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Supplementary Data.

All reported Stitch analyses are provided with the complete output reports. The supplementary
data can be unzipped to browse the interactive HTML reports. The corresponding analysis

parameters are provided under the ‘Batch File’ menu in each report.
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A) Herceptin

template ...DTAVYYCAR YFDYWGQGTLVTVSS. ..
de novo DTAVYYCSRWGG SRWGGDGFYAMDYWGQGTLVTVSS
overlap DTAVYYCSRWGG

SRWGGDGFYAMDYWGQGTLVTVSS

ref .. .DTAVYYCSRWGGDGFYAMDYWGQGTLVTVSS. ..

B) anti-FLAG-M2

template .. .DSAVYYCAR YFDYWGQGTTLTVSS. ..
de novo DSAVYYCAREKFYGY VYYCAREKFYGYDYWGQGATLTVSS
overlap DSAVYYCAREKFYGY

VYYCAREKFYGYDYWGQGATLTVSS

ref .. .DSAVYYCAREKFYGYDYWGQGATLTVSS. ..

Supplementary Figure S1. Detailed view of CDRH3 reconstruction by Stitch of the antibodies
shown in main text figure 2. Shown are the selected template sequences, aligned reads, found

overlap and known reference sequence.
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A) F59 Heavy Chain from Refined+Decoy ru

EVEL VESGGGLRQPGRSLRLSCEASGFTFDDY
AMHWVRQAPGRGL EWVSGLSWESBRNLRYADSV
KGRFTLSRDNAKNSLY[QMNSLREDDTAFYYC
AKDVRPYYDFwVFDEWGQGTLVTVSSASTKGP
ESCOTQPASVSEEPEESL TLSCTGTSSDVESYNYVS
WYQHHPGKAPKL L L SEVEDRPSGVSSRFSGSKEENT
ASLTLSGLQAEDEADYFEESYFBEERTVVFGGETKI

Supplementary Figure S2. Sequence logos of heavy (A) and light (B) chains of F59 Fab from

fractionated serum sample from Refined+Decoy Stitch runs. Sequencing error are highlighted in

red boxes.
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A)
>Patient 1 (94.5% A -18.3 Da)

de novo | ESALTQPRSVSGSPGQSVTISCTGTSSDVGGYNYVSWYQQHPGKAPKLMIYDVTKRPSGYPDRFSGSKSGTTASLTISGLQAEDEADY YCCSYAGLDLFYVLFGGGTKLTY
reference | GPDLTQPRSVSGSPGQSVTLSCTGTSSDVGGYNYVSWYQQHPGKAPKLMIYDVTKRPSGVPDRFSGSKSGTTASLTISGLQAEDEADYYCCSYAGIDIFVLFGGGTKLTY
*kk * *

>Patient 5 (A: 99.8% A -36.4 Da) & (B; 87.9%)

de novo | EIVLTQSPGTLSLSPGERATLSCRASQSVSSSYLANYQQKPGQAPRLLIYDASTRATGIPDRFSGSGSGTDFLLTISSLEPEDFAMYYCQQYGRSPYTFGPGTKVDI

reference A | EIVLTQSPGTLSLSPGERATLSCRASQSVSSSYLANYQUKPGQAPRLLIYDASTRATGIPDRFSGSGSGADFLLTISSLEPEDFAMYYCQQYGRSPYTFGPGTKVDI

reference B | EIVLSQSPDTLSLSPGERATLSCRADKSVSSNYVAWYQOKPGQAPRLLIYDAFTRATGIPDRFSGSGSETDYTLTISTLEPEDFAVYYCQQYGRSPYTFGPGTKVDI
* * * * % * *%k k% * *

>Patient 6 (108.8% A -8.5 Da)

de novo | DIQMTQSPSSLSASYGDRYSITCRASESISSYVYNWYQQKPGKAPKLLIYTASSLQSGYPPRFSGSASGTDFTLTISSLQPEDFATYYCQQSYSTPITFGQGTRLET
reference | DIQMTQSPSSLSASYGDRVSITCRASESISSYVNWYQQKPGKAPKLLIYTASSLQSGYPPRFSGSASGTDFTLTISSLQPEDFATYYCQQSYSTPITFGQGTRLEL

>Patient 7 (94.3% A 60.8 Da)

de novo | DIQMTQSPSSLSASVGDRVTITCQASQDIAKYLNWYQQKPGKPPKLLIYDTSNLETGVPSRFSGSGSGTDFTFTINSLQPEDIATYYCQQYDDFPLTFGPGTKYDI
reference | DIQMTQSPSSLSASYGDRVTITCQASQDLAKYLNWYQQKPGKPPKLLIYDTSNLETGYPSRFSNG-GGTDFTFTINSLQPEDLATYYCQQYDDFPLTFGPGTKVDI
* *hEK *

>Patient 8 (99.1% A -8.5 Da)
de novo | DIQMTQSPSTLSASVGDRVTITCRASQSISSSLAWYQQKPGKAPKLLIYDASSLETGVPSRFSGSGSGTEFTLSISSLQPDDFATYYCQHYNSYSLTFGQGTKVET
reference | DIQMTQSPSTLSASVGDRVTITCRASQSLSSSLAWYQQKPGKAPKLLIYDASSLETGYPSRFSGSGSGTEFTLSISSLQPDDFATYYCQHYNSYSLTFGQGTKVEL

*

>Patient 13 (92.8% A -12.5 Da)

de novo | EPALTQPPSVSGAPGQRVTISCTGSSSNIGAGWDVHWYQQLPGTVPKLLIYADRNRPSGVPERFSGSKSGTDAALATAGLQAEDEADYYCQSYDSALSGFYVFGTGTKVLY
reference | EAPLTQPPSVSGAPGQRVTLSCTGSSSNLGAGWDVHWYQQLPGTVPKLLIYADRNRPSGYPERFSGSKSGTSATVATIAGLQAEDEADYYCQSYDSALSGFYVFGTGTKVIV
wkk * * * K *

>Patient 15 (99.1% A -8.8 Da)

de novo | DIQMTQSPSTLSASYGDAVTITCRASQSINVWLAWYQQKPGKPPKLLIYEASNLESGVPSRFSGSGSGTEFTLTISSLQPDDFATYYCQQYNSYPYTFGQGAKLEI

reference | DIQMTQSPSTLSASVGDAVTITCRASQSLNVWLAWYQQKPGKPPKLLIYEASNLESGVPSRFSGSGSGTEFTLTISSLQPDDFATYYCQQYNSYPYTFGQGAKLET
*

>Patient 18 (99.1% A -8.7 Da)
de novo | DIQMTQSPSSLSASYGDRVTITCQASRDISNYLNWYQQKPGKAPMLLIYAASNLQTGVPSRFSGSGSGTDFTFTISSLQPEDIATYYCQQYGNLPLTFGGGTKVEL
reference | DIQMTQSPSSLSASYGDRVTITCQASRDISNYLNWYQQKPGKAPMLLIYAASNLQTGYPSRFSGSGSGTDFTFTISSLQPEDLATYYCQQYGNLPLTFGGGTKVEL

*

>Patient 19 (99.1% A -0.8 Da)

de novo | DIQMTQSPSSLSASYGDRVTITCQASQDIGNYLNWYQQKPGKAPRLLIYDASDLEEGYPSRFSGSGSGTDFTFTISSLQPEDFATYYCQQYHTLPPLTFGGGTKVDY

reference | DIQMTQSPSSLSASVGDRYTITCQASQDLGNYLNWYQQKPGKAPRLLIYDASDLEEGYPSRFSGSGSGTDFTFTISSLQPEDFATYYCOQYHTLPPLTFGGGTKYDY
*

>Patient 20 (99.1% A -1.8 Da)

de novo DIQMTQSPSTLSTSYGDRYTITCRASQSIRTWLAWYQQKPGKAPKLLIYKASTLETGYPSRFSGSCSGTMFTLTISSLQPEDFATYYCQQYNDYSGTFGOGTKLET

reference | DIQMTQSPSTLSTSVGDRVTITCRASOSTRTWLANYQOKPGKAPKLLIYKASTLETGYPSRFSGSGSGTEFTLTISSLOPEDFATYYCQQYNDYSGTFGQGTKLET

*

ELVLAQSPETL SLSPEERATLSCRAES
SVSSEYTAWYQQKPGQAPRL L L YBABT
RATGL PDRFSGSGSSZDETL TLSSLEP

EDFAMYYCQQYGRSPYTFGPGTKVDLK

Supplementary Figure S3. A) Stitch reconstruction of light chains from multiple myeloma patient

urine (Chamot-Rooke and colleagues, ref 43). CDRs are annotated, sequence conflicts
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highlighted by an asterisk (*) and sequence identity in parentheses, along with the mass error of
the predicted Stitch sequence compared to the experimentally determined mass of the intact light
chain. B) Sequence logo of P5 light chain from Stitch analysis, with highlighted variants in red

boxes.
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