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We have newly designed a panel for next-generation sequencing (NGS) reflecting the latest
knowledge for genomic analysis for large cohort, oriented toward data storage (DS) of clinical genomic
information for hematological malignancies. We have started the genomic analysis for the preserved
samples for which clinical data were fixed.

For DS development, items and contents of clinical data scheduled to be used for retrieval,
extraction and analysis were identified through hearing with DS users (analysts of sequence
information, biostatisticians). In collaboration with the data centers of clinical research group, we
created and released mapping specifications of clinical data to CDISC standard. Furthermore, we
made DS database specifications from the CDISC-standard mapping specifications and VCF
specifications.

In order to verify the feasibility of the clinical sequence in hematopoietic tumors, each research
group that participate this project planned a feasibility study based on the facts of each research
group who is the subject of implementation, such as methods for collecting specimens and clinical
information. Regarding curation of genetic information, we use a reporting system developed by
Mitsui Knowledge Industry Co.,1td. (MSI). While referring to the MSI’s reports obtained, we devised
a method to generate final report of the clinical sequence by discussing with the expert panel that
was formed for each disease area.

As preparation for bioinformatics for clinical sequencing, “Genomon 2”, a platform for cancer
genome sequencing analysis was expanded for use in clinical sequence. Specifically, we developed
“paplot”, software for outputting interactive reports such as quality control of analysis results,
summary in cohort of acquired mutation, overall image of structural mutation in each specimen,
mutation signature, etc., and installed it on Genomon 2.

For the establishment of genetic counseling system, we formulated a common policy when
germline mutation of hereditary neoplasia was found as secondary or accidental findings. Specifically,
we will explain the possibility of finding germline mutations at the time of explanation of informed
consent before examination. Participants will choose one of the 3 grades; (1) not receiving any
explanation, (2) receiving explanation only for the mutation of genes with the approach methods
established, (3) receiving explanation also for the mutation of genes without any approach methods
established. We created a common brochure for explanation to patients as duty of attending doctors.

We prepared a system and environment that enables clinical sequencing mainly by each disease
group of adult leukemia (JALSG), adult malignant lymphoma, adult myeloma, and pediatric
hematologic malignancies (JPLSG). Except for JPLSG, application is ready for IRB submission. In
addition, for the purpose of creating DS and sharing data within this research group, we have received
approval from the IRB that allow us to create DS and share data within this research groups that

participate current project.



III. RO/ ~DFEE

(1)

1.

TR - MESFICRT o % (ENEE off, HEEREE 34 1F)

Yoshizato T, Nannya Y, Atsuta Y, Shiozawa Y, Iijima-Yamashita Y, Yoshida K, Shiraishi Y,
Suzuki H, Nagata Y, Sato Y, Kakiuchi N, Matsuo K, Onizuka M, Kataoka K, Chiba K,
Tanaka H, Ueno H, Nakagawa MM, Przychodzen B, Haferlach C, Kern W, Aoki K, Itonaga
H, Kanda Y, Sekeres MA, Maciejewski JP, Haferlach T, Miyazaki Y, Horibe K, Sanada M,
Miyano S, Makishima H, Ogawa S. Impact of genetic alterations in stem-cell

transplantation for myelodysplasia and secondary acute myeloid leukemia. Blood. 2017 in
press

Makishima H, Yoshizato T, Yoshida K, Sekeres MA, Radivoyevitch T, Suzuki H,
Przychodzen B, Nagata Y, Meggendorfer M, Sanada M, Okuno Y, Hirsch C, Kuzmanovic T,
Sato Y, Sato-Otsubo A, LaFramboise T, Hosono N, Shiraishi Y, Chiba K, Haferlach C, Kern
W, Tanaka H, Shiozawa Y, Gomez-Segui I, Husseinzadeh HD, Thota S, Guinta KM, Dienes
B, Nakamaki T, Miyawaki S, Saunthararajah Y, Chiba S, Miyano S, Shih LY, Haferlach T,
Ogawa S, Maciejewski JP. Dynamics of clonal evolution in myelodysplastic syndromes. Nat
Genet. 2017 49(2):204-212

Ding LW, Sun QY, Tan KT, Chien W, Thippeswamy AM, Juh AYE, Kawamata N, Nagata Y,
Xiao JF, Loh XY, Lin DC, Garg M, Lim SL, Liu LZ, Madan V, Jiang YY, Xu L, Sanada M,
Fernandez LT, Preethi H, Lill M, Kantarjian H, Kornblau SM, Miyano S, Ogawa S, Liang
DC, Shih LY, Yang H, Koeffler HP. Mutational landscape of pediatric acute lymphoblastic
leukemia. Cancer Research 77(2):390-400, 2017

Mori T, Nagata Y, Makishima H, Sanada M, Shiozawa Y, Kon A, Yoshizato T, Sato-Otsubo
A, Kataoka K, Shiraishi Y, Chiba K, Tanaka H, Ishiyama K, Miyawaki S, Mori H,
Nakamaki T, Kihara R, Kiyoi H, Koeffler HP, Shih LY, Miyano S, Naoe T, Haferlach C,
Kern W, Haferlach T, Ogawa S, Yoshida K. Somatic PHF6 mutations in 1760 cases with
various myeloid neoplasms. Leukemia. 30(11):2270-2273, 2016

Shiba N, Yoshida K, Shiraishi Y, Okuno Y, Yamato G, Hara Y, Nagata Y, Chiba K, Tanaka
H, Terui K, Kato M, Park MdJ, Ohki K, Shimada A, Takita J, Tomizawa D, Kudo K,
Arakawa H, Adachi S, Taga T, Tawa A, Ito E, Horibe K, Sanada M, Miyano S, Ogawa S,
Hayashi Y. Whole-exome sequencing reveals the spectrum of gene mutations and the clonal

evolution patterns in paediatric acute myeloid leukaemia. Br J Haematol 175(3):476-489,
2016

Kato M, Ishimaru S, Seki M, Yoshida K, Shiraishi Y, Chiba K, Kakiuchi N, Sato Y, Ueno H,
Tanaka H, Inukai T, Tomizawa D, Hasegawa D, Osumi T, Arakawa Y, Aoki T, Okuya M,
Kaizu K, Kato K, Taneyama Y, Goto H, Taki T, Takagi M, Sanada M, Koh K, Takita d,
Miyano S, Ogawa S, Ohara A, Tsuchida M, Manabe A. Long-term outcome of 6-month
maintenance chemotherapy for acute lymphoblastic leukemia in children. Leukemia. 2017
31(3):580-584

Yanada M, Kanda J, Ohtake S, Fukuda T, Sakamaki H, Miyamura K, Miyawaki S, Uchida
N, Maeda T, Nagamura-Inoue T, Asou N, Morishima Y, Atsuta Y, Mivazaki Y, Kimura F,
Kobayashi Y, Takami A, Naoe T, Kanda Y : Unrelated bone marrow transplantation or
immediate umbilical cord blood transplantation for patients with acute myeloid leukemia
in first complete remission. Eur J Haematol. 2016, 97(3):278-87.

Iriyama N, Tokuhira M, Takaku T, Sato E, Ishikawa M, Nakazato T, Sugimoto KdJ, Fujita



10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

H, Fujioka I, Hatta Y, Kizaki M, Komatsu N, Asou N, Kawaguchi T. Incidences and
outcomes of therapy-related chronic myeloid leukemia in the era of tyrosine kinase
inhibitors: Surveillance of the CML Cooperative Study Group. Leuk Res 2017;54:55-58.
Takagi Y, Shimada K, Shimada S, Sakamoto A, Naoe T, Nakamura S, Hayakawa F, Tomita
A, Kiyoi H. SPIB is a novel prognostic factor in diffuse large B-cell lymphoma that
mediates apoptosis via the PISK-AKT pathway. Cancer Sci. 2016;107(9):1270-80.

Ichikawa A, Miyoshi H, Yamauchi T, Arakawa F, Kawano R, Muta H, Sugita Y, Akashi K,
Ohshima K. Composite lymphoma of peripheral T-cell lymphoma and Hodgkin lymphoma,
mixed cellularity type; pathological and molecular analysis.  Pathol Int. 2017 Feb 13. doi:
10.1111/pin.12515. [Epub ahead of print]

Nguyen TB, Sakata-Yanagimoto M, Asabe Y, Matsubara D, Kano J, Yoshida K, Shiraishi Y,
Chiba K, Tanaka H, Miyano S, Izutsu K, Nakamura N, Takeuchi K, Miyoshi H, Ohshima
K, Minowa T, Ogawa S, Noguchi M, Chiba S. Identification of cell-type-specific mutations
in nodal T-cell lymphomas. Blood Cancer J. 2017 Jan 6;7(1):e516. doi: 10.1038/bcj.2016.122.
Kawamoto K, Miyoshi H, Yanagida E, Yoshida N, Kiyasu J, Kozai Y, Morikita T, Kato T,
Suzushima H, Tamura S, Muta T, Kato K, Eto T, Seki R, Nagafuji K, Sone H, Takizawa d,
Seto M, Ohshima K. Comparison of clinicopathological characteristics between T-cell
prolymphocytic leukemia and peripheral T-cell lymphoma, not otherwise specified. Eur J
Haematol. 2017 Jan 27. doi: 10.1111/ejh.12856. [Epub ahead of print]

Satou A, Asano N, Kato S, Elsayed AA, Nakamura N, Miyoshi H, Ohshima K, Nakamura S.
Prognostic Impact of MUM1/IRF4 Expression in Burkitt Lymphoma (BL): A Reappraisal of
88 BL Patients in Japan. Am J Surg Pathol. 2017 Mar;41(3):389-395.

Shimono J, Miyoshi H, Seto M, Teshima T, Ohshima K. Clinical features of diffuse large B-
cell lymphoma with polyploidy. Pathol Int. 2017 Jan;67(1):17-23.

Kishimoto W, Nishikori M, Arima H, Miyoshi H, Sasaki Y, Kitawaki T, Shirakawa K, Kato
T, Imaizumi Y, Ishikawa T, Ohno H, Haga H, Ohshima K, Takaori-Kondo A. Expression of
Tim-1 in primary CNS lymphoma. Cancer Med. 2016 Nov;5(11):3235-3245. doi:
10.1002/cam4.930. Epub 2016 Oct 5.

Kurita D, Miyoshi H, Yoshida N, Sasaki Y, Kato S, Niino D, Sugita Y, Hatta Y, Takei M,
Makishima M, Ohshima K. A Clinicopathologic Study of Lennert Lymphoma and Possible
Prognostic Factors: The Importance of Follicular Helper T-cell Markers and the Association
With Angioimmunoblastic T-cell Lymphoma. Am J Surg Pathol. 2016 Sep;40(9):1249-60.
Miyoshi H, Kiyasu J, Kato T, Yoshida N, Shimono J, Yokoyama S, Taniguchi H, Sasaki Y,
Kurita D, Kawamoto K, Kato K, Imaizumi Y, Seto M, Ohshima K. PD-L1 expression on
neoplastic or stromal cells is respectively a poor or good prognostic factor for adult T-cell
leukemia/lymphoma. Blood. 2016 Sep 8;128(10):1374-81.

Tachikawa S, Kuroda J, Narita T, Ri M, lida S, Taniwaki M. Epigenetic expression of miR-
375 is the dominant mechanism for constitutive activation of the PDPK1/RSK2 signaling
axis in multiple myeloma. Br J Haematol. 2017, in press.

Kato J, Masaki A, Fujii K, Takino H, Murase T, Yonekura K, Utsunomiya A, Ishida T, lida

8




20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

S, Inagaki H. Quantitative PCR for HTLV-1 provirus in adult T-cell leukemia/lymphoma
using paraffin tumor sections. Pathol Int. 2016, 66: 618-621.

Iida S. Mechanisms of action and resistance for multiple myeloma novel drug treatment.
Int J Hematol 2016, 104: 271-272.

Kodama Y, Manabe A, Adachi S, Horibe K, et al. Salvage therapy for children with relapsed

or refractory Philadelphia chromosome-positive acute lymphoblastic leukemia. Pediatr
Blood Cancer in press

Hara Y, Adachi S, Horibe K et al. Prognostic impact of specific molecular profiles in

pediatric acute megakaryoblastic leukemia in non-Down syndrome. Gene Chromosome
Cancer in press

Yamato G, Adachi S, Horibe K, et al. ASXL2 mutations are frequently found in pediatric
AML patients with t(8,21)/RUNX1-RUNX1T1 and associated with a better prognosis.

Genes Chromosomes Cancer. in press

Moritake H, Horibe K, Adachi S, et al. Outcome of relapsed core binding factor acute

myeloid leukemia in children: A result from the Japanese Pediatric Leukemia/Lymphoma
Study Group(JPLSG) AML-05R study. Pediatr Blood Cancer in press
Hirabayashi S, Kato M, Manabe A, et al, ZNF384-related fusion genes consist of a

subgroup with a characteristic immunophenotype in childhood B-cell precursor acute
lymphoblastic leukemia. Haematologica 2017, 102:118-129

Kato M, Manabe A, et al, Long-term outcome of six-month maintenance chemotherapy for
acute lymphoblastic leukemia in children. Leukemia 2017, 31:580-584

Tanaka Y, Manabe A, et al, Interaction between NUDT15 and ABCC4 variants enhances
intolerability of 6-mercaptopurine in Japanese patients with childhood acute lymphoblastic
leukemia. Pharmacogenomics J, in press

Yaguchi A, Manabe A, et al, EP300-ZNF384 fusion gene product up-regulates GATAS3 gene
expression and induces hematopoietic stem cell gene expression signature in B-cell
precursor acute lymphoblastic leukemia cells. Int J Hematol, in press

Iguchi A, Manabe A, et al, Bortezomib combined with standard induction chemotherapy in
Japanese children with refractory acute lymphoblastic leukemia. Int J Hematol, in press
Moriyama T, Kato M, Manabe A, et al, The effects of inherited NUDT'15 polymorphisms on
thiopurine active metabolites in Japanese children with acute lymphoblastic leukemia.
Pharmacogenet Genomics, in press

Osumi T, Mori T, Fujita N, Saito AM, Nakazawa A, Tsurusawa M, Kobayashi R.
Relapsed/refractory pediatric B-cell non-Hodgkin lymphoma treated with rituximab
combination therapy: A report from the Japanese Pediatric Leukemia/Lymphoma Study
Group. Pediatric Blood & Cancer 2016, 63, 1794-1799

Kobayashi R, Mitsui T, Fujita N, Osumi T, Aoki T, Aoki K, Suzuki R, Fukuda T, Miyamoto
T, Kato K, Hino M, Goto H, Eto T, Inoue M, Mori T, Terui K, Onizuka M, Koh K, Koga Y,
Ichinohe T, Sawada A, Atsuta Y, Suzumiya J. Outcome differences between children and

AYAs (adolescents and young adults) with non-Hodgkin lymphoma following stem cell



33.

34.

transplantation. Int J Hematol 2017, 105, 369-376

Osumi T, Tanaka F, Mori T, Fukano R, Tsurusawa M, Oshima K, Nakazawa A, Kobayashi
R. Primary mediastinal large B-cell lymphoma in Japanese children and adolescents. Int J
Hematol in press

Kobayashi R, Tanaka F, Nakazawa A, Ueyama J, Sunami S, Mitsui T, Koga Y, Mori T,
Osumi T, Fukano R, Ohki K, Sekimizu M, Fujita N, Kamei M, Mori T , Lymphoma
Committee and Japanese Pediatric Leukemia/Lymphoma Study Group. Pediatric Follicular

Lymphoma in Japan. Int J Hematol in press

(2) & VURVTLEICRBITDAHE - RAY —3FK

1.

Landscape of driver mutations and its clinical significance in pediatric acute lymphoblastic
leukemia, FBH, FEPEEA, HHEMEE—, (LA, BRI, AHESE, BARZ, KBERE,
HAAK—, HRVET, TR, HARA, EERE, BHET, B R, Bt —, WAkaEz,
RN —, AARE, WEE, AN)IEE], S, EHE, 5 78 M HAMK S ES,
2016/10, [EWA.

Landscape of Driver Mutations and Their Clinical Impacts in Pediatric Acute Lymphoblastic
Leukemia, H8H,  REpEA, & HEEE—, [LTFAN, ERET, AHEE, BAMZ, KHEH
%, AAK—, BT, TR —, WABRAE, ERE, BHET, FBUEER, l—, Ik,
TNEERN—, SArRE, EEE, MIEE], s, ZEHE, 5 58 |7 A U H ik FSFIRE
2, 2016/12, ¥sh

KN ) DERT — S~ A =0 T OO ORI TIE, A, AAK—. 2016 FEFE
Pzl G R, 2016/9/6, [EIN.

Large scale and reproducible cancer genome analysis using Genomon2 and Azure, H8H, H
AR HREEMERERFE SRS, 2016/9/30, [HA.

KBNS AT ) DERT =2 <A =0 T OO OFGEIITFIE, R, AR —, HHE A EE
fEdeE S R, 2016/9/30, [EHN.

Genomon-SV % fifi o 7= KPILT X ¥ — ARHT CH O NI o T IEA R O2KE, NEE, BA
K. 975 Bl AR R, 2016/10/6, [EN

Genomon2 # o 7o KBS ) A« NT A7 U7 h—LOMEMNT, DA, AAK—., 5 39
15y AR S 2016/11/30, [EAN.

Clinical features and prognosis of unselected patients with AML and RAEB-2: JALSG CS07
study. HEH, Yasushi Miyazaki, Toru Sakura, Masamitsu Yanada, Ken Takase, Kiyotoshi

Imai, Nobuaki Dobashi, Yasutaka Aoyama, Masashi Sawa, Hidehiro Itonaga, Kensuke Usuki,
Sumihisa Honada, Shigeki Ohtake, Hitoshi Kiyoi, Kazunori Ohnishi, Yukio Kobayashi,
Tomoki Naoce. HAMEFZFIiEE  2016/10/14, [EN

Clonal evolution following azacitidine therapy in patients with high-risk myelodysplastic
syndromes. [, June Takeda, Kenichi Yoshida, Hideki Makishima, Yasuhito Nannya,
Yusuke Shiozaawa, Hiromichi Suzuki, Yuichi Shiraishi, Yusuke Okuno, Kenichi Chiba,
Satoru Miyano , Masashi Sanada, Toru Kiguchi, Nobuaki Dobashi, Kensuke Usuki, Shigeru
Chiba, Norio Asou, Yasuhi Mivazaki, Tomoki Naoe, Hitoshi Kiyoi, Yukio Kobayashi, Seishi

10




10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

Ogawa. HAMEFRFiriez, 2016/10/13, EN

Genetic Landscape and Clonal Evolution Following 5-Aza Therapy in Patients with High-
Risk Myelodysplastic Syndromes. 74~ A # —, June Takeda, Yusuke Shiozawa, Yuichi
Shiraishi, Yusuke Okuno, Keisuke Kataoka, Kenichi Chiba, Hiroko Tanaka, Masashi Sanada,
Shigeru Chiba, Norio Asou, Hitoshi Kiyoi, Kiyotoshi Imai, Chikara Hirase, Nobuaki Dobashi,
Toru Kiguchi, Yasushi Miyazaki, Tomoki Naoe, Hideki Makishima, Satoru Miyano, Seishi

Ogawa and Kenichi Yoshida. Annual meeting of American Society of Hematology, 2016/12/5,
24
Rare deletion mutation in PML-RARA and its biological significance in APL. ;" A % — fii
oL, Al —. B % 78 M A ARMK PRI ES (M)  2016/10/14  [EWN
Mechanisms of resistance to volasertib and its combination effect with azacitizine in AML.
MER RSAEM, Al B 28 78 Ml A AME A2 A e S (M) 2016/10/15  [EWN
The combination effect of volasertib and azacitidine, and the resistant mechanisms of
volasertib in acute myeloid leukemia (AML). R A% — AdachiY, Ishikawa ¥, KiyoiH Zf
58 M7 A U W Muitire CKE Ho7 4 =) 2016/12/3  [ES
AMLOJERMLIAHE, A, BRAESRE, 557800 B ARME A2 A ES, ZHWHE. 2016410H
130, [EH
Landscape of MDS genomes as revealed by whole genome sequencing. H8H, FIARI.

HfE—. Fid=zse, KBEZM, H8RE— KAF, BELE, BFFE&En,. B8 {ﬁ#f
TIEVE, BRAEGORE, IRZRE], APV, THE— AR —. BE5E. NIELE. F78EI A
R F2FARES, 20164£10 130, [EW
Clonal evolution following azacitidine therapy in patients with high-risk myelodysplastic
syndromes. A 8H, 7T H{EHE, 5 HEE—, BEHE. FEARC, WERT, SSAKE, A —,
REF AT, THEM—, ZHE TEHE, RAF. LELW. ArEh, TG, BRAEGE. =
WRFZRw], ELENE . TEH L RS, /NVIERE]. HE 78R B AR AR i E S . 20164210 H
130, [EH
Somatic mutations in newly diagnosed chronic myeloid leukemia detected by whole-exome
sequencing. M8H, B IRka3E, MTHEVER, HFHAEE—, HER . RNIERE, SMEE, B
BT, TR, BAA— TR BRVEF G RYTSM8. BRASEIRE, ks,
EWREZR ], EEE, NIGE] AR, R EVLE. BT8R B A M e AR
2016510H 14H., [EHN
Response to remission induction therapy can predict the prognosis in de novo AML patients.
FEA, ARk, RYTSEmt, B WG BIRRE] ARk, BT BEEEZ . B
CERRME, EMRE—. ELAME. 78R B AR R A E S, 201642104 140, [EH
APL harboring the PML-RARA fusion gene detected by RT-PCR, which was negative by FISH
analysis. ARAZ— gt MARE, AR, mTmE W, JIDHEZE, m R, MARTE.
o 78 [l B AR M F= e =, 2016 4510 A 14 H, [EN
3'UTR methylation of the CEBPA gene in acute myeloid leukemia. H~A%—_ AT,
TBAR B, AREFE N, BRAEHIAE, I DR, SRR, 5 78 IRl A AR F R IR &, 2016 4
10 H 14 B, EN

11



21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

Discovering the novel drug targeting tumor-microenvironment for intractable lymphoma. O
BH OHEARBIL, BHEMZ, BRHE, RTEL. HEEE, AED T BIISGE. EHER.
HI 28 T8 M A AMEFE i ES (Bik)  2016/10/14  [EN

Relationship between tissue EBV-DNA copy number and pathological classification/subtypes
in LPDs. MEH MASRE, MAEM, EHES. MEAT. EEN. SIBIEL. BETLER.
IASEL, AREEER, 351, EREE 5 78 [ A AMK & ifrte s (Biik)  2016/10/14
EH

Emetine Elicits Apoptosis of Intractable B-Cell Lymphoma Cells with MYC Rearrangement
through Inhibition of Glycolytic Metabolism. AR A & — Shimada K, Sakamoto A,
Sugimoto K, Morishita T, Kojima Y, Shimada S, Kato S, Iriyama C, Kuno S, Harada Y,
Nakamura S, Tomita A, Hayakawa F, Kiyoi H, % 58 [a]7 A U hifujig=rs CKE Vo7«
=) 2016/12/3 [E4+

Guttffs - 7 ) SRR OB BENERE ~ORIKER, N8, REES, BOEHHE, & 34 BB ARYAME
BioFREFSRE - FiivEs #0, 2016/11/19, EHH.

Adolescents and Young Adults with Acute Myeloid Leukemia Are Associated with Higher
Treatment-Related Mortality and Inferior Overall Survival after Allogeneic Hematopoietic
Cell Transplantation Compared with Children. M 88 Tomizawa D, Adachi S, et al.
American Society of Hematology 58th Annual Meeting 2016/12/3  [E4%}

Analysis of GATA1 Mutations in Down Syndrome Infants with Transient Abnormal
Myelopoiesis and Clinical Impacts of GATA1 Mutation Types: A Report from the JPLSG
TAM-10 Study. 48 2 # — Terui K, Adachi S, Horibe K, et al. American Society of
Hematology 58th Annual Meeting 2016/12/3  [E4}

Identification of Two Distinct Poor Prognostic Subgroups Related to High Expression of
BMP2 or PRDM16 in Pediatric AML. &~ A% — Hara Y, Adachi S, Horibe K, et al.
American Society of Hematology 58th Annual Meeting 2016/12/3 [E4}

Transcriptome Analysis Revealed the Entire Genetic Understanding of Pediatric Acute
Myeloid Leukemia with a Normal Karyotype. 74~ A% — Shiba N, Adachi S, Horibe K, et
al.  American Society of Hematology 58th Annual Meeting 2016/12/3 [E4}

Targeting Philadelphia Chromosome Positive Acute Lymphoblastic Leukemia with a Novel
Transcriptional Inhibitor. 78 A % — Maeda S, Adachi S, et al. American Society of
Hematology 58th Annual Meeting 2016/12/3 [E4}

Paradoxical Enhancement of Leukemogenesis in Acute Myeloid Leukemia Cells with
Moderately Attenuated RUNX1 Expressions. 73 A4 — Suzuki K, Adachi S, et al. American
Society of Hematology 58th Annual Meeting 2016/12/3 [E4}

Clinical and Biological Features of Pediatric Acute Myeloid Leukemia with Primary
Induction Failure in the Japanese Pediatric Leukemia/Lymphoma Study Group (JPLSG)
AML-05 Study. " A % — Miyamura T, Horibe K, Adachi S, et al. American Society of
Hematology 58th Annual Meeting 2016/12/3 [E4}

Deciphering the Function of KLF4 as a Differentiation Inducer in Hematologic Malignancies.

ARA % — Kiyose H, Adachi S, et al. American Society of Hematology 58th Annual Meeting
12




33.

34.

35.

36.

317.

38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

2016/12/3  [E4t+

VEGFA- a New Therapeutic Target in CNS Leukemia. M8 Kato I and Adachi S, et al.
American Society of Hematology 58th Annual Meeting 2016/12/3 [E4}

Cluster Regulation of RUNX Family By “Gene Switch” Triggers a Profound Tumor
Regression of Diverse Origins. H8H Morita K, Adachi S, et al. American Society of
Hematology 58th Annual Meeting 2016/12/3 [E4}

Transcriptome analysis of 92 pediatric acute myeloid leukemia patients. H8H %2 fE4, &
ot URESERC= M 2R 78 [l AR SR A RS 2016/10/13 [EIY

Distribution of the driver mutations among blood cell compartments in MDS and AML. 7
AL — RRRHORE, RO 5 78 Rl A AKIIEIE R AN S 2016/10/13 [E

Clinical impact of post-transplant MRD on the clinical outcome of pediatric acute leukemia.
RALZ—  MpH i, 2Soh— o 55 78 Bl B ARMIR AR ES 2016/10/13 EHW
Molecular features and their clinical impact in infant acute myeloid leukemia. M85 J55
I, Bartt— A= Ml B 78 Al A ARMIR AR TFINES 2016/10/13 [EN

Clinical features of patients with ASXL1 and ASXL2 mutations in pediatric acute myeloid
leukemia. ANAX— RKRFXFE, Baoi— WEG= 5 78 Bl A ARMKFSFINES
2016/10/13 [EN

Hematopoietic cell transplantation for adolescent and young adult patients with AML. O
BHOEPEAE, st f 55 78 I A AMEARAES 2016/10/13 HN

Early-phase fluctuation of FDP as a prognostic marker of APL :a report form the JCCG AML
committee. NAX— EEEZ, B — JEEA= i 5 78 B A ARME TR TIES
2016/10/13 [EN

—u Pk R E A EE IS D5 GATAL Bin 1A R-JPLSG TAM-10 BESEFI O 18
FORF B, ESth— i 3 58 M HAV/NRIMKE - A AFRFES  2016/12/15 [EW
NRBMEAMIRIZXTT % G-CSF OF B BRI AT E- S COMmET AB AL, @852
fh— #2558 MIAA/NEMIR - NAFRFNES  2016/12/15 EN

AIWTOFEBEREZ LDV NERRRI R IE D% 5 HAIMFSE R 2ES:, 2t — il
%5 58 [l HAVNRIMEK « 2P i 2016/12/15 [EN

/NRBMEEREME A LRI 31T 5 RUNXL B2RA A 2 BF OME & RRFE A KX
ZE, Eanh— HEERER = fh 5 58 [l HAVNMEK - SAFERFMES 2016/12/15 [EN
FLIRSM B BEME A MR 231 MLL BAs1 e Y CBFA2T3-GLIS2 . X % Ti&lghiit. A
BT, RSt SEEECE f 55 58 I H AR - BAERES 2016/12/15
EH

/N AML BABEAARBIES ORI & TR JPLSG AML-05 ERReERD O owe  HEd
EARET . Bartt—  JEECE L 5 58 Bl A AVNRME - S AR AITES 2016/12/15
o

BT 2 R o/ NR BB BEVE O IR ORRRRORFE & % HEE R TIEIER, BEaoh—
HRBR = b 5 58 Ml HAVNEME « S AFRFIES 2016/12/15 EN

AINZ 1T D IRWRBEME S E B M 3 L OUEME Y B O RERHERS RIS OWT A8 4%
Bz, Barth— M 2558 M AA/NEMKK - AR FINES  2016/12/15 EN

13



50.

51.

52.

53.

54.

55.

NV 3 I A | 2 k9 D Feal e iR SRR W S R T o T2 &7z Bilineal Leukemia DFF
M pEE oA, Ei— A= M 5 58 B HA/NEMK - NAFRFEINES
2016/12/15 [EHHN

Genetic Abnormalities and Prognosis in Pediatric B-precursor Acute Lymphoblastic
Leukemia without conventional genetic abnormalities; Tokyo Children’s Cancer Study Group.
ARA%— Ohki K, Kato M, Manabe A, et al. American Society of Hematology 58th Annual
Meeting 2016/12/3  [E4}+

TAL1 super enhancer aberration and STIL-TALI fusion in pediatric T cell acute
lymphoblastic leukemia. 7~ A % — Kimura S, Kato M, Manabe A, et al. American Society of
Hematology 58th Annual Meeting 2016/12/3  [E4}

Identifications of fatal SPI1 fusions and highly aggressive phenotype with SPI1
overexpression in pediatric T cell acute lymphoblastic leukemia/lymphoma. H{#H Seki M,
Kato M, Horibe K, Manabe A, et al. American Society of Hematology 58th Annual Meeting
2016/12/3  [E4t+

Lymphoma of AYA generation: from pediatrician (symposium). H8H, Kobayashi R, Sekimizu
M, # 78 [al HAMEF2, 2016/10/15, Hi#E

AYA RO Y U AERIR(T o F a o IJ—), AR ARR 0 5 58 [l A AVNEIMKE - 23 A
FRTINES, 2016/12/17, HUHED

(3) TEERE DR « Hffrdahittz ) (x4 200 A

1.
2.

(7 ) By o T2 ARETER B1RIAT 4 AV A = A0 7 =, 2016/4/23, [EN
HEIRYE ISP OREERD IR, RN FUERIE NS AALERBE AR > v AR Y T A 2017/1 28,
EH
INRBNEY MR W TR O - BIE - AORY, I, Yy F o h—T
+—7 5 (R 2 %) , 2016/8/7, EN
INEDIABIROBUIE, B IE (BR) |, FUSEZEREERE /N AHISGEEE g /e (34
MPOMERSERL) |, 2017/3/18, EN

(4) FrarHiRE
ML

14



