
Cofilin/tropomyosin−type actin−binding protein | PF00241
PH domain | PF00169
CS domain | PF04969

Class II histocompatibility antigen, beta domain | PF00969
Armadillo/beta−catenin−like repeat | PF00514

Core histone H2A/H2B/H3/H4 | PF00125
MCM N−terminal domain | PF14551

MCM OB domain | PF17207
MCM P−loop domain | PF00493

MCM AAA−lid domain | PF17855
Rel homology DNA−binding domain | PF00554
Rel homology dimerisation domain | PF16179

RecF/RecN/SMC N terminal domain | PF02463
Ets−domain | PF00178

Hsp20/alpha crystallin family | PF00011
Bromodomain | PF00439

Keratin type II head | PF16208
Zn−finger in Ran binding protein and others | PF00641

Intermediate filament protein | PF00038
HMG (high mobility group) box | PF00505

Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD | PF00160
TCP−1/cpn60 chaperonin family | PF00118

LSM domain | PF01423
Helicase conserved C−terminal domain | PF00271

Proteasome subunit | PF00227
SH2 domain | PF00017
SAP domain | PF02037

DEAD/DEAH box helicase | PF00270
G−patch domain | PF01585

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) | PF00076
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Study of origin

Profiled for SNVs

Profiled for mutations

Profiled for SVs

ADAR
FUBP1
EWSR1
PNN
MBNL1
TARDBP
SAFB
CCAR1
SNRPA
HNRNPH3
HNRNPA3
RBM22
RBMX

3%
2%
1.7%
1.4%
1%
1%
0.7%
0.3%
0.3%
0%
0%
0%
0%

Genetic Alteration
Missense Mutation (unknown significance) Splice Mutation (putative driver) Splice Mutation (unknown significance) Truncating Mutation (putative driver)

Truncating Mutation (unknown significance) Structural Variant (putative driver) Amplification Deep Deletion No alterations

Study of origin Diffuse Large B cell Lymphoma (DFCI, Nat Med 2018) Diffuse Large B-cell Lymphoma (BCGSC, Blood 2013) Diffuse Large B-Cell Lymphoma (Broad, PNAS 2012) Diffuse Large B-Cell Lymphoma (TCGA, PanCancer Atlas)

Profiled for CNVs Yes No

Profiled for mutations Yes No

Profiled for SVs Yes No
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