 MAB22 L0000012485 B12 148689.8 148692.7 2*G0F 100 100 2.9 19.6 Pass Link

PPB000278481 PPB000278481 TPP000327960 MAB65 L0000012485 F08 148353.3 148358.1 2*G0F 100 100 4.8 32.2 Pass Link

PPB000278482 PPB000278482 TPP000327961 MAB76 L0000012485 G08 149586.0 149589.7 2*G0F 100 100 3.7 24.7 Pass Link

PPB000278483 PPB000278483 TPP000327962 MAB57 L0000012485 E12 149198.4 149201.5 2*G0F 100 100 3.1 21.1 Pass Link
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Name File NamePPB NumberMolecule NamePlate Label Well Full Range Deconvoluted Spectrum Zoomed Range Deconvoluted Spectrum Input Spectrum TIC Spectrum

MSR0000070, TPP000261186, A1, NR mAb13 MSR0000070 A1

MSR0000070, TPP000010507, A2, NR mAb01 MSR0000070 A2

MSR0000070, TPP000010507, A3, NR mAb01 MSR0000070 A3

MSR0000070, TPP000173087, A4, NR mAb07 MSR0000070 A4

MSR0000070, TPP000236011, A5, NR mAb08 MSR0000070 A5

MSR0000070, TPP000249611, B1, NR mAb11 MSR0000070 B1
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