
Table	
  S1:	
  Sample	
  sizes	
  of	
  21	
  tumor	
  types	
  before	
  and	
  a7er	
  filtering	
  to	
  ensure	
  sufficient	
  	
  
muta<ons	
  per	
  sample.	
  

*Tumors	
  excluded	
  from	
  NBS	
  analysis	
  due	
  to	
  insufficient	
  muta<ons	
  or	
  samples	
  
¶Calculated	
  a7er	
  excluding	
  tumor	
  marked	
  by	
  *	
  
aBLCA-­‐Bladder	
  urothelial	
  carcinoma;	
  BRCA-­‐Breast	
  invasive	
  carcinoma;	
  CARC-­‐Carcinoid;	
  CLL-­‐Chronic	
  
lymphocy<c	
  leukemia;	
  CRC-­‐Colorectal	
  carcinoma;	
  DLBC-­‐Diffuse	
  large	
  B-­‐cell	
  lymphoma;	
  ESO-­‐Esophageal	
  
adenocarcinoma;	
  GBM-­‐Glioblastoma	
  mul<forme;	
  HNSC-­‐Head	
  and	
  neck	
  squamous	
  cell	
  carcinoma;	
  KIRC-­‐
Kidney	
  renal	
  clear	
  cell	
  carcinoma;	
  LAML-­‐Acute	
  myeloid	
  leukemia;	
  LUAD-­‐Lung	
  adenocarcinoma;	
  LUSC-­‐Lung	
  
squamous	
  cell	
  carcinoma;	
  MED-­‐Medulloblastoma;	
  MEL-­‐Melanoma;	
  MM-­‐Mul<ple	
  myeloma;	
  OV-­‐Ovarian	
  
serous	
  cystadenocarcinoma;	
  PRAD-­‐Prostate	
  adenocarcinoma;	
  RHAB-­‐Rhabdoid	
  tumor;	
  UCEC-­‐Uterine	
  corpus	
  
endometrial	
  carcinoma	
  



Figure	
  S1:	
  The	
  clustering	
  pa>erns	
  of	
  BLCA	
  across	
  the	
  four	
  gene	
  sets	
  (Full,	
  FoundaHonOne,	
  PanCan,	
  and	
  TrueSeq)	
  and	
  rank	
  K=3,4,5,6.	
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Figure	
  S2:	
  The	
  clustering	
  pa>erns	
  of	
  BRCA	
  across	
  the	
  four	
  gene	
  sets	
  (Full,	
  FoundaHonOne,	
  PanCan,	
  and	
  TrueSeq)	
  and	
  rank	
  K=3,4,5,6.	
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Figure	
  S3:	
  The	
  clustering	
  pa>erns	
  of	
  CRC	
  across	
  the	
  four	
  gene	
  sets	
  (Full,	
  FoundaHonOne,	
  PanCan,	
  and	
  TrueSeq)	
  and	
  rank	
  K=3,4,5,6.	
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Figure	
  S4:	
  The	
  clustering	
  pa>erns	
  of	
  ESO	
  across	
  the	
  four	
  gene	
  sets	
  (Full,	
  FoundaHonOne,	
  PanCan,	
  and	
  TrueSeq)	
  and	
  rank	
  K=3,4,5,6.	
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Figure	
  S5:	
  The	
  clustering	
  pa>erns	
  of	
  GBM	
  across	
  the	
  four	
  gene	
  sets	
  (Full,	
  FoundaHonOne,	
  PanCan,	
  and	
  TrueSeq)	
  and	
  rank	
  K=3,4,5,6.	
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Figure	
  S6:	
  The	
  clustering	
  pa>erns	
  of	
  HNSC	
  across	
  the	
  four	
  gene	
  sets	
  (Full,	
  FoundaHonOne,	
  PanCan,	
  and	
  TrueSeq)	
  and	
  rank	
  K=3,4,5,6.	
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Figure	
  S7:	
  The	
  clustering	
  pa>erns	
  of	
  KIRC	
  across	
  the	
  four	
  gene	
  sets	
  (Full,	
  FoundaHonOne,	
  PanCan,	
  and	
  TrueSeq)	
  and	
  rank	
  K=3,4,5,6.	
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Figure	
  S8:	
  The	
  clustering	
  pa>erns	
  of	
  LUAD	
  across	
  the	
  four	
  gene	
  sets	
  (Full,	
  FoundaHonOne,	
  PanCan,	
  and	
  TrueSeq)	
  and	
  rank	
  K=3,4,5,6.	
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Figure	
  S9:	
  The	
  clustering	
  pa>erns	
  of	
  LUSC	
  across	
  the	
  four	
  gene	
  sets	
  (Full,	
  FoundaHonOne,	
  PanCan,	
  and	
  TrueSeq)	
  and	
  rank	
  K=3,4,5,6.	
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Figure	
  S10:	
  The	
  clustering	
  pa>erns	
  of	
  MEL	
  across	
  the	
  four	
  gene	
  sets	
  (Full,	
  FoundaHonOne,	
  PanCan,	
  and	
  TrueSeq)	
  and	
  rank	
  K=3,4,5,6.	
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Figure	
  S11:	
  The	
  clustering	
  pa>erns	
  of	
  MM	
  across	
  the	
  four	
  gene	
  sets	
  (Full,	
  FoundaHonOne,	
  PanCan,	
  and	
  TrueSeq)	
  and	
  rank	
  K=3,4,5,6.	
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Figure	
  S12:	
  The	
  clustering	
  pa>erns	
  of	
  OV	
  across	
  the	
  four	
  gene	
  sets	
  (Full,	
  FoundaHonOne,	
  PanCan,	
  and	
  TrueSeq)	
  and	
  rank	
  K=3,4,5,6.	
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Figure	
  S13:	
  The	
  clustering	
  pa>erns	
  of	
  UCEC	
  across	
  the	
  four	
  gene	
  sets	
  (Full,	
  FoundaHonOne,	
  PanCan,	
  and	
  TrueSeq)	
  and	
  rank	
  K=3,4,5,6.	
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Figure	
  S14:	
  NBS	
  subtypes	
  using	
  the	
  Full	
  dataset	
  and	
  the	
  associaHons	
  with	
  survival	
  for	
  three	
  cancers,	
  OV	
  (A)	
  and	
  UCEC	
  (B).	
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Figure	
  S15:	
  Subtypes	
  associated	
  with	
  survival	
  across	
  different	
  rank	
  K’s	
  for	
  HNSC	
  based	
  on	
  the	
  TrueSeq	
  panel.	
  The	
  sample	
  subtype	
  
assignments	
  for	
  K=4,5,6,	
  display	
  an	
  approximate	
  nesHng	
  structure.	
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Figure	
  S16:	
  Subtypes	
  associated	
  with	
  survival	
  across	
  different	
  rank	
  K’s	
  for	
  KIRC	
  based	
  on	
  the	
  PanCan	
  panel.	
  The	
  sample	
  
subtype	
  assignments	
  for	
  K=3,4,5,	
  display	
  an	
  approximate	
  nesHng	
  structure.	
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Figure	
  S17:	
  Subtypes	
  associated	
  with	
  survival	
  across	
  different	
  rank	
  K’s	
  for	
  CRC	
  based	
  on	
  the	
  TrueSeq	
  panel.	
  The	
  sample	
  
subtype	
  assignments	
  for	
  K=3,5,	
  display	
  an	
  approximate	
  nesHng	
  structure.	
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