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Table 1. Summary of Truncal and Branched Driver Events across Cancer Types

Tumor Type Trunk Drivers” Branch Drivers Refensnces:
AML DNMT3A, TET2, 15,17), WT1, KRAS, NRAS, KIT Walch, 2014
1821}, {16:16). invi16) -
Breast TPS3, PIKSCA BRCAZ Martins et al., 2012; Nik-Zainal et al,,
' 2012a; Shah ot i, 2012
cu MyDEs SF381, TPS3 Landau et al., 2013
Golorectal” KRAS, NRAS, BRAF TP53, PIKICA Brannon et al., 2014; Vakiani et al, 2012
Ewing Sarcoma. EWSR1-ETS fusion STAGZ Tirode ot al., 2014
Folicular BOR-IGH (14;18), MLL2, MYD8S, TNFAIPS, MYC, TPS3 Okosun stal,, 2014
fymphoma CREBBP, E2H2
Gioma 1DHT SMARCA4, BRAF, TP53, ATRX Johnson et al., 2014
MoS SF3B1, SASF2, U2AF1, DNMT3A NRAS Papaemmanuil et al., 2013
Melanama® BRAF NRAS, MEKT Van Allen et al,, 2014
Myeloma figH rearrangements KRAS, NRAS, BRAF, FAMSEC Boli et al., 2014; Lohr et al, 2014;
Maichar at al, 2014
NSCLC BRAF, NF1, TPS3, EGFR HGF, MLL3 Chen et al, 2012; de Bruin et al., 2014;
Govindan et al, 2012
Esaphageal TPS3, SMADS MYO188, TRIMSS, CNTNAPS, Weaver st al., 2014
adenocarcinoma ABCB1, PCOHS, UNC13C,
SEMASA, CCOC1028
Ovarian TPs3 PIKICA, CTNNET, NF1 Bashashati et al.. 2013
Prostate ERG rearmangements, 2122 doletion,  PTEN, COKN1E, AR ampification  Baca ot ol 2013: Haffner et al, 2013
NKX3-1 deletion FOXP1, 5POP
Pancreatic KRAS, COKNZA, TP53, SMADS OVEHT Yachida and lacobuzio-Donabus, 2013
Renal VHL, PBRMT", 3p loss of SETD2, BAP1, KDMSC, MTOR, Gerlinger et al., 2012, 2014
heterazygosity TSCT, TSG2, TP53
*Genas with an asterisk have Also been found to be subclanal in mulliregion samples.
“Comparative sequencing analysis was used between maiched primary and 1o define statu

“Branched drivers defined in BRAF mutant melancma.
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HEUER VS RSESE (E2E. H9—)

Standard Liquid
Biopsy Biopsy
VS, i E

Time-Intensive Procedure Quick
Localized Sampling of Tissue Comprehensive Tissue Profile
Not Easily Obtained Easily Obtained
Some Pain/Risk Minimal Pain/Risk
Invasive Minimally Invasive
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El11 RIEZ LR El12 Top20 VERERSTRAE 53 i kE
FMEEAR—group, 8MELEN N MR (B LM FH558 XRTHERRES, VIR NEALERPSERNERTE,

RAME, EMAIE, E, TEDMRAR/IME) . E/AStudent's t-Test
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AR B KFROR AR E M (LGL) B & HAEXNEMXT X (RA), FRAMLGLFEARCDS+ TAM T EFT
STAT3RZE, MR ZREHILCLIRAE RS H ARA (43% vs. 6%) o EILLHEN, & 4 AR T HICDS+ TR AT GE S RAK iR
BX.
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X Exome sequencing was not performed
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3INAEIREERDTAI: 11N LHBIE RS MATE R R Z &, RN Z->dominant BCR clones (Domi-
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Marsh | 0.0848 RCD type WEATL  0.0008 ***
FCD typell Marsh | 01923
4 Control 10 ***
PR peREAT. Con posia RCD type IVEATL Contrel 01189
0005 *** ACD 0.0000 ***
oD 00005 oD 00504
RCD typel 00016.* ACOI o0108"
Marsh | 00387 Maren | o149

E17 ZEEERARTCRBS #1E
AFTEH R R E DR EINE, BEARTIYE, RCDIHBIIEATLANEA S Eftm AA8LL, BN R EIMEEZRE.BRARRESH M ST aRREME
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TCR Betaf#BCREHFE V. D. JERRIZHY, TTCR alphafFBCREFER AV JERRIBN. NERXERE, IR
TCR betafMBCREHAILLE %
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1) JXFICX Z 8 Fintron, ATACK #1735 4i&1t, ¥ 12 +CDR;
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NG
0

LERNE
1. FENHELZR: Exp SEMNE. RR. BESTRGUENTE, fHREMIR IR E MEMER S ITEL S IR
5, HEWSER R RERREAFERINE,
2. (R 1Migit SR T ZEPCRIIMIBINIL, EAEHRIR MBI A ER RN, HPEn 5 Y&t e RigT .
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Interplay between gut microbiota metabolism and inflammation in HIV infection
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Intra- and Inter-cellular Rewiring of the HumanColon during Ulcerative Colitis
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