Description of Additional Supplementary Files

File Name: Supplementary Data 1-33

Description: This Supplementary Data file includes the following tables:
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Study cohort.

IGH characterization by SSeq and WGS of the C1-CLL cohort.
IGH characterization by NGS and WGS of the C2-CLL cohort.
IGH characterization by SSeq and WGS of the MCL cohort.
IGH characterization by WGS of the MM cohort.

IGH characterization by WGS of the DLBCL cohort.

IGH characterization by NGS and WGS of the B-NHL cohort.
IGH unproductive rearrangements.

IGLC characterization by FC and WGS of the C1-CLL cohort.

. IGLC characterization by FC and WGS of the C2-CLL cohort.
. IGLC characterization by FC and WGS of the MCL cohort.
IGLC characterization by FC and WGS of the MM cohort.
IGLC characterization by FC and WGS of the DLBCL cohort.
IGLC characterization by WGS of the B-NHL cohort.
Verification of IGK-inversion rearrangements.

Kde/RSS deletions and unproductive/unexpressed IGLC gene rearrangements.
CSR characterization by FC and WGS on the MM cohort.
CSR characterization by FC and WGS on the C1-CLL cohort.
CSR characterization by WGS on the C2-CLL cohort.

CSR characterization by WGS on the MCL cohort.

CSR characterization by WGS on the DLBCL cohort.

CSR characterization by WGS on the B-NHL cohort.
Oncogenic Ig translocations identified by IgCaller.
Downsampling analysis.

Analysis of normal in tumor contamination at 30x WGS.
Analysis of normal in tumor contamination at 60x WGS.
Polyclonal contamination analysis.

Oligoclonal experiment.

Output of MiXCR.

Supplementary Data 30. Example of the output file containing the high confidence rearrangements

identified by IgCaller.

Supplementary Data 31
Supplementary Data 32
Supplementary Data 33

. Description of the IGH, IGK, and IGL-specific output files.
. Description of the CSR-specific output file.

. Description of the oncogenic Ig translocations-specific file.



