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Secreted phospholipase A2 modifies extracellular vesicles and accelerates B cell lymphoma

Kudo K, Miki Y, Carreras J, Nakayama S, Nakamoto Y, Ito M, Nagashima E, Yamamoto K, Higuchi H, Morita S, Inoue A, Aoki J, Ando K, Nakamura N, Murakami M, Kotani A. Cell Metab 34(4):615, 2022
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Chromatin structure undergoes global and local reorganization during murine

dendritic cell development and activation

Kurotaki D, Kikuchi K, Cui K, Kawase W, Saeki K, Fukumoto J, Nishiyama A, Nagamune K, Zhao K, Ozato K, Rocha PP, Tamura T.

Proc Natl Acad Sci USA 119(34):e2207009119, 2022
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Single-cell transcriptomes underscore
genetically distinct tumor characteristics and
microenvironment for hereditary kidney cancers

Jikuya R, Murakami K, Nishiyama A, Kato |, Furuya M, Nakabayashi J, Ramilowski JA, Hamanoue H,
Maejima K, Fujita M, Mitome T, Ohtake S, Noguchi G, Kawaura S, Odaka H, Kawahara T, Komeya M,

Shinoki R, Ueno D, Ito H, Ito Y, Muraoka K, Hayashi N, Kondo K, Nakaigawa N, Hatano K,
Baba M, Suda T, Kodama T, Fujii S, Makiyama K, Yao M, Shuch BM, Schmidt LS, Linehan WM,
Nakagawa H, Tamura T, Hasumi H. iScience 25(6):104463, 2022
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Early alveolar epithelial cell necrosis is
a potential driver of COVID-19-induced acute
respiratory distress syndrome

Tojo K, Yamamoto N, Tamada N, Mihara T, Abe M, Nishii M, Takeuchi I, Goto T.
iScience 20;26(1):105748, 2023
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The majority of diseases-associated-variants are noncoding and enriched in the cis-regulatory
elements. Understanding the cell-type specific activity and transcriptional output of these cis-
regulatory elements are thus crucial to decipher the molecular basis of disease predispositions.
In this lecture, T will first provide an overview on the field of transcriptomics and explain how
genome-wide profiling of RNA S%ends allows us to pinpoint these cis-regulatory elements and
characterize their transcriptional outputs. Specifically, 1 will focus on the characterization of their
noncoding transcriptional outputs, e.g. enhancer RNAs and long non-coding RMAs. By profiling
RNA Sends across a large number of tissues and cell-types, we could build atlases of
transcribed cis-regulatory elements, reconstruct the regulatory modules governing the context-
specific gene expression and evaluate their relevance to disease predispositions. I will use
examples of large-scale bulk and single-cell atlases of transcribed cis-regulatory elements to
demonstrate how to identify these disease-relevant context-specific regulatory modules by
integration of transcriptomic data and disease genetic data.
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VRESTERELTLS. (Yokomizo T et al. Nature, Sep. 2022).
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2022 5A. ARHFEDOEILEILFTEZENELT
TIAAAYTART AV RBIRZE) & TINAAAVTART A VRABEIREY T —1 IKBEDE UL,

Jordan RAMILOWSKI s&4
BRFIIRPERERNEFFT L 5 —/ A A TATT 1 VRIS — HHIE

Main goals of our Bioinformatics Laboratory at the
Advanced Medical Research Center (SENTANKEN)
are collaborative biologically and medically relevant
research, help bioinformatics education and bring
our Institution and Japan closer to the World by
engaging international researchers in our efforts.

During FY-2022, Bioinformatics Associate Professor
Jordan RAMILOWSKI gave Practical Bioinformatics
Online Course (/N\A AV TAX TV RAEE - £
#) on R programming language and methods
applied to biological/medical & NGS data analysis.
The course was further complemented with Special
Practical Course (/\1 A>T AN T« U AR E
F kL —=>4%"3—2X) on Single Cell RNA-seq Data
Analysis. To share our knowledge more broadly, our
practical courses were also recorded and made
available for on-demand participation. With help of
Japanese and International research experts from

Academia and Industry, we also held a series of
lectures dedicated to newest Bioinformatics & Al
Trends in medical and biological research (/\-f A1
VITAR T4 A8 ). Our courses attracted a large
audience of nearly 200 Japanese and international
students and researchers!

We are also pleased to let you know that we have
recently reached the level of the “Bioinformatics
Analysis Center” (I\A A4V 74T« A5 —)
and that we will soon be welcoming a
newly-appointed Bioinformatics Assistant Professor

(BhE).

With the New Fiscal Year approaching, we are
looking forward to new challenges and excitements
and to helping you all with your Bioinformatics
Journey! Please follow our website for more exciting
news: https://www-user.yokohama-cu.ac.jp/~bioinfo/intro/
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£ 1@ Practical Bioinformatics Course & R/RStudio
2 Basic Operations in R & RStudio

F3ME Working with Gene Expression Data & Metadata
4[] Gene Mapping and Counting

%50 Differential Gene Expression Analysis

%#6[@ | Pathway Enrichment Analysis

% 7M@ | Visualizing NGS Data Analysis Results

%80l Introduction to Single Cell RNA-seq Data Analysis

O NAALYTAYT 1Y ABEMERN—=20J -

£ 1@ Introduction to scRNA-seq data analysis & to Seurat R package
#2[0 Common scRNA-seq data analysis workflow in Seurat
%30 scRNA-seq Data Integration & Differential Expression in Seurat
£ 40 Trajectory analysis of scRNA-seq data with Monocle 3
O NAALYTAIT 1V A5
I
F1mE Jordan Ramilowski 54 (GEMIZKF) Life Science Data: Challenges & Perspectives
%2 R BE 55k CRICERAFP) KRS — I T T —EAWAI VI RT — 5 @i
%£3ME =E 08 Sk (EEHMIIKE) BEHRE LT/ L7 REERT (GWAS)
£ 4[0 Michiel DE HOON %5c4 (E{bAFRT) Chromatin structure and gene regulation in the nucleus
%50 I 3 2% (REKRZF) Fundamentals of Machine Learning & Artificial Intelligence (Al)
FE6ME BE # k£ (T—YrAst) WEERICHBFDAl - T—F ATV RDIGAEA
70 FIl B k4 (EHIIAS) Accelerating Life Science by Machine Learning & Molecular Simulation
s=8m Jessica SEVERIN 44 (E{L5Hr5) Visualization in genomic sciences:
Building Interactive Tools to Visualize NGS Data

07



AMKRPEANERTIKRE ERERNZMREY S —

V1 | sesasmss

BEEDCERE

2023 FE AN SEEM I R ZRBERFHER VY —FEBFIC
MEWCLRIREEERLE T, RAREL LU TEETNOERDER
BB THB LR, METIAZHRARZFHEDARERAZZZEICE
B FRICEND B AR E U,

RERTIFETINOZAEZAWCEHCREEDHXDOERFR -
COVID-19 DERRIFZRZ 1T RNA sequence - 7°D?7Y—L\7Zté:“®‘ﬂ¥J

BRRITICED > TEWDE Ulc, T TRBNEETO RSB ATREIMEIC
<EINDD. MFBRONERS - B Ll_‘kbtb\#%ﬁﬁ“%ﬁld)
BEE - RELBFIEOH—. REDBRITRIOERETELZ<DORENHD

ERRRLTEFR U,

KPR DERHAFICEWNT, NILF A Iy o BT TRRT
BIDERBENSEM TCEDLIORALEVWER-THEDET, [MZELELLH
FEWLWWLETS

2023 F 3BT

FWabtk

1],

SENTANI(EN

T236-0004

R ERXAER3-9

NIURPEANEEHILKRT SimENARFTE 5T —
HEAMA - HKEARRSELD

(P50 - EPEEHER EPEERY)

E-mail : kyoudou@yokohama-cu.ac.jp
Web#1k:

#Lm Web ¥ b

Oe

]
e

e, |

=

https://www-user.yokohama-cu.ac.jp/~kyoudou/kyoudou_wp/



