Jobu University

oah
@E!!D 2o x 'fsii‘ Press Release

20234 1 H 19 H
Bt
Stk
ERAYFREIER K RFH

MNESMEHERNEOH-LFEREAFORE

B=

FTHRRFZFEZ4AEFMAMOMRFTRINR(ERAFEZER), BERL/NEBEER LY 2 —MIK
BEEROMALMFIRE, HEMIIKEWERT/NEBROEMEELT S IE, BANEAAHRE
JI—7(CCR)AEMT 2 2Bt AaMmE (Acute myeloid leukemia; AML) DBGAREERIZ&
RSN BEZZIT/NBEFICH L . RER Y -7 —Z2BWEBmFEMTZITWL, /NE AML
123 LT Upstream binding transcription factor (UBTF)EIET D E ML TRMIEEL R
(Internal tandem duplication, ITD): UBTF-ITD A’ 7- 8 FHRARRTF TH D AlEM A2 HE L £
L7.

AML &R ICTFEET 2 HMERA AT 2IMBEINAD—FETT., /MNE AML TIEINET
DT T RUNX1:RUNXITI RAEEBLEF°. FLT3-ITD BEFERELR EDFEFARF A RE
ENTHY, BRBYRVICEDEAEZITOBIMLAE P ELONTEE LTz, LALAEAD
L, BEOFERETFARFZRECERWEFBEZLFEL. BEMEDOR LD/ ICITHROTF
BFARFORIEZIT) CENEELEINTWET,

SEOBETFRIFOER, NEMFE AML @ 503 Fld 6 Flic UBTFITD 2#REEL £ L7
UBTF-ITD #8894 2ERFIIZ/NEAML TLIFLISRO oN 2 8FLEERN1IAZ WS MUY I —
EDEHD L EEFXRS EARY MEFXYLHICERICTRTHDL Z DAY £ L7,
INEFT.8 MY I—BUAICIZTFEREA. ARFAIMNMEEL TWE LA 5B UBTFITD
DEFEICEY 8 FUY I—BHAIOFEHREZERICTFATEZEAAREERYE LT, INHD
BRISEEREO/NBBREAML Z L E LIZBITA L b RAKROBENLINTEY /NE AML
IBTB UBTHITD W"EEAFERFTHHI LT L TWET, SEOEFBDEBRIC
D F®%EFE L THILY 22 & CEERBICAR CHFAEREDRREICDHA Y /NEAML O
BEMBEOM EICHEMIC Z EAFINE T,

AR IL. BFEE [Genes chromosomes and Cancer)] IZB&E N,
F > 74 Rk ¢ https://onlinelibrary.wiley.com/doi/10.1002/gcc.23110

WEicBd 3 BlVWEb : Bkt icBE S 3 BRwEbd
FROREEEA T BT R(ERKFERIFER) &5 BB N R EORAE

TEL: 0270-32-1011, FAX: 0270-32-1126, E-mail: hayashiy@jobu.ac.jp, RAAH  T370-1393 HEE RSk i HTHT 270-1
TR EEENEEEY v 4 — MEERRTR #R SMT TEL : 0274-42-1183 FAX : 0274-42-5202
TEL: 0279-52-3551, FAX: 0279-52-7333, E-mail: tacko0715@gmail.com




Jobu University Press Release

[#4 v }F]

-/ AML503 5 6 $511(1.2%) 12 UBTF-ITD % [AlE L, A AML IZIXEE B3/ AML IZHR 8 72

B FREEEZXONE L,

- UBTF-ITD #4192 AML OF## & L, FLT3-ITD., PRDM16 i&Efn{- 3 H*S, WT1 Bin A%, 8

N YI—LDEMNRELS HOLNDZ ERDND E LT,

-~ RAFGEORERIT 2022 FFEIKE D b S/ N FE AML TREGE S 4172 UBTF-ITD SER] & Rk D

N TEFRHERC TR OMIN 2R L CE Y, UBTF-ITD 23/hE AML IZBWCEE R TR REN T

ThDHAREMENRESNE LT,

« UBTF-ITD 2N PR+ & L THENLT 5 2 & Tl 22 @hlb-Coia 3L o 4 HiE 4 2 L iR S
nEJ,

(AEOES
AML (XIMEDON A TH 2 HIFEO—FE T, /NEAIMFEOF TIEEMEY > WEE MR OWRIZE VR T
T AML IZEBWTIX I E THZE < OB TN M T, 7% BAFE 1 Th 5 RUNXL:RUNXLTL,
CBFB::MYH1l & W\o7o@ e BB TR ARK - Th D FLT3-ITD 72 EOBER A RPEBFEE I
TWET, /ML AML TIEZEN S O TRKFLIER UG & A B O 7o BRIMEIREMThit TR Y |
FEHIATEERIT 60-70% % T EF L TWET, 30-40% 0D HE S ATHERCIETICEY . &Y o3k H
MR DEFFRD 80-90%ThH D Z & & HRD ERIZITHDRIBREE & 135 22 VIKARTY, ITFEOE
IR FRNTIFZEIZ & 0 ZEDOBR A B E BB TR THRIF & LTRES L, AT E LY 27 0
JERUEHHEA TWE T, WERLIZH 6072 TZRE T2 R Tl b 2 ERMEIR 3 52 1T B AL VWERS]
WIFELET, FHOTRRFZFE LT, L0 #EbREIMLIaEEZ1T 5 2 & 23/hE AML OIRHRAGE
M EO7EHIZEEE LTV ET,

GiEAY R A ST |
ARG N — T N AMLL3L BNk LTty — 2 v — 2 W CGRIB TR 21T o 72 & 2 A,
UBTF-ITD &£ WO H LWBIR T RE A FE L E Lic, £ < OREFITHRNTT 5729, /N AML503 ], A%
AN AMLL75 fi), /NREMERESI(AML, SR Y XM AR, AR EEIE) O M iaiE 65 & g i —
=l U AYE LD ) HIETTAT LTz & 2 A /N AMLS03 31 6 $51](1.2%) 12 UBTF-ITD %58 F L7273,
N AML 12 —Hl 380 £ AT LT, UBTF-ITD A% 2% AML OJER & 35 i@t L2 & 2 A,
FLT3-ITD, WT1 s 725, PRDM16 EisFm7EH, 8 MU Y I — LW\ o lolBn 5%, Qe iy &
DEPNLZNZ N0 £ LK 1), KIS/ AML139 6% %4212 RNA o — 27 =0 |2 X 5 iEix
FIHBUENT 21T o7& 2 A, UBTF-ITD AT HIERIIX, ITHETHRAREOFENER SN TS
PRDM16 EinfDOFELA m <, o> PRDM16 =3EELOER] &tz LT UBTF-ITD A3 HiEFIIT
PRDM16 {5 ¥ DRBFEEN LV B2 E08bh £ Lz,

UBTF-ITD % A9 2JEH] & Z VLU DIEF| D T4 % b3 5 & | UBTF-ITD & A3 D IERI LT BAfEER,
AR NEGFREBIIARETHDLZ ENDOOY ELE(X2), £72.8 MU YV I —DJEFIOHF CLulgd
e, WETHRIKTE L THEDNRNWE FY Y I—TF M, UBTFITD #F79 5 8 b VU Y I —DJERITE
AEICTHRARETHDLZENDMNY LT, 8 M) VI —CidfhoRaREE 2450452t bambn
TWETH, UBTF-ITD 2 F T DIEFNITM O YRR E 23 72 < FHERRERITh 2 LR IhE L
720 UBTF-ITD [ZFEFKE DR AML & Hl & U7 Tl CRERNCIE Sh, HMFET 20 74D
L BRE OB T RIS — | THRAORER ERFx OFERLERETH Y . S RIOIT CHBMEL
T 52 LN TEE Lz, UBTF I ITD UAMZAM Y v A MIE T OBIE - LBE T 5% A T



BT 21ED Z ENRIHRE SN TEREINTE Y MEIEEICB W TCEEREL T TH S ajEMEN R
B TWET, UBTF-ITD I3/hE AML BWTEE R PRIKF &2 5 REMENH Y £9°,

A UBTF-ITD [ ] ]
Trisomy 8
Normal karyotype
FLT3-ITD
WT1 mutation

High PRDM16 expression [ R i
HE Bl

Relapse
Death T e [ |
Stem cell transplantation
Risks [ il

Risks [ High [l Non-complete remission

B Exon 13
WT G e e e e e e e e e e e e e e e e GAGOGGCCT GAG CTC TOC GAG AGT GAG CTG ACC CGC CTG CTG GOC CGA ATG TGG AAC GAC CTG TCT GAG AAG AAG AAG ..
E R P E L SE S5 E L TRLLARMWWNDILSEK KK
- - o e . GAGCGG GCT GAG CTC TOC GAG AGTIGAG TG ACE GGG C16 GT6 GOC CA ATGITGG AC GAG
AMLO5-21 1 ! ooe e
. ER P E L s E S!E L TR L L ARMIWNGDD® GFEE
. GAG CGG CET GAG CTC TEC BA 16 TCG GaC GITGG AAC GAC CTG TET GAG AAG AAG AAG
AMLO5-47 . !
E R P E L & E S'E_ L L 5 LA R MIW N DL S E K KK
. GAGCGG CCT GAG CTC TOC GAG AGC G VG AAG B CCT GAG CTC TCE GAG ABCIGA TG ACT CGC TG TG GOC C3A ATGTGT CTG TCT GAG AAG AAG AG .. -
AMLO5-67 1
. E R P E L 5 E L s E K K K L E L R P E L S E S;E L T R L L AR M/C L S E KKK . .
[ acore o o (“Tf TCT GAG AAG ANG MG GTC AGG GTG CCT GAG GTC TG GAG AGCIGH
505G COT GAG CTE |L GAG 1GG CTG TCT GAG AAG AAG ARG GTC AGG CTG CCT GAG CTC TCT GAG AGCGAG
AMLO5-275 £
. E R PELSE S LT R L L AR MJW L s E K K KV R
AMLO5-365
AMLIS-154

B 1A UBTF-ITD A3 2RI D5 T AT R & BRI RFK

UBTF-ITD %49 % 6 JEfl% 6 IR LTCW5, 8 hYU Y I—_ FLT3-ITD, WTL#{& -2 %, PRDM16 #Ef& BB E DH
a2 {RD,

X 1B &EHFI D UBTF-ITD D& FELS

FHIEFITREE 472 UBTF-ITD DB TFEIIZ R L T\ D, FIEFIO EBIIERERS], TBIZY I/ BRSIZ 7R~ L T2,
W Exon 13 WICEBE 2580 (G EaEy). SEFNHE L BEERSIGRRIUMA) 24 LT,

(%)

(%)
10q = UBTF-ITD{-) n=364 100, — UBTF-ITD() n = 364
— UBTFITD(+) n=5 L — UBTFITD(+) n=5
—_— E— \
o & T 807 \
> T 2
g 80 | g 601
3 7]
7]
[
= 40 D 407
g o
ahe
20 < §
> & 20
O i
0 : : - : 0
0 500 1000 1500 2000 0 500 1000 1500 2000
da
Number at risk s Number at risk days
UBTF-ITD(-) 364 319 173 67 3 UBTF-ITD(-) 364 226 123 46 2
UBTF-ITD(+) 5 3 2 0 0 UBTF-ITD(+) 5 1 1 0 0

X 2. UBTF-ITD OFEIZ X 54 FEO B
UBTF-ITD %A 2 JEFIIT 24172 (Overall survival), &1~ hAETFE3E (Event-free survival) & H HRIZRE TH - 7=,

[(AEBRROBZR L SBOEE]
AAFFROMFE LT, UBTF-ITD 23/NE AML IZ81) 5 TH&IRT & U TN L723G . K07z @il
{EIRHEITHE OV < ATREMESC, TRIRARA & L COIRRIBHRIC SRR D RN H D | 4% 0/ AML O
IBREGED M ARSI ET,



(R 1E#]
& #EE © Genes Chromosomes Cancer. 2022 Nov 30. doi: 10.1002/gcc.23110. Online ahead of print.
A % 4 b L @ UBTF-internal tandem duplication as a novel poor prognostic factor in pediatric acute myeloid
leukemia
#3& * Kaburagi T, Shiba N, Yamato G, Yoshida K, Tabuchi K, Ohki K, Ishikita E, Hara Y, Shiraishi Y, Kawasaki
H, Sotomatsu M, Takizawa T, Taki T, Kiyokawa N, Tomizawa D, Horibe K, Miyano S, Taga T, Adachi S, Ogawa
S, Hayashi Y.

GIEN)
fe#EE © Genes Chromosomes Cancer #& 2022 4F 11 HA4 ' 7 4 v doi: 10.1002/gcc.23110.. F&{T13 2023 4F
1ATE
AL 2 A bov L UBTF-ITD i/hNRBMEESE AR Ic 3T 2 PRARK T CH 5
FE AR S 58 AL ORI X3 EH 0 HE @ ROK EERER. AdL i BB
F K, Wl e, sMe 220 IR KO, 3 L B B, B R, S =L = 1A
%H S AL . /NI EREL AR R/

Gk
X1 FERATF BEE ZORIDRELES LI T 57-H0D0EF T, BFREEOEEL
ENEEND,
X2 BEhfueE: FREFICEOVWTEEZEZNEL. TNETND U X726 Lcs@ & BhN %8k
1122 &,
X3 2EFERZHINTHo—EDHEIRB L ARICEFL TV ADEIE,
X4 EBARY FEFR ZHENTHo—EDHEINEE L 72, WROETPERACERFLTY
5 NDEIE,
X5 BERTEREERE  #MIOFTDNADEGREREZD CICKHASCENEREINDER, BELYHZ
DERNIERL TWD I &,

ERSEN EXE LERAKF DxIJYo K http://www.jobu.ac.jp/index.html

OFEAARES T370-1393 BFBESIGTHHAT 270-1 TEL : 0274-42-1183 FAX : 0274-42-5202




Received: 10 June 2022

Revised: 25 November 2022

W) Check for updates

Accepted: 25 November 2022

DOI: 10.1002/gcc.23110

RESEARCH ARTICLE

WILEY

UBTF-internal tandem duplication as a novel poor prognostic
factor in pediatric acute myeloid leukemia

Taeko Kaburagi®? | Norio Shiba® | Genki Yamato!? | Kenichi Yoshida® |
Ken Tabuchi® | Kentaro Ohki®® | Etsuko Ishikita? | Yusuke Hara?® |
Yuichi Shiraishi’” | Hirohide Kawasaki® | Manabu Sotomatsu?® |

Takumi Takizawa? | Tomohiko Taki® | Nobutaka Kiyokawa® |

Daisuke Tomizawa® ©® | Keizo Horibe® | Satoru Miyano!!' | TakashiTaga!? |
Souichi Adachi'® | Seishi Ogawa*!*'> | Yasuhide Hayashi®*¢

1Department of Hematology/Oncology, Gunma Children's Medical Center, Gunma, Japan

2Department of Pediatrics, Gunma University Graduate School of Medicine, Gunma, Japan

3Department of Pediatrics, Yokohama City University Graduate School of Medicine, Kanagawa, Japan

“Department of Pathology and Tumor Biology, Graduate School of Medicine, Kyoto University, Kyoto, Japan

SDepartment of Pediatrics, Tokyo Metropolitan Cancer and Infectious Diseases Center Komagome Hospital, Tokyo, Japan

®Department of Pediatric Hematology and Oncology Research, National Research institute for Child Health and Development, Tokyo, Japan

"Division of Genome Analysis Platform Development, National Cancer Center Research Institute, Tokyo, Japan

8Department of Medical Technology, Kyorin University Faculty of Health Sciences, Tokyo, Japan

?Division of Leukemia and Lymphoma, Children's Cancer Center, National Center for Child Health and Development, Tokyo, Japan

19Clinical Research Center, National Hospital Organization Nagoya Medical Center, Aichi, Japan

1IM&D Data Science Center, Tokyo Medical and Dental University, Tokyo, Japan

12Department of Pediatrics, Shiga University of Medical Science, Shiga, Japan

13Human Health Science, Graduate School of Medicine, Kyoto University, Kyoto, Japan

14Department of Medicine, Center for Hematology and Regenerative Medicine, Karolinska Institute, Stockholm, Sweden

L3Institute for the Advanced Study of Human Biology (WPI-ASHBI), Kyoto University, Kyoto, Japan

L|nstitute of Physiology and Medicine, Jobu University, Gunma, Japan

Correspondence

Yasuhide Hayashi, Institute of Physiology and
Medicine, Jobu University, 270-1 Shinmachi,
Takasaki, 370-1393 Gunma, Japan.

Email: hayashiy-tky@umin.ac.jp; hayashiy@
jobu.ac.jp

Funding information

the Japan Society for the Promotion of Science
(KAKENHI grants 17K10130, 18H06234,
19K21333, 20K08744, 20K17414); a grant for
project for development of innovative research
on cancer therapeutics (P-DIRECT) from the
Japan Agency for Medical Research and
Development (AMED; JP16ck0106064,
JP19ck0106329, JP21ck0106634h); a Grant-
in-Aid for Scientific Research on Innovative
Areas from the Ministry of Health, Labor and
Welfare of Japan (15H05909); a Grants for
Clinical Cancer Research from the Ministry of

Abstract

The prognosis of pediatric acute myeloid leukemia (AML) has improved via stratifica-
tion therapy. However, relapse or death occurs in 30%-40% of cases. Novel genetic
factors for pediatric AML need to be elucidated to improve prognosis. We detected
recurrent internal tandem duplication in upstream binding transcription factor (UBTF-
ITD) in 1.2% (6/503) of Japanese pediatric patients with de novo AML. No UBTF-ITD
was detected in 175 adult patients with AML or in 65 cell lines that included 15 AML,
39 acute lymphoblastic leukemia, five chronic myeloid leukemia, and six neuroblastoma
cell lines. All UBTF-ITDs were found in exon 13 and shared a duplicated region. UBTF-
ITD was more frequently detected in patients with trisomy 8, FLT3-ITD, WT1 mutation,
and/or high PRDM16 expression (trisomy 8, 3/6; FLT3-ITD, 5/6; WT1 mutation, 2/6;
and high PRDM16 expression, 6/6). Gene expression patterns of patients with UBTF-
ITD were similar to those of patients with NUP98::NSD1 or FUS::ERG. Survival analysis

Genes Chromosomes Cancer. 2022;1-8.
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1 | INTRODUCTION

The prognosis of pediatric acute myeloid leukemia (AML) has
improved owing to stratification therapy using cytogenetic aberra-
tions and therapeutic response.> However, there are still poor progno-
sis cases for which the detailed molecular background remains
unknown. Thus, further investigation is needed to identify novel prog-
nostic factors in pediatric AML.

While FLT3-ITD has been identified as an important prognostic
factor in pediatric and adult AML, evidence has also shown that FLT3-
ITD alone does not determine the prognosis, which has been found to
depend on other coexisting genetic factors.>™* Our previous RNA
sequencing analysis of 139 pediatric AML found that 37 of 47 patients
with FLT3-ITD had some type of fusion gene, but no other factors
were identified in the remaining 10 patients.” Focusing on these
10 patients with FLT3-ITD without any fusion genes, we performed a
custom panel sequencing on 131 pediatric AML and identified recur-
rent internal tandem duplication in upstream binding transcription fac-
tor (UBTF-ITD) in 3 of 10 patients with FLT3-ITD without any fusion
genes. UBTF encodes a member of the HMG-box DNA-binding pro-
tein family and plays a critical role in ribosomal RNA transcription. We
further analyzed UBTF-ITD in an expanded cohort comprising pediat-
ric AML, adult AML, and leukemia and neuroblastoma cell lines by
Sanger sequencing and investigated the correlation between UBTF-
ITD and other cytogenetic aberrations, gene expressions, clinical fea-

tures, and prognosis.

2 | MATERIALS AND METHODS

21 | Patients

This study enrolled patients with de novo AML who participated in
the Japanese AML-99 trial conducted by the Japanese Childhood
AML Cooperative Study from January 2000 to December 2002, as
well as the AML-05 trial conducted by the Japanese Pediatric Leuke-
mia/Lymphoma Study Group (JPLSG) from November 2006 to
December 2010.57 The AML-05 trial is registered with the UMIN
Clinical Trials Registry (UMIN-CTR, http://www.umin.ac.jp/ctr/index.
htm, number UMINO0O0000511). A total of 503 patients with leukemic
samples were included in this study. There were 134 patients from a

of the AML-05 cohort revealed that patients with UBTF-ITD had worse outcomes than
those without UBTF-ITD (3-year event-free survival, 20% vs. 55%; 3-year overall sur-
vival, 40% vs. 74%). Moreover, among the 27 patients with trisomy 8, all three patients
with UBTF -ITD had a poor prognosis resulting in early events (relapse or non-complete
remission) within 1 year. Our findings suggest that UBTF-ITD may be a novel and sig-

nificant prognostic factor for pediatric patients with AML.

AML, FLT3-ITD, pediatric, PRDM16, trisomy 8, UBTF-ITD

total of 280 in the AML-99 trial and 369 from a total of 443 patients
in the AML-05 trial. The clinical characteristics of the patients and a
comparison between available and unavailable samples in each study
are described in Tables S1-S3. Patients diagnosed with acute promye-
locytic leukemia, Down syndrome-associated AML, and secondary
AML were excluded from these studies. Details pertaining to the diag-
nosis, treatment, and risk stratification have been previously
reported.>” The treatment protocols and procedures for data and
sample collection were approved by the institutional review boards of
each participating institution; written informed consent was obtained
from all patients or their parents/guardians. These studies were con-
ducted in accordance with the Declaration of Helsinki and approved
by the institutional review board of the Gunma Children's Medical
Center and the ethical review board of the JPLSG. Furthermore,

175 adult patients with AML were enrolled as a control cohort.

2.2 | Celllines

The following 65 cell lines were analyzed: 15 AML, 39 acute lympho-
blastic leukemia, five chronic myeloid leukemia, and six neuroblastoma
cell lines. Detailed information regarding the cell lines is presented in
Table S4.

2.3 | Custom panel sequencing

Custom panel sequencing was performed in 131 of 369 patients in
the AML-05 study. This panel contained 343 genes that have been
previously reported as driver or targetable genes in hematological
malignancies or solid tumors, including UBTF, which was reported in
integrated analysis in erythroleukemia.® All coding exons were cap-
tured using the SureSelect custom kit (Agilent Technologies, Santa

Clara, CA) and sequenced using the Hiseq 2500.

24 | Sanger sequencing for UBTF-ITD

Analysis of UBTF-ITD was performed via polymerase chain reaction
(PCR) followed by Sanger sequencing. Sanger sequencing was per-
formed to detect UBTF-ITD in 369 patients from the AML-05 study,
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157 patients from the AML-99 study, 175 adult patients with AML,
and 67 cell lines. The following primers were used: forward primer,
5’-ACCCTCTGCACCTGGACA-3' and reverse primer, 5-TGACAG
CTTCCCGCCTTC-3'.

2.5 | Molecular characterization other than
UBTF-ITD

Various gene mutations, gene rearrangements, and gene expressions
were analyzed using Sanger sequencing and quantitative RT-PCR.
Detailed methods have been reported previously.”

2.6 | RNA sequencing

RNA sequencing was performed in 139 of the 369 patients from the
AML-05 study. The RNA-seq data are available at the European
Genome-Phenome Archive (EGAS00001003701). Detailed patient
characteristics and methods are presented in Table S6 and in our pre-

vious report.>

2.7 | Statistical methods

The EZR software (version 1.35; Saitama Medical Center, Jichi Medi-
cal University, Saitama, Japan) was used for all analyze.X® Detailed
methods are described in Supplementary Methods. Inter-group differ-
ences in clinical characteristics were analyzed using Fisher's exact and
Mann-Whitney U tests. The Kaplan-Meier method and log-rank test
were used to estimate the survival rate. Overall survival (OS) was
defined as the time from diagnosis to death or the last follow-up.
Event-free survival (EFS) was defined as the time from diagnosis to
the date of failure (induction failure, relapse, second malignancy, or
death) for patients who experienced treatment failure or the date of
last contact for all other patients. Hazard ratio and 95% confidence
interval were estimated using Cox regression analysis. The Kruskal-
Wallis test was used to compare gene expression levels among the
various genetic abnormalities. For all analyses, two tailed p values of

<0.05 were considered indicative of statistical significance.

3 | RESULTS

3.1 | Detection of UBTF-ITD in pediatric AML

Three patients with UBTF-ITD were detected from 131 patients via
custom panel sequencing. Thereafter, we detected additional UBTF-
ITDs in two patients from the AML-05 study and one patient from the
AML-99 study via Sanger sequencing, respectively. Thus, six of
503 (1.2%) pediatric AML cases were found to have UBTF-ITD (Table 1
and Figure 1A). In contrast, no UBTF-ITDs were detected in the
175 adult AMLs and 65 cell lines with leukemia and neuroblastoma. All

Clinical characteristics of patients with UBTF-ITD

TABLE 1

Dead
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Abbreviations: CR, complete remission; FAB, French-American-British classification; N/A, not available; SCT, stem cell transplantation; WBC, white blood cell counts; UPN, unique patient number.
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(A) Molecular and cytogenetic aberrations in six pediatric acute myeloid leukemia (AML) with UBTF-ITD in the AML-05 and AML-

99 studies. Among the six patients with UBTF-ITD, four had trisomy 8, and the other two had a normal karyotype. Moreover, five and two of the
six patients with UBTF-ITD had concomitant FLT3-ITD or WT1 mutations, respectively. High PRDM16 expression was also detected in all patients
with UBTF-ITD. Each column displays the cytogenetic aberration pattern and clinical status of an individual sample. Light blue indicates UBTF-ITD.
Green indicates chromosomal aberrations. Yellow indicates genetic aberrations. Blue indicates gene expression. Gray indicates a clinical outcome.
Blanks indicate the absence of a chromosomal aberration, genetic alteration, or prognostic event. Light and dark purple indicate risk classification.
(B) UBTF-ITD sequences in each patient. The image shows the sequences of UBTF-ITD in exon 13. The top row of each case shows the
nucleotide sequences, whereas the bottom row shows the amino acid sequence. Duplicated regions are depicted in red characters and a yellow

marker. Commonly duplicated regions are indicated by the dotted line.

UBTF-ITDs were detected in exon 13 and had common duplicated
region (Figure 1B).

3.2 | Clinical and cytogenetic characteristics of
patients with UBTF-ITD

The landscape of patients with UBTF-ITD is described in Figure 1A.
Trisomy 8, FLT3-ITD, WT1 mutation, and high PRDM16 expression
were more frequently detected in patients with UBTF-ITD from the
AML-05 study, respectively (trisomy 8, n = 3, p = 0.003; FLT3-ITD,
n =4, p = 0.001; WT1 mutation, n = 2, p = 0.039; high PRDM16
expression, n = 5, p = 0.001) (Table 2).

3.3 | Gene expression analysis of cases with
UBTF-ITD

Unsupervised hierarchical clustering analysis of the 139 pediatric
AML is shown in Figure 2A,B. Five clusters were generated, with each
cluster having unique characteristics related to gene alterations. Cases
with UBTF-ITD were categorized into clusters 1 and 3 (Figure 2A).
Region B consisted of HISH1Hs and HOXAs, the gene expression of
which were higher in clusters 1A and 3 (Figure 2B). In contrast, genes
belonging to region A were lower in clusters 1A and 3. Genes catego-
rized to region C differed significantly between clusters 1A and

3, including CTNNB1 and BCL3. Thereafter, we compared gene
expressions between AML with and without UBTF-ITD. The expres-
sion of UBTF, PRDM16, HOXBS5, HIST1H1C, and CLU differed signifi-
cantly (Figure S1). Finally, gene expressions were compared among
representative genetic abnormalities, including NUP98::NSD1, FUS:
ERG, NPM1, biallelic CEBPA mutations, KMT2A rearrangements, or
others (Figure S2). UBTF expression tended to differ among these
seven groups (p = 0.057, Figure S2), and the expression of PRDM16,
HOXA9, HOXBS5, FLT3, CEBPA, HIST1H1C, and CLU differed signifi-
cantly among these groups. The expression levels of these genes in
cases with UBTF-ITD were similar to those in AML with NUP98::NSD1
or NPM1 mutation (Figure S2). Among them, the expression level of
CLU was higher in cases with UBTF-ITD or NUP98::NSD1 but lower in
patients with NPM1 mutation. Intriguingly, patients with UBTF-ITD
had a significantly higher PRDM16 expression level than those without
UBTF-ITD among the 64 patients with high PRDM16 expression
(p = 0.010, Figure S3).

3.4 | Survival analysis of patients with UBTF-ITD-
positive AML in the AML-05 study

Survival analysis was performed in the AML-05 study using the
Kaplan-Meier method to reveal the prognostic impact of UBTF-ITD.
Notably, patients with UBTF-ITD had significantly poorer outcomes in
terms of both EFS and OS than those without UBTF-ITD (3-year EFS,
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TABLE 2 Clinical characteristics of patients with and without
UBTF-ITD

UBTF-ITD w/o UBTF-ITD
(n=5) (n = 364)
Age median at diagnosis, 8.5(7.4-14.9) 7.8(0.0-17.9)
year (range)
Sex, Male, n (%) 2 (40) 192 (53)
WBC median, x10°/L 87.5(1.1-168.1) 20.1 (0.62-985.0)
(range)
Stem cell 4 171
transplantation, n
Relapse, n 3 129
FAB classification, n
MO 0 7
M1 2 46
M2 0 105
M4 1 55
M5 1 72
Mé 1 7
M7 0 33
Risk classification, n
Low 0 126
Intermediate 0 144
High 3 46
Non-complete 2 48
remission
Cytogenetic features, n
Normal karyotype 1 69
Trisomy 8 3 24
RUNX1-RUNX1T1 0 106
CBFB-MYH11 (0] 31
KMT2A- 0 55
rearrangement
WT1 mutation 2 23
FLT3-ITD 4 43
High PRDM16 5 79

expression

Abbreviations: FAB, French-American-British; WBC, white blood cell
counts.

20% vs. 55%; 3-year OS, 40% vs. 74%) (Figure 3). Further analyses
were performed, focusing on patients with trisomy 8 (n = 27). The
clinical characteristics of patients with trisomy 8 are described in
Figure 4A and Table S7. All three patients with trisomy 8 had no other
cytogenetic aberrations, such as KMT2A rearrangement or CBFB:
MYH11 (Figure 4A). Furthermore, all three patients with trisomy 8 with
UBTF-ITD had significantly worse outcomes, resulting in early events
(relapse or non-complete remission) within 1 year (Figure 4B). Patients
with trisomy 8 with NUP98::NSD1, FUS::ERG, or UBTF-ITD had an
extremely poor prognosis, whereas patients with trisomy 8 without
those had a favorable prognosis (3-year EFS, 11% vs. 64%; 3-year OS,
33% vs. 82%) (Figure 4C).

4 | DISCUSSION

UBTF-ITD was detected in 6 (1.2%) out of 503 pediatric AML cases
in this study. UBTF-ITD has recently been reported mainly in
relapsed pediatric patients with AML.*'2 As indicated in previous
studies, all these ITDs coexisted with various insertions and deletions
in exon 13, resulting in in-frame changes.1'*? Consistent with previ-
ous reports,*112 UBTF-ITD was detected specifically in pediatric
AML in this study. Also similar to the previous report,*' UBTF-ITD
was strongly associated with trisomy 8, FLT-ITD, WT1 mutation, and
high PRDM16 expression (Table 2) in this study. Patients with UBTF-
ITD also had a significantly worse prognosis, which is consistent with
the previous report.!? Patients with FLT3-ITD were classified as
high-risk and were all indicated for stem cell transplantation in this
study.® High PRDM16 expression was reported to be associated with
poor prognosis in our previous study.'® Furthermore, we also
showed, that among patients with pediatric AML, the prognosis of
those with FLT3-ITD can be divided according to the presence or
absence of high PRDM16 expression.!* Thus, high PRDM16 expres-
sion has recently been recognized as a strong poor prognostic factor.
Considering that patients with UBTF-ITD concomitantly had these
poor prognostic factors, it was difficult to determine the significance
of UBTF-ITD alone. However, our findings suggested that UBTF-ITD
enhanced the expression of PRDM16 and contributed to the poor
prognosis given that patients with UBTF-ITD had more higher
expression of PRDM16 (Figure S3). Further analysis of UBTF-ITD
should better elucidate the mechanism by which PRDM16 expression
is enhanced in leukemic cells. Furthermore, gene expression analysis
revealed that patients with UBTF-ITD expression patterns were simi-
lar to those with NUP98::NSD1 or FUS::ERG (Figure 2A). UBTF-ITD
can be considered a novel abnormality characteristic to a similar
group with a poor prognosis, such as those with NUP98::NSD1 or
FUS::ERG. In particular, the prognosis of patients with trisomy 8 can
be clearly determined according to the presence or absence of
UBTF-ITD, NUP98:NSD1, or FUS:ERG (Figure 4C). Trisomy 8 is
sometimes detected with other cytogenetic aberrations such as
KMT2A rearrangement or CBFB::MYH11. In fact, 17 of 27 patients
with trisomy 8 harbored additional cytogenetic abnormalities. More-
over, the patients with UBTF-ITD had no other cytogenetic aberra-
tions other than trisomy 8. In a previous report, despite the high
frequency of FLT3-ITD in patients with trisomy 8 alone, no signifi-
cant difference was detected between the prognosis of patients with
trisomy 8 alone and those with trisomy 8 harboring other cytoge-
netic alterations.® On the contrary, the results of this study showed,
that among the patients with trisomy 8 alone, those with UBTF-ITD
may have a worse prognosis.

Given the small number of patients, it is difficult to determine the
clinical significance of UBTF -ITD based on the results of this study
alone. However, the results of this study are consistent with previous
studies.* Although further cases are needed to establish the clinical
significance of UBTF-ITD, it may be useful for more accurate stratifica-
tion and may contribute toward improving the prognosis of pediatric
patients with AML.
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FIGURE 2 (A) Unsupervised hierarchical clustering analysis of the 139 pediatric AML. The 139 cases were classified into five clusters. Each
cluster had the following characteristics: cluster 1A, AML with NPM1 mutation; cluster 1B, acute megakaryoblastic leukemia, and some cases with
biallelic CEBPA mutation, cluster 2, KMT2A rearrangement; cluster 3, NUP98::NSD1, UBTF-ITD, or RUNX1 mutation; cluster 4, some cases with
CEBPA biallelic mutation. (B) Distinct three regions from unsupervised hierarchical clustering analysis of the 139 pediatric AML. Region A
consisted of low-expression genes in clusters 1A and 3. Region B consisted of high-expression genes in clusters 1A and 3. Region C consisted of
genes with significantly different expression patterns between clusters 1A and C.
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FIGURE 4

(A) Molecular and cytogenetic aberrations in 27 pediatric AMLs with trisomy 8 from the AML-05 study. Each column displays the

cytogenetic aberration pattern and clinical status of an individual sample. Pink indicates trisomy 8. Light blue indicates UBTF-ITD. Green indicates
chromosomal aberrations. Yellow indicates genetic aberrations. Orange indicates gene expression. Gray indicates a clinical outcome. Blanks
indicate the absence of a chromosomal aberration, genetic alteration, or prognostic event. Light orange, pink, light purple, and dark purple indicate
risk classification. (B) Prognostic significance of UBTF-ITD in pediatric AML with trisomy 8 participated in the AML-05 study. Kaplan-Meier
curves indicate the overall and event-free survival of patients with or without UBTF-ITD in AML with trisomy 8. (C) Prognostic significance of
NUP98::NSD1, FUS::ERG, or UBTF-ITD among patients with AML with trisomy 8. Kaplan-Meier curves indicate the overall and event-free survival
of cases that are positive or negative for NUP98::NSD1, FUS::ERG, or UBTF-ITD.
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