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The greatest value of a picture is when it forces

us to notice what we never expected to see.
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John Tukey
(1915-2000)
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~ ~ @ T X Normal~v Aralv 10~ B I U & A L R

A B C D E F G
1 I;%@l island culmen_length culmen_depth_ flipper_length_ body mass_g sex
2 elie 'Torgersen 391 187 181 3750 MALE
3 Adelie Torgersen 395 174 186 3800 FEMALE
4 Adelie Torgersen 403 18 195 3250 FEMALE
5 Adelie Torgersen NA NA NA NA NA
6 Adelie Torgersen 36.7 193 193 3450 FEMALE
7 Adelie Torgersen 393 206 190 3650 MALE
8 Adelie Torgersen 389 17.8 181 3625 FEMALE
9 Adelie Torgersen 392 196 195 4675 MALE
10 Adelie Torgersen 341 181 193 3475 NA
11 Adelie Torgersen 42 202 190 4250 NA
12 Adelie Torgersen 378 171 186 3300 NA
13 Adelie Torgersen 378 173 180 3700 NA
14 Adelie Torgersen 411 176 182 3200 FEMALE
15 Adelie Torgersen 386 212 191 3800 MALE
16 Adelie Torgersen 346 211 198 4400 MALE
17
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"MEDLINE",
"NLM",

"30957634",
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"Print-Electronic”,

"1554-8635",
"Electronic”

Internet”,

gene 1is a negative regulator of autophagy and ULK1 protein

“PARK1
"usp24”

stability.",
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http://bioinformatics.hit.edu.cn/



EHA L E LA
= W eI R ERS

— SRS

Histogram Boxplot Ridgeline

o L —— IR ERRIRENE

Correlos gram Bubble Connected scatter Density 2d
* AT,
=
EHIZESIE
xR xR =W
Wordcloud Parallel Lollipop Circular Barplot
‘ RS 74 Al P4
‘ O s HERARRE AL
~ = 0 -~
Doughnut Pie chart Dendrogram Circular packing

https://hiplot.com.cn/books-static/r-graph-gallery/



EHA L E LA
= W eI R ERS

— & (BJIA) ) EIeRlE

¢ } , o s ] 4 ) . s PN /
B 0D N B B wensaas
; AN e i N\

7Yy 03

L g\ e
Map Choropleth Hexbin map Cartogram Connect tion Bubble map
Flow
() s . _
/ — HUERYRIFIR RS
wa AVA : 2 i
A %
Chord diagram Network Sankey Arc diagral m Edge bundling

https://hiplot.com.cn/books-static/r-graph-gallery/



REHALESLH | FASEIR

-

elcore to Grphed Pior x

s o

[Bloginost

Graphpad

B fre o

View Grph Data dnalss Gesgels

ok Femat Window  Hew

DERRER.JARD SEEHE el Wt o - SFTFA BSE & IADa 0. Zg&W

a,

Prpet Teobe

@ Folderl
- Neme
Hsook:
Blcesht
Bl

Far Hew, poess 1

7 oets

B LU c s AAEMm A B RS d — =

5% I First
5% B Second
B third
I Fourth

Fifth
45%

M ACN AN REVIEIN N7 NN AN Y

Origin

o] oei Ts s TNad

AL ON Dark Celers & Uight Gy 3:3

@  IBM SPSS Statistics Subscription File Edit View Data Transform Insert Format Analyze Graphs Utilities Extensions Window Help
Output, (Document1] - BM SPSS Statisiics Viewer
1 o = S 3
IHER AW e FBhf 2 (¢
- * @own Coraph
== f} o~ v @ GGraph o
FHE M =4 S
@ Notes Pie Chart Sum of Current Salary by Employment Category
12 salary 28350 + 03 Graph Y Erapiopasit
P | Gasenser vl Category
1 1 Male M Clerical
2 2 Male. @ Employment Cat M Custodial
M Manager
5 Sremale
. ="
s Sk N
T 6 ke |
7 7 Male |
s 8 Female 1
¥ et
5 10 Femaie
x i Femaie
- etk Filtered by Minority Classification variable
,, 15 e
w 4 remale Frequencies
s 15 e
,5 16 Male M Employment Category
5 - Comuave
Freauency _percem _ Vali percene___ Percent
Vaia Gienal 3 766 765 766
Custodial a7 sa 5.7 823
Manager s 177 177 1000
Toul a7s 1000 1000
IBM SPSS Statistics Processor is ready Unicode:ON
R e mA TEeB X mE BR WE mER st wB
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File Edit View Insert Tools Desktop Window Help
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MATLAB

. Stata Graph - Graph [=® e
Fle Edit Object Grapk Tools Help
=2= TR 13 X 2
4, Graph 4b %!
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Grapns by year

Stata

“Program1 X

CODE LOG

BRI

© Rstudio

& 4 X

Sports
8

Sedan
2

CarTypes @ Sedan B Sports B Wagon 8 Suv

SAS

- o x
File Edt Code View Plots Sesion Buld Debug Tools Help
@1Pie 1R [ Environment History a0
41 [ [Osource on save Q /- il -#Run 5% [Hsource v =
- Fies Plots Packages Help Viewer -
1 # R pie Chart - Border and Tty Example J o =2
2 @ 2 zoom | Eepotr 9| % pubisn | (&
3 values <- (906, 264, 289, 339, 938)
4 countries <- c(“India”,"sri Lanka","Nepal”,"shutan”, “China")
5
6 pie(values, labels = countries, border = "red”, 1ty = 2)|
Otutorialgateway.org
657 (lop Leve) ¢ R Saript &
Console =0
> values <- c(906, 264, 289, 339, 938)
> countries <- c("India","sri Lanka","Nepal”,"shutan", "china")

>
> pie(values, labels = countries, border = “red”, 1ty = 2)
>




FlRzELH | BPLFEZSRIE
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4%

4%

5%

9%

Subtypes 10%

B ETVE-RUNXT/ETVE-RUNX1-ike B High hyperdiploidy
B DUX4-+ B TCF3-PBX1

[ BCR-ABL1 (Ph) B Near-haploid

I PAXS P8OR B8 BCLIMYC—

O HLFr

=3 High hypodiploid

25%

B Ph-like % = PAXSalt
B KMT2A/KMT2A-ike B ZNF384-r
EliAMP21 Nl NUTM1-r
1ZEB2 H1038R/IGH-CEBPE

B MEF2D-
B Low hypodiploic
B IKZF1 N159Y

2ZNF362
Epsts |JAKT

Scro  |NRAS

ETV6-RUNX1
—BCR-ABL1
—TCF3-PBX1

—IGH/IGK-r
Others

11"',"""".. o l"ﬁ:u"llllllll

PAXSEPOOE;
ZEE2 (p.H1038| |
IKZFT (DN1SY)

\
Subgroup

Color Koy Low [N NN -gh
Age [ Acult Faediaric
Gender Male Female

subgroup [ 1 (MEFzO tuzions) [ G2 (TeFsPaxX)
@3 (ETVe-RUNX1-ke) [l G4 (DUXE fusionz)
GS (ZNF354 fuzions) G5 (BCR-ABL1/Pr-e)
B 7 iHyperdpioiay) ] 58 (KMT24 fusices)
@3 (PAXE ang CRLF2 fusions)
|| G610 1PAXS (p.PBOR) mutation]
G11 [IKZF1 (RN1SSY) mutstion]
| 612 (2E82 (p H1032R)IGH-CEEPE)
[ 13 iToF3eHLA
G14 (NUTM! fusionz)
ITH]
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Mutation Types || Missense | Frameshift J| Nonsense IProtein deletion [IProtein insertion [l Splice site
|| Pathway mutation 1l One hit mutation I Two hit mutation [l Three or more hit mutation
Ig NOTCH1 *(74.62%
oz 1 FBXW7 «(3154%
s’ EZ 1 i NOTCH3 6.15%)  [C1
kS g E NOTCH1 pathway ~ (79.23%
) Ki Novel 1 1 Wi 116080
 Anown s L * .00
) Known Fusions m [T 1T W
Zz 29 STIL-TAL1 DDX3X-MLLT10 L ML . L TERRagTAT pathway 3530y
<X NUP214-ABL1  HNRNPH1-MLLT10 - (Y o T W | I [KRAS *ifo0
BX -SET-NUP214  PICALM-MLLT10 0 1 wafomlilum ol I 10 L [RASpatway (1923 2
s NUP98-DDX10  NKX2-5-BCL11B sg|' ! ' | ' I.I l: [PKiCh - §I%)
NUP98-RAP1GDS1 PCM1-JAK2 P I 'l l, T B B - 339/%3
KMT2A-CBL CREBBP-TRAP1 UUNL L RUR T B [ PTPRC B
KMT2A-ELL LMO1-TRA [ [ 1 :,5%553 3.08%
KMT2A-MLLT1  LMO2-TRA llu_-Lthh-i_l.l_l_luLl_u_llllL: gﬁagr";g pathways- ggg{z,g/ )
KMT2A-MLLT4  CCND2-TRA |i| -l L n ll B 1 1im1 11 [RMToABCDE (1769%)
1 . 1 +EZH2 * 8.46%;
_ L 'l ] | 11 FSuz12 * 7-69;%
Novel Fusions s g L 11 II - 1 :ggg%q 323302 c3
Type1 Type2 2 E" 1 ! 1 1 I 1 1 L :’c"::g%%sp gg%a
+~SLC38A2-ABL2 +~CCND3-STIL & 1 mn 1 I [ CHD4 « (B 15:/:
GNPTAB-ATF7IP EVL-NKX2-1 R TR u o ' AT i
*ARL8A-INSRR  *EVL-SFTA3 o rew s mmlilen 1 8 ps 8 puE i1 [Epenetic factors (80.00%)
- . ] _§ 1 mEm T} «(7.69%
MELK-SIK3 Type3 H 1 1 ! i [ogL118 & 5e,
MBNL1-TAL1 = ZFP36L2-TRA Zell [ | ] FRUNX1 5.38%
£ 8 10 1 1 FCTCF «(4'62%) [C4
ZBTB16-ABL1 TRB-AHI1 i, . . 1 1 Fers 386
MYHS-JAK2 TRA-SALL2 2l Li 1 I [NRaAT (5 oe%
EEFSEC-PDHX TRD-NKX2-1 -2 T I L 1, - — gg&ls%(;r;plwn actors ggs:/o
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Cloud computing toolkit 2}

 Files upload and management
v Export plots and tables
 Instant rendering

v Task submission

v Task queue and worker \
v Monitor of device and tasks

v Logging

v Extendible plugins

Front-end interface

(oo 0
SQLite / TOML

800

Bootstrap + Shinydashbord

1000 1215

install bioinfo show.installed
install github new bioinfo
Instal.nongithub ~ web
crawl.all.versions conda
getmeta spack

Interfaces of Biolnstaller

0 Studio

R Shiny

Code library and plugins

Public and internal usage

!

and

Configuration file pool (TOML files)

—

nﬂ
a.

data analysis

Other programming platform

(TEXT + JSON)

Opencpu (GET/POST)

p ]
MAM- ?m_A
" ‘.'vr —— t 1 f
TRl — ]
) 200 300 400 220
@ Missenss ® Frameshint

@ Nonframshift insertion @ Nonframeshirt deletion

3 E
s|e
Pubmed gz
Datasets2Tools | & S Deployment of resources
Biolnstaller |8
_ i || Collection of resources
Non-programmer £|s
Meta database g g Sharing of resources
File database GitHub g % Construction of pipelines
>
B | consrcton orsnoy
Bioconductor | appication
Conda E 5 Reproducible data
Spack AR | analysis
Biolnstaler 6|2
o
Users Resources types | Service provider |
ANNOVAR o §
VEP Related to genetic variants annotation
AnntationDbi . License required
vefanno Local network required
ucsc 1
Papers supplementary

Versi
Genome versions.

Meta database
(Extended Biolnstaller style TOML files)
+

.| Annotation databases
File database Annotation tools
(Deposit on multiple web servers)

|

Get formatted meta information
(Biolnstaller style TOML files)

ions

Construction of integrative R package to

annotate the genetic variants

Shiny application
style plugins)
ANNOVAR, vefanno, VEP, AnnotaionDbi

... (R wrapper)

+
custom annotation functions (R)

Fliy Beosl receptor

PAGH

Wi s

& @awm

JAKSTAT signaing  ABL signaling
PIKImTOR signaing

7Coz,

S
& Others
o St <9 g s
o e et
mrv‘wssnv‘ roten synthes:s and processing)

»°)
e 455
-
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‘£212] SETD2 Kr2AvcD)

Major points for reproducible NGS data analysis projects

Meta information

Regular directory
structure and filenames

Unified pipelines/
workflows

Analysis environment Logging and History Int;:;!::r::::;:;nd

Meta information

(For all involved resources and computations.)
Ipath/{project}...}/meta. json | yaml | toml ]

[ SQLite | Mongodb | PostgreSQL | MySQL | .

[ xisx for communication with collaborator ]

Regular directory structure
and filenames
doc/ data/ analysis/ test download/ {.../}
{...[wgs | wes | maseq | chipseq | atacseq | ... ]
{time stamp)_{taskid}_{sampleid}{...}

Unified pipelines/workflows
[ Snakemake | WDL | Nextflow | Bpipe | ... ]

Using fixed software parameters in the same project
based on configuration files or command line scripts.

Using pipelines/workflows with code quality control
and assessment of performance.

docker E
CONDA I~ Spack

Analysis environment

Logging and history

Recording the executed tasks, commands and
scripts with the date, system status, user id, etc.
(Log files with unique index)

Using version control tools for codes and analysis.
Keeping backup copies of result.

(with data analysis environment)

Interactive results and
document report

QStudio Shiny
Opencpu
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a . : 2012 CRISPR-Cas9 gene 2017 Deep learning improves
1986 Backpropagation algorithm 1999 Recurrent networks used editing technology invented ~ short-read DNA variant calling
Rumelhart et al. show how to correctly . . . . L.
1975 Sanger sequencing  train multi-ayer neural networks. to predict protein contact maps 2012 Deep learning wins Merck 2018 Deep learning improves
invented 2001 Random forest Molecular Activity Challenge in-hospital mortality prediction
Firet DNA 1988 More “Al Winter” invented 2012 Deep learning wins from electronic health records
1957 Perceptron invented 1977 First genome Pinker & Prince argue that 2001 Human i
iral al natworks wil fail t genome ImageNet challenge 2018 Deep learning
Pf::::;f l‘: )r(\eural networks. | sequenced (viral) model natural language, sequenced improves templale-fr:jee
irst X-ray 1977 Protein Data Bank ) 2001 Fast matrix multiply 2014 Generative adversarial ~ protein structure prediction
crystallography of protein 1989 Convolutional neural . . e
Ty grapny of pi (PDB) launched networks invented on commercial GPUs networks (GANS) invented 2018 D
1963 Ultrasound 1980 MRI image LeCun proposes a layer for Develops into an enabling 2014 Deep learning dermat( .
commercially available first used in clinic ;ap?xal data, t[;amable by technology for deep learning. improves splice prediction ey DeepMind AlphaFold
propagation.
1960
1953 1969 “Al Winter” begins 1982 Perceptron 1987 Sanger 1997 Long short- 2008 1000 Genomes 2016 Deep learning imp
DNA Minsky & Papert prove used for gene-finding sequencing term memory (LSTM) project launches high-content microscop
structure that single-layer Stormo trains commercialized networks invented X . -
discovered  Pperceptrons cannot learn perceptron to detect 2007 ChlP-seq invented 2016 Deep leaming img
many simple functions. translation initiation 1995 Wake-sleep for A wave of large datasets and diabetic retinopathy scr
g]ijﬁ?mrrassamh sites of E. coli. deep autoencoders related methods ensues. 2016 Deep |eammg |mproves base callmg
' 1995 Support vector 2005 First genome-wide in commercial nanopore sequencers
1982 Genbank . . .
database launched machine (SVM) invented  association study (GWAS) 2015 Human genomis sequencing for $1000 2020 Al Y h afo d2
1995 Microarray first 2003 ENCODE project launched 2015 Deep learning improves protein binding prediction
used for genotyping 2015 Deep leaming boosts power of Alzheimer's
clinical trial by improved patient enroliment
b Growth of molecular biology datasets C Sizes of individual molecular biology datasets
7
10" A
— Whole-genome sequencing 10° 4 RNA @ Whole-genome
/ ) 3 ®Targeted sequencing ® sequencing
— RNA sequencing ] sequencing @ Other
— Whole-exome/fractional sequencing N ® Whole-exome/fractional
— Other @ 45 | ©Clone PY sequencing
) o 3 sequencing i ;
8 — Methylation @ 3 Protein-nucleic
: — Protein-nucleic acid binding ] acidbinding @ Metnylation
© — i ° ]
2 Targeted sequencing 5 10% 4 @ Chromatin state
o — Chromatin state £ 3
Clone sequencing = ]
— 3D DNA structure ]
3
10 E|
E 3D DNA
] structure ®
T T T T T T — T —T
b o A 0.1 1 10
N X0 N
S S

Average gigabases per dataset

R ANERIRENNENEFHRRID R R RS &

E 4

Wainberg M, Nat Biotechnol 2018 {4 1pLO T
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2005
,‘ TCGAE - ﬂ% (O:‘:-l:%EX 2016
2000 MR & v 2012 O i
o human gorome |biobank Btk COLE smuenw
Lab-centered @ 1K Genomes
biological science
-2000 E‘ - 2011-2 ) 2016-2020
@ Javay & cBioPortal
biopython =
2000 9
JB]oconductor 556’& DrBioRight
alaxy
g_l GenePattern Y YV O
2004 2005

EZ 20 FHIE , AFHREXPANZHESTESHIR

Li, J. Cancer Cell. 2020 HIPLOT
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Pinned

B tidyverse/ggplot2

An implementation of the Grammar of Graphics in R

ORrR Y47k ¥ 17k

B tidyverse/tidyverse

Easily install and load packages from the tidyverse

ORrR Yro77 %207

B r-lib/devtools

Tools to make an R developer's life easier

ORrR Yrok %709

4,446 contributions in the last year

Dec Jan Feb

Mon

Wed

City Misage v. Engne Dispacoment sy pr—"

Create Elegant Data Visualisations Using..  Access RStudio's ggplot2 in Pytho 3.3 A ggplot2 Tangent | R for Statistics i. Visualizing data with R/ggplo. Combining Inset Plots with Facets using
ggplot2 tidyverse.org medium.com bookdown.org thenode biologists.com blopig.com

Sopat Loagth

Create Elegant Data Visualisations Using the Gram. Best Introduction to GGPlot2 - Datanovia
ggplot tidyverse.org datanovia.com

Create Legend in ggplot2 Plot
sticsglobe.com

ggplot2 - Easy Way to M,
sthda.com
s e e

.

B

gl Vi

qaplot2: Mapping vs Setting
r-bloggers.com

Plotting background data for groups with ggplot2

How do | remove the _printed_ output warnings. gaplot2: aes(group = ..) overrides default grouping
drsimonj.svbtle.com s

overflow.com gHli.com

Hadley Wickham

Changing Glyph in legend in ggplot2
hvitfeldt.me

B tidyverse/dplyr

dplyr: A grammar of data manipulation

ORrR Yrask %13k

B rads

R for data science: a book

ORrR Y27k %33k

B adv-r

Advanced R: a book

@TeX Yrisk % 16k

2020

2019

2018

2017

RPubs - 2017 Workshop on Genomics Ex..  The Complete ggplot2 Tutorial - Part1 | Intro.
rpubs.com r-statistics.co

s estbrin 2014

What is a good ggplot2 tuto. An Introduction to "ggplot2” - UC Business Analyti.
quora.com uc-r.github.io

b
VAR A A
AW
¥y - :
rve =
Beautiful thematic maps with Reordering and facetti 2019-08-26fggplot2i
timogrossenbacher.ch juliasilge.com jianshu.com
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Get Data
Collection Operations
GENERAL TEXT TO0LS

Text Manipulation

Filter and Sort

Join, Subtract and Group
Datamash

GENOMIC FILE MANIPULATION
FASTA/FASTQ

FASTQ Quality Control
SAM/BAM

BED

VCF/BCE

Nanopore

Convert Formats

over
COMMON GENOMICS T0OLS

Operate on Genomic

Line chart (NVD3)
Reners 3 e chart using NVD3 hosed t g 3 org,

Home ORB(EDPEEE, BEBLEAR

Line chart (jgPlot)
endrs o lne chartusing gt hosted at g iaplotcom

Line with focus (NVD3)
i s g NVD e b s,

EAELHIAL:

L ’7 ?ka%ﬂﬁ-ﬁ E;!z‘

MVP Application

Multiple Sequence Alignment

e MSA viewer s sl companent - the el
Imags povws
* NGt Viewer -y
NG Vierer s a WebGL based molecula sl aton hosted ol hlp/rcse githubio/ gl

b

D)

=il *
J— ]

= oymR T
sen e o
wmee

R e

[rm—— e
E - e [

o

T AR (7. ) BASE 5, ncrid
e
o AR () e BERTEE, TSR

2D & (2D pie plot)

Y 1ofriS, oM A, BTt g
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faxEE

s R

BBEE
s (e s

AR, RETFE

@mom ame

1 @

L pl. prfs, PCA2DE, Ll
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zamsen >
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S 2
e, sinIAml, WEESE: BVEET, RHERTHARE
. . s
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nxm | w3 uE | e -~
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Plugins : 180+
Users : 5,000 +
PV: 354,726
UV: 40,086

Today

2020/10 | The 2 Code Friday at Shanghai
2020/9 | Open public signup

2020/7 | Open internal test signup (< 300 users)

2020/5 | The 1st Code Friday at Shanghai

‘ 2020/2 | Switch Ul framework (Element => Vuetify)

2020/1 | The first version of demo website

2019/10 | Start of Hiplot project https://hiplot.com.cn \y
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Web Interface

e o . 1jf@headl hctl

uick Navigation - & % English -
<« @UEF A6 &S o Command-line client to draw plots of [Hiplot](https://hiplot.com.cn) website. More se
(VEET[-H

hctl [flags]

hctl [command]

Available Commands:
config Initializing a config.json file of hiplot application.
help Help about any command
login Login Hiplot Website.
plot Plot functions of Hiplot Website.

Heatmap Flags:
0 -h, --help help for hctl

--log-dir string log dir. (default "/cluster/home/1jf/_log")

, --out-dir string output dir. (default "/cluster/home/1jf")
--save-log Save log to file.

, --task-id string task ID (default is random). (default "d4f728c2-1d33-4559-bb
--verbose int verbose level (0: output, 1: basic level, 2: with env
--version version for hctl

Use "hctl [command] --help" for more about a command.

Basic, Advanced,
Mini-tools, and Clinical-tools Modules

File Manager Task Manager User Manager Setting

Extra Module Q&A Feedback Mirrors

Components of Hiplot
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- = QR % 2 %english - Homepage > Basic Module
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Meta Info <

APP Nam
Parallel Coordinate

Plugin Version;
011

one Sentence Introduction:
Display High-dimensional Data

Maintainer:
Hiplot Team

Plugin Release Date:
20201008

Last Update Date:
20201009

Usage:

+ Detailed Information

visualization
of high-dimensional geometry and multivariate dat.

In order to represent a point set in a high-dimensional space, under the
background of N parallel lines (generally these N lines are vertical and
equidistan), a point in the high-dimensional space is represented as an
inflection point i N lines The position of the polyline paraliel to the coordinate
axis on the Kth coordinate axis represents the value of ths point in the Kth

A atithas a good
mathematical foundation, and its projective geometric nterpretation and duality
characteristics make it very suitable for visual data analysis.

« Import Data

Shinyseurat

Seurat Single Cell Data Anal

) shiny  single cell

Clustvis
&Cly
[ ] shiny  pca  cluster
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Tool Name

Heatmap

Matrix Bubble

Chord Plot

Violin Group

Stack Violin

Barplot (
Errorbar)

Calibration
Curve

Gene Cluster

Trend

Gene Density

HiC Heatmap

Tags

Correlation

Gene
Expression

Interaction

Comparison

Gene
Expression

Comparison

Model

Gene
Expression
Clustering

Density

Correlation

Module

Basic

Basic

Basic

Basic

Basic

Basic

Basic

Basic

Basic

Basic

Description

An intuitive and visual method for analyzing the
distribution of data

The color matrix bubble is used to visualize the
expression matrix data of multiple genes (rows) in
various cells (columns).

The complex interaction is visualized in the form of
chord graph.

Violin and box plot of grouped data with T-test.

The expression of key genes in each cluster in single-
cell transcriptomic (Single Cell RNA-Seq)analysis.

Bar plot with error-lines and groups.

The calibration curve is used to evaluate the
consistency / calibration, i.e. the difference between
the predicted value and the real value

Visualization and soft clustering of time series gene
expression data based on Mfuzz R package.

The gene density plot is used to calculate gene density

across every chromosome and visualize their
distribution on the chromosome.

The HIiC heatmap is used to display the interaction
frequency matrix of HiC data with selected resolution.

pJoaiEC

Input

Numeric matrix (i,e. FPKM and TPM)

<lsl-col=: (String) cell sample name as X axis, <2nd-
col>: (String) gene name as the Y axis, <3rd-col>: (
Numeric) Gene expression, [4th-col): (String) groups.

Data frame or matrix of interaction of genes with
pathways or gene ontologys.

Data frame. <1st-col>: (Numeric) value dala, <2nd-col
> (String) 1st-rank groups, <3rd-col>: (String) 2nd-
rank groups.

Gene expression matrix. Gene expression matrix in all
cells and groups in single cell transcriptome analysis (
Single Cell RNA-Seq)

Data frame. <1st-col=: (Numeric) values as Y-axis. <
2nd-col>: (Numeric or Str ng) classes as X-axis. <3rd-
col>: (String) groups as colors and legend.

Data frame of multi columns data (Numeric allow NA).
i.e the survival data (status with 0 and 1).

Gene expression matrix. A data frame of multi-column
data with the first column contains unique gene IDs
and the rest of the columns cantains time series gene
expression data.

Two files containing the chromosome length and gene

positions on the chromosome. Each file contains three
columns, the first with the chromosome name, the
second and third with the start and end position of
every gene or chromosome.

Numeric matrix. A data frame containing three
columns, the first with the binl index, the second with
the bin2 index and the third with the frequency value

Output & Interpretation

Represent the levels of inpul dala (i.e gene expression
); conduct unsupervised clustering finding potential
patterns

Color matrix bubble diagram of genes expression level
in multiple cells.

Chord graph of genes with KEGG pathways or GO
terms.

Visualizing all data that meets this need and structure.

Stacked violin diagram of key genes (Y axis) and cell
clusters (X axis). Genes expression value are presented
by violins.

Bar plot with error-lines and groups. The color and
width of error-lines can be regulated by web
components.

Calibration curve visualization of LM or COX model

Multi-line charts displaying different gene expression
trends based on soft clustering.

Gene density distribution across every chromosome.

Heatmap displaying the frequency intensity between
two different bin sites across every chromosome.

H

App Address Thumbnail

/hiplot.com.cr
reatmap

https

basic/

LT
[grptree

https://hiplot
basic/calibrz
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Tool Name

Genome Circos

Gene ID
Convert

miRNA Gene
Prediction

Point Density

RDA Visual

Echarts

T-SNE Ellipse

UMAP Ellipse

Forestplot

CM Plot

Tags

Genomics

Gene

MiIRNA

Combination

Dimension
Reduction

Animation

Dimension
Reduction

Dimension
Reduction

Survival
Analysis

Genetic
Variation

Module

Advance

Advance

Advance

Advance

Advance

Advance

Advance

Advance

Advance

Advance

Description

The information contained in genome is displayed in
the form of circle in the whole genome map.

According to the information records of genes in a
variety of databases, the ID of multiple genes is
converted into the ID of one or more databases.

Simultaneously search multiple miRNA databases to
predict the Largel genes of miRNA.

Integrate scatter plot and density plot together to
visualize complex grouped data

Redundancy analysis (RDA) is a sort method
combining regression analysis with principal
component analysis, and it is also an extension of
multiple response regression analysis.

The data interface of echarts js is integrated into R
language and the data and visualization process are
controlled by web components.

T-SNE: t-distributed Stochastic Neighbor Embedding

Uniform Manifold Approximation and Projection for
Dimension Reduction

In addition to meta-analysis, forest mapping is also

widely used in observational studies and clinical trials,

such as risk analysis / survival analysis.

A high-quality drawing tool designed for Manhattan
plot of genomic analysis.

pJoaiEC

Input

Multiple files include chrome data as outermost ring,
heatmap data, histogram data, scatter data, ribbon
data, link data, etc.

One column contains the gene ID.

The name of one or mare miRNAs. File or input in area
of text is supported.

Data frame.

< 1st-col>: (Numeric) X-axis data
<2nd-col>: (Numeric) Y-axis data.
<3rd-col>: (String) groups name,

Three tables needed.

< 1st-table>: (Data frame) species data.
<2nd-table=>: (Data frame) environment data.
<3rd-table>: (Data frame) simple with group data.

Data frame for different applications.

Data frame.

<1st-col>: (String) record id as point label.

<mid-cols>: (Numeric) middle cols with numeric value
<end-col>: (String) groups name.

Data frame.

<1st-col>: (String) record id as point label.

<mid-cols>: (Numeric) middle cols with numeric value
<end-col>: (String) groups name.

Two tables needed.

<1st-table>: <1st-col>: (Numeric) mean data. <2nd-
col>: (Numeric) lower data. <3rd-col>: (Numeric)
upper data.

<2nd-table>: (String or Numeric) text table.

Data frame.

<1st-c (String) SNP ID.
<2nd-col>: (Numeric) chromsome ID.
<3rd-col>: (Numeric) position.
<4th-col>~ <nth-col>: (Numeric)

Output & Interpretation App Address Thumbnail

https://hiplotcom.cn/

ce/genome-cir

Genome multiple circles ring from outermost to
innermost ring Lo display genome information.

https://hiplot

advance/genome-cir

m.cr

A data frame contains multi-columns gene ids
corresponding databases.

A data frame contains miRNA and target genes with ’ ll[‘,ll“‘,l 1’7(-:“
detail information from differential miRNA databases. /mirna-predic
https://hiplot.con A
A diagram of integrating scatter and density plots. advance/point-densit .

Diagram. Dimension reduction thinking solves the
problem of correlation between species and
environmental factors and visualizes the results.

-

hiplot.cor

rda-visual

https:/
advance/echa

/hiplot

Diagrams of bar plot, line plot, scatter plot, etc.

//hiplot.c

ne-el

Diagram with points, arrows, 95%Cl ellipses after t-SNE
dimension reduction.

Diagram with points, arrows, 95%ClI ellipses after https://hiplot.com.cr
UMAP dimension reduction. advance/umap-ellipse
https://hiplot.c

Diagram of forest plot. advance/forestplot

Diagrams with circular_manhattan, rectangular_ {1;_' 1}
manhattan, multracks_manhattan, multraits_manhattan https n/ =/ Ml
, snp_density, qqplot, multracks_ggplot and multraits_ ance/cmplot
qgplot. S
S P T
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Command-1line client to draw plots of [Hiplot](https://hiplot.com.cn) website. More see here https://github.com/hiplot.

Usage:
hctl [flags]
hctl [command]

Available Commands:
config Initializing a config.json file of hiplot application.
help Help about any command
login Login Hiplot Website.
plot Plot functions of Hiplot Website.

Flags:
-h, --help help for hctl

--log-dir string log dir. (default “/home/cfd/code-friday/part2/se07/_log")
--out-dir string output dir. (default "/home/cfd/code-friday/part2/se07")
--save-log Save log to file.
--task-id string task ID (default is random). (default "001667f9-c2d2-43a9-8952-4f93e60b0Ochc")
--verbose int verbose level (0: output, 1: basic level, 2: with env ) (default 1)
--version version for hctl

Use "hctl [command] --help" for more about a command.

# https://hiplot.com.cn/docs/download/#hctl

hctl plot -c _demo/heatmap/config2.json -t heatmap -o /tmp/hiplot-pure-remote-data-

mode

hctl config basic/heatmap




X R EERNERRNRTIERST

%% GIFRR) EBRMABRXNEENEN AT TF ggplot HIE#
( ggplot th 2 XEHAELTIEY , ERLEEHEN T R
LEA) .



Hiplot AL AR

Upload File Upload File
File Name File Size Progress Speed Status Operation File Name File size Progress Speed Status Operation
ng.3969.pdf 588.83kB ([l 21.73% 80.00 KB Uploading ) X
Rows per page: 5 -
Rows per page: 5 « 1-10f1

el
View File BT
Search Q
File/Directory Name Modified Date Detail
» [0 M@ data : 2020-10-06 04:06 15223MB @
» [J mm public P 2020-09-29 22:07 21.54GB ®
» O o tasks P 2020-11-1522:07 21034M8 @ 2{#%&&1*
» [0 mm upload P 2020-11-2212:02 207.10mM8 @

S

&
S 7
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Import Data =
Counts
& T X Nomal~ adal~ 10 B I U S A &
A B C D E F G
1 Gene ) M1 M2 M3 M4 M5 M6 M
2 GBP4 6.5993441095 5.2262660248 3.6932875381 3.9385009528 4.5271930886 9.3081190324. 8
3 BCAT1 57603803773 4.8927830209 5.4489239172 3.4854133857 3.8556691717 8.6620810404 8
4 CMPK2 95619051154 45491681565 3.9986549224 56143839805 3.9047928726 9.7907700044 7
5 STOX2 8.3964093157 8.7170552201 8.0390641101' 7.6430595565 9.2746490901 4.4170130073 4.
6 PADI2 8.4197658905 8.2684298023 8.4511808436. 9.2007322844 8.5982072017 4.5900330127 5.
7 SCARNAS5S 76530743097 5.7803926297 10.633550472 59136843629 8.8056047501 5.8901204765 5.
8 ALOX12P2 9.0014211521: 7.7535422910 4.9209595817 7.6363543709 9.8886247890 6.2119435438 3
9 SNORAT74B 55387087152 7.1690533938 11.441646436' 59825656857 8.3944025246 47515592532 5
10 HIST1IH2BL 6.1812704966 4.4484188901 56049610298 6.4851683738 2.5995743866 7.6301766056 6
1 MNDA 8.7026352495 7.3223519563 9.2718214201 9.1345154397 8.3391138436: 4.5719022848 5
12 OLFM4 9.3453083049 6.4386066367 8.7167612640 9.6855451685 7.6882618432 5.9698038656 3
13 FLT3 51643063209 4.4193554432 50635513633 5.4127835356 3.3378634184 8.5851643929 8
14 CHD7 8.3734749638 8.7280322425 8.4088176083 8.7164755127 8.3737706673 46131990181 6
15 NFIL3 8.0554164753 8.3650998813 9.2391936769 8.5368250774 8.4523508188 4.4785271277 6
16 HSPA1B 50081989999 9.1946502771 6.5988499179 7.1295092512 3.8852697172 5.7121787252 11
17 aF
+ Sheet1
-
SSS&rE X
Ftghat
alRT
Import Data =
Counts
i /public/demo/heatmap/countData.txt € X @ 1 ‘

%
{4k

EEREA

X

B
SANHISHEE

@

a"—

(s g

HIPLOT

/



Hiplot ATMLEATRN

Set Parameters

General Parameters

ame

‘ Spectral

neme — Image Ex

— Task Na

‘ 46a77cf0-2c8b-11eb-9079-e9 ‘ v ‘ ‘ png

Width —@ 10 Height —@ 6
Extra Parameters

— X-axis Labe — Y-axis Labe

‘ Time ‘ Expression changes

@@ Draw Cluster Centre Line

clusterNum —@ 8 Threshold ——@ 0.25
minStd @ 0

SUBMIT RESET pEMO ) 4O | ®

ey

LESHNSANISTH

0"—

(s g

HIPLOT

/
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Import Data £ Import Data £
Data Table ~D ole
‘ public/demo/gene-trend/data.csv € X @ 1 ‘ ‘
=- Y Normal~ Aral~ 10~ B I -3 A X —
1 A B c D E H g X N oy ’
Step 1 RERE R
2 Gene1 0.177499257 1.656322608 -1.152599476 e p
3 Gene2 -0.503725421 -0.520702419 0.464160706
4 Gene3 0.105031041 0.607924643 0.728932466
5 Gene4 -1.179153671 0434008479 0410617452 TEMPORARY CACHE PREVIEW
6 Gene5 0.836897519 -0.704741404 -1.461147201
7 Gene6 0.261176197 0.1351524 -0.018908087
8 Gene7 -0.980908166 -1.816985462 1.693447821
9 Gene8 2232676289 0.167520631 0.00939061
10 Gene9 -0.585196644 0.270986389 0.496784993 Q
1 Gene10 -0.90649207 0.566325965 0.166798808
12 Genel1 -0.896435942 -0.491282333 -0.236924039
13 Gene12 -0.528919528 0.494414799 0.444865788
14 Gene13 0259194244 -1.870171587 -1.254028069 Task Name Temp Code Task Status |, 2 Submit Date J, 1 Operation
15 Genel4 -0.220309225 1.263925046 0.033874233
16 Genel5 1.540422524 -0.66082959 0.011670427 0d8ffd10-2c78-11eb-9079- — P
17 e0f202c0a222 ti2KMPw Finished 2020-11-22 12:06 Q C @
4 e Sheet1

=YN '3
S$S@®LE X

Rows per page: 5 « 1-10f1

Time limit: 3 hours for unregistered users, 12 hours for registered users

Step 2 - @ AR EEESKS

Set Parameters

General Parameters

Task Name Color Theme
46a77cf0-2c8b-11eb-9079-e9‘ ‘ Spectral - ‘ - ‘ Step 3
TEMPORARY CACHE PREVIEW

10 Height —e 6

Y-axis

Time Expression changes

Cluster 1 Cluster 2

@@ Draw Cluster Centre Line k:

e T Tma Tima Tma e
Tine T
° @ Cluster & Cluster s

clusterNum ——@ 6 Threshold —@ 0.25
minStd @ 0 r s .

n

fii
It
W
o3

(o) R FE
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TEMPORARY CACHE PREVIEW

T Ives NIvMmaaLwag wviMmviTw T ML vYyiIiLTYy
104 o <O 0

o R Success: tasks/2020-11-22-12/9c467eb0-2c7a-11eb-9079-
Cusers s Cusrs e9f202c9a2a2
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w
[4+]
/'L‘,

NOTIC

ti2KMPw
y8Phijj3
yxfosAA
mthN6ec

JeGXhX2

Al CuernaiN

T

LOCAL TASKS

=1

Finished
Finished
Finished
Finished
Finished

Cinichad

* 5 X

SHEHSAIGEHESICR

REASOURCE USAGE

2020-11-22 12:06 Q
2020-11-22 11:50 Q
2020-11-22 10:34 Q
2020-11-21 23:33 Q

2020-11-21 22:57 Q

TNNN 11 N1 NN-EaQ

List of all local tasks

OdBffdle 2c78-11eb-9079-e9f202c9a2a2",

: "2020-11-22T04:06:14.835Z",
: "2020-11-22T04:06:21.687Z2",
-trend",
: "/tmp/hiplot-tasks/0d8ffd10-2c78-11eb-9079-e9f202c9a2a2/ti2KMPw/
gene-trend.history.json"

d76e2dd0-2c75-11eb-9079-e9f202c%a2a2",

: "2020-11-22T03:50:22.584Z",
"2020-11-22T03:50:28.349Z",
"pdf-collage”,
: "/tmp/hiplot-tasks/d76e2dd0-2c75-11eb-9079-e9f202c9a2a2/y8Phjj3/
pdf-collage.history.json"

"3b842190-2c6b-1leb-b2cd-fd91424e3253",
: "2020-11-22T02:34:28.5427",
"2020-11-22T02:34:32.640Z",
lot-errorbar”,

: "/tmp/hiplot-tasks/3b842190-2c6b-1leb-b2cd-fd91424e3253/yxf6sAA/
barplot-errorbar.history.json"

Exported tasks info

c’,—

e
S
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Import Data =
Data Table
& T X Nomal~ adal~ 10~ B 7 U S A < H =~
A B C D E F G H

1 group _] xaxis.value  yaxis.value
2 Group1 1900 26
3 Group1 1901 27
4 Group1 1902 10
40 Grou 5 Group1 1903 16
3 = Z ‘ 6  Groupt 1904 19
2 — Gm:z 7 Groupd 1905 18
E‘zo f— 8 Group1 1906 30
9 Group1 1907 27
10 Group1 1908 23
11 Group1 1909 8
. 12 Group2 1900 10
1900.0 1902.5 1905.0 1907.5 13 Groupz 1901 10
xaxis.value 14 Group2 1902 8
15 Group2 1903 6
16 Group2 1904 9

17
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Area input and output
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https://hiplot.com.cn/basic/area
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Q i
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<
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Test Box Plot

treatt treat2
9.2e-05 0.039
40 4.7e-08 1.3e-06
r r 1
6.8e-07 8.8e-05
— . —
.

30 Te Group1
E] $ B tow
s M . ¢ B mid

20

$ . =

.
’ @
low mid high low mid high
Group2
Test Box Plot
0.00018

40 8.4e-08

r 1

7e-06
.
.

30 Group1
E] B low
s 20 . B mid

=
.
10

mid
Group1

high

Import Data £
Data Table
& T X Nomal~v Aialv 10 B 7 U & A & H
A B € D E F G H

1 Value _Group1 Group2

2 42 low treat1

3 15 low treat1

4 73 low treat1

5 58 low treat1

6 64 low treat1

7 10 low treat1

8 12 low treat1

9 1.2 low treat1

10 52 low treatl

1 7 low treat1

12 16.5 mid treat1

13 16.5 mid treat1

14 15.2 mid treat1

15 173 mid treat1

16 225 mid treat1

17
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Import Data
Data Table
L) =
A
1 Value
2 42
3 115
4 73
5 58
6 64
710
8 112
9 112
10 52
mn 7
12 165
13 165
14 152
15 173
16 225
17
+

-
=
=

Y Normal ~
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Boxplot input and output https://hiplot.com.cn/basic/boxplot
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Sef Import Data =
Data Table

& T X Nomal- addv 0~ B I U S A & H
A B C D E F G H

1 [Sett Set2 Set3 Setd Sets

2 IsG15 "HEss DVL1 MATP6P1  FAM132A

3 TTLL0 AURKAIP1 ~ ARHGEF16  MIRS51A  AGRN

4 HES4 LINC00982  OR4F16 Clori222 WBP1LPS

5 OR4G4P FAMS78 SKI MIR2008 KLHL17

6  NMND2P28  SKI WASHTP LINC00115  FAM41C

7 FAM8TB GABRD MEGF6 ATAD3B PANK4

&8 MIR2008 OR4G11P  LINCO0115  PANK4 CDK11A

S PLCH2 CALML6 MMP23B MORN1 AURKAIP1

10 MXRAS Clorf3s ATAD3C TPRGIL SDF4

11 PEX10 ATAD3B PRDM16 B3GALTE  MND1P23

12 TNFRSF4  HES4 OR4F29 LINC00982  FAM2138

13 cIcP27 ANKRDS5  TMEMS2 OR4F16 SAMD11

14 ccpear OR4F5 VWA1 Clorf3s ATAD3B

15 WBPILP6  CCNL2 GNB1 DDX11L1 SsUT2

16 SCNN1D TNFRSF18  FAM41C AURKAIP1 SKI

17

+ e Sheet1
Set3
&t X
Set3 Setd Import Data £
Data Table

~ & T X Nomal~ aial~ 10~ B I U & A & H

A B C D E F G H
1 Setl Set2 Set3 Setd
2 ISG15 HESS DvL1 MATP6P1
3 TTLL10 AURKAIP1  ARHGEF16  MIR551A l
4 HES4 LINC00982  OR4F16 C1orf222
5 OR4G4P FAM878 SKI MIR200B
6 MND2P28 SKI WASH7P LINC00115
7 FAM87B GABRD MEGF6 ATAD3B
8 MIR200B OR4G11P LINCO0115  PANK4
9 PLCH2 CALML6 MMP23B MORN1
10 MXRAS C1orfg6 ATAD3C TPRGIL
1 PEX10 ATAD3B PRDM16 B3GALT6
12 TNFRSF4 HES4 OR4F29 LINC00982
13 cicp27 ANKRD65 TMEM52 OR4F16
14 ccocez7 OR4F5 VWA1 C1orfg6
15 WBP1LP6 CCNL2 GNB1 DDX11L1

16 SCNN1D TNFRSF18  FAM41C AURKAIP1

& oo Sheet1

Venn input and output (up to 5 sets) https://hiplot.com.cn/basic/venn



Hiplot AT AIRIEET | ERMEH

Counts Genelnfo

& T X Nomal~ Aiadl~ 0~ B I U S A & H - & T X Nomal~ aial~ 0~ B I U S A <& H
A B c D E F G H A B c D E F G H

1 Gene . M1 M2 M3 M4 M5 M6 M7 1 Gene Pathway

2 GBP4 6.5993441095 5.2262660248 3.6932875381 3.9385009528 4.5271930886 9.3081190324. 8.9878t 2 GBP4 " Cancer

3 BCAT1 5.7603803773 4.8927830209 5.4489239172 3.4854133857 3.8556691717 8.6620810404 8.7933 3 BCAT1 Cancer

4 CMPK2 95619051154 4.5491681565 3.9986549224 56143839805 3.9047928726 9.7907700044 7.1331: 4 CMPK2 Cancer

5 STOX2 8.3964093157 8.7170552201 8.0390641101! 7.6430595565 9.2746490901 4.4170130073 4.7252¢ 5 STOX2 Cancer

6 PADI2 8.4197658905 8.2684298023 8.4511808436. 9.2007322844 8.5982072017 4.5900330127 5.3682( 6 PADI2 Cancer

7 SCARNAS5 7.6530743097 5.7803926297 10.633550472 5.9136843629 8.8056047501 5.8901204765 5.5279: 7 SCARNAS Cancer

& ALOX12P2 90014211521 7.7535422910 49209595817 76363543709 98386247890 621194354381 37320 St ALOX12P2 T Gancer

9 SNORA74B 55387087152 7.1690533938 11.441646436' 59825656857 8.3944025246 47515592532 5.1812¢ 9 SNORA74B  Cancer

10 {
HISTIH2BL  6.1812704966 4.4484188901 56049610298 6.4851683738 2.5995743866 7.6301766056 6.7582 10 HISTIH2BL  Cancer

11 MNDA 87026352495 7.3223519563 92718214201 9.1345154397 83391138436 45719022848 54783 e NDA Pl
12 OLFM4 93453083049 64386066367 87167612640 9 6855451685 7 6882618432 59698038656 3 8563¢ O LFN P

13 FLT3 51643063209 44193554432 50635513633 54127835356 33378634184 85851643929 8 8763( 2
14 CHD7 83734749638 8.7280322425 84088176083 87164755127 83737706673 46131990181 6.6362( 13 FLT3 Cancer
15 NFIL3 80554164753 83650998813 92391936769 85368250774 84523508188 44785271277 65062° 14 CHD7 Cancer
16 HSPA1B 5.0081989999 9.1946502771 6.5988499179 7.1295092512 3.8852697172 57121787252 11.133¢ 15 NFIL3 Cancer
17 40 16 HSPA1B Cancer

+ e Sheet1 N
[ Sheet1

Samplelnfo

& T X Nomal~ Aid~ 10 B 7 U S A & H

Sample _Group
M1

1 Age 12Ase
2 Control 23 g "DHSV
3 M2 Control 34 . =
4 M3 Control 25 | S
5 M4 Control 52 [ [
6 M5 Control 36 I' Pathway
7 M Cancer 28 Ve
8 M7 Cancer 31
9 M8 Cancer 22
10 M3 Cancer 29 |
1 M10 Cancer 34 |
12 |
I H
14 i
15
16
17
+ e Sheet1

Heatmap input and output https://hiplot.com.cn/basic/heatmap
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Import Data S

Data Table

& T X Nomal~ Adal~ 0 B 7 U S A & =
A B C D E G H

1 Symbol logFC PValue

2 LTB 2580830574 1.17E-14

3 CDCA5 -2.326302376 246E-13

4 C10orf54 3.307901298 353E-13

5 CAPN7 2514235402 1.04E-12

6 0IP5 -2.16662036 1.43E-12

7 SNORD116-2 3.139661776 2.15E-12

8 PKIG -1.560503944 1.58E-12

9 EMCN 3681695861 268E-12

10 B2M 1578095238 2.82E-12

1 IL6ST 2287862908 551E-12

12 SNORDS90 4285534102 6.12E-12

13 DUSP6 3.01388868 7.90E-12

14 RBMS1 2251183421 8.82E-12

15 C4orf18 4252879583 1.17E-11

16 SKAP1 3.112284552 1.80E-11

4 e Sheet1
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Sédt[> X
— Symbo — P.Value
Symbol € X - PValue X - ‘
-IogFC =} X - ‘
a"—

Volcano input data

https://hiplot.com.cn/basic/volcano
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@@ show Top Genes

I Selected Genes

Show Nums @ 10

4 ™
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Test Volcano Plot
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Assign the text label in volcano plot
https://hiplot.com.cn/basic/volcano
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import Data All columns will be included in the analysis

Data Table

& T X Nomal~ aidl~ 0~ B 7 U 5 A & H

A B c D E F G H

1 G1_ENTREZI.G1_ENSEMBL G1_SYMBOL_

2 4312 ENSG000001¢ MMP1

3 8318 ENSG000000¢ CDC45

4 10874 ENSG000001( NMU

5 55143 ENSG000001: CDCA8

6 55388 ENSG000000¢ MCM10 Extra Parameters

7 991 ENSG0000011 CDC20 Mode P Adjust Method

8 6280 ENSG000001¢ S100A9 = €9 © & N & N

9 2305 ENSG0000011 FOXM1

10 9493 ENSG000001: KIF23 0 @

11 1062 ENSG000001- CENPE Min Gene Size @ 10 Max Gene Size @ 500

12 3868 ENSG000001¢ KRT16

13 4605 ENSG000001( MYBL2 @ @

14 9833 ENSG000001¢ MELK P Cuttoff @ 0.01 Q Cuttoff -@ 0.05

15 9133 ENSG000001¢ CCNB2

16 6279 ENSG000001< S100A8 o

17 Show Number of ltems —@ 7

4 e Sheet1
Use DOSE Background Draw Barplot @@ Draw Enrichment Map
List
-«
Séd > X
Netwo
KEGG DB
i ‘ public/db/kegg/hsa_kegg_20200822.rds €3 X 1 i ‘
Org DB
ﬁ ‘ org.Hs.eg.db X - ‘

GO/KEGG Analysis Input =

https://hiplot.com.cn/advance/clusterprofiler-go-kegg HIPLOT
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» GO orvichment analysis (B7)

organsie tazon

i dvaon

mashe rucia dwaon

crvomosems sog sgaron

st crvemans togy sgaron

RO ——

miroRIbuk Cyvoehdehon cxgarizason IOkl i 0SS - @

® QO envichment analysis (MF)

micronbue tinding

Ao tinding

mosee sctnry

mroriuk mo acinry .

chameking sctnty .

rercon biace sctwty .

RAGE recapas bindng | @

[ obe

c GO onvichment analysis (CC)

sprde

chrsmsomal regon

enermosame comyoment regen.

st spnde-

concensad chremoscme conyomant ragon

e mcontnie:

[rp—

ocyie msoris

o seroscence:

Vet prsten imaracton w

cpvhine and cyihine recegter

PPAR sgrusing patasy | @

Pragestercns meckaiad cocyse masaten @

03

015

GeraRate

Gornisio

o0

GeneRato

o

KEGG envichment arayas

o3
[

oz

A GO envichment analysis (89)
ot i dheson
ko dwson

organeio taton

et sates coverrane sy agon

sster cvemare soy sgmron

arvomssems soy sgaron

merovbul cyvebdenn cogan

on Imvoked in s

R
— 00
.
[— - st
s | R =
.

R |

¢ ’ pRy—— )

corceag coreroserme cravoeman g

sards mcstaes

Nearscrers.

vcrnomalrogon

B
3

£
3
g

§
-
H

ocpie masose

Cohsar seroscenco

Vi protein racton wih crisine wnd cyickine recestor

PPAR sgraing patrasy

Progestercis mecates oseyte matsadn

@0 orrichment ansiysis (69)
gonde assermtly
ot st Yusombly
mighc ssier ggomasd sogrogaton

nuclesr ch wsrer chromatid
— e g e s o o Tegutstan of mtotic nuclear o o1

it Tk ﬁ ration
e Yaton of sistr chromatid ':i..,—d -u-n.—:am
E negathve of chvomoseme separanon

254 (® reguiation of maokc miosc sister chromald segregation g

microtbule cytoskeleton Croanizaton olved in miosis N

Hromosorte ygeraton — reqtaton f chomema sopsaron
& gusation of nuctear dwision
0 orvichment ansysis (WF)
—_— @rerotube motor actvity

@xtracelidar matrix suchural consttuent

b Mng

e oMy

@histons Kinaso activity

RAGE roceptor bindnge.

chamggne actvty
¥ CXCR chemokine ricegtor bacing

chumokre tecoflor broing

cycking acta®
@ ervicnment anaysis (€C)

corcensec evomoshenercrore
condansed chvomgsome outer kinetochore
e
..
®. e o
mar, mazone
ndenéed gycioar chromosome, centromer region

e canboman: ron
o5 @ consensed chromorome

pronudeuse

s
e et
o e e
ks colpier —
e g o

EGG arvichment anwysis
oPPAR sgnaing pathway

Oogge meass

Cotur seroecy

@il protan nieracton wi cyiokine and cylokine raceptor

Progesterone- madiated cocyte maturandh

GO/KEGG Analysis Output

cotcyc ‘o

https://hiplot.com.cn/advance/clusterprofiler-go-kegg

@O orvichment anatysis (B7)
o
——organelle fission

CoNBT
C%J,cnc’m
S T S—
CHEK1 //’
Yy 77\
wod, [\
wla2
N2

PRCIF7x%_o -
consz-auRRs#Tdh Thiers
@ arvichment ansipsis (WF)

———
vy TRy o
/

qetto gty
Averonbh mghor acowiy
“““'EMWW
(T Jp—
KiFieh ——
CCOTTIO—e e

RGP
CENPE-‘ -
114 v pRCI
wrciher®  Siooais100a
® srrichment ansisi (CC)
2 o Samtmorme, certromers region e
nocsp MA Liawe. = centromeric rogon @

EpCAhL
H, £9 \
cenel
NCA
cenbu ——
por s — 2 KiFrge e
fincs ke
coxg OBl A NUgAPY
H
% /) i
%, \ o
Q) 20k
i, A :
AURKA'TT*  *PRCT™AURKB K

KEGG arvichment anwysis

qumwmm
MwP1e r sones -
MP1 _&t\m nasouce ane

v

BUNT i PPAR stnaigg patway

oo Poasbafing e oot ‘:?...m
g amanlc]

*cxcLio E COC45—*
oCXCLS .
C(;IB MCM'S
coyie MADZ!
cxey ik
cxee e °
CcXcua DK1 ber
cRtngio e -
FOXM1 5 WCCNA2 .
MYBL2- —~CALMLS

- . )
imeri*pa AuRKA



Hiplot AIf{CEHE(ERTR | HHRR

public/demo/gsea/P53.txt

& P X Nomasl- aial- 0- B I U S A SH S35 B Y =

A 3 c o e £ G H ] ) K L w N o 3 Q R <
1 [NavE  |oescriTion 7850 BT-549 CCRF-CEM  COLO205  EKVX HCC2998  HCT-15 HOP-62 HOP-92 HS 576T HT29 K-562 KM12 M14 MDA-MB-231/A° MDA-MB-435  NCI-+
2 Taccz na 4605 8217 1687 96 141.02 1432 13434 4495 7396 7429 130,04 2404 197.63 3382 222 5378 64.19
3 Cuoftlz na 108.34 5904 2561 341 4253 912 936 31096 10174 24105 1552 19.46 505 3239 1811 184 1229
4 AGER na 022 2575 7601 2041 3217 4828 5827 424 4968 5818 5993 36.98 4558 3258 4813 4504 4723
s 3235at na 743 1394 855 2113 15.09 19,05 16.47 75 1088 936 1491 1437 15.96 1375 621 121 23
5 RBMIT na 14 30 316 234 443 156 604 616 141 71 205 285 143 492 545 26 305
7 ovm na 148.09 317.17 31666 147.23 12578 26139 268.41 21251 14251 163.06 25258 18374 17492 156.65 24141 17762 1459
8 CORO1A na 862 912 157253 591 531 198 12877 751 704 601 567 1535 805 6529 622 794 981
s wn na 20674 136.71 141.34 129.09 138,01 138.16 130,14 1238 131.91 14258 9459 1487 1279 1571 134 157.55 140.1
10 sver2 na 794 3568 78 197 775 473 723 572 202 116 2592 1513 479 1741 94 368 2036
1 SULF1 na 1045 85 405 arr 235 an2 334 80988 258 121169 277 562 485 493 493 606 406
2 cigor21 na 622 516 395 3756 1036 20829 25167 a0 334 487 12602 473 17115 388 a7 365 405
13 PHYH na 20099 253.07 9036 6183 36049 145.01 130.16 1655 343.02 121.41 12569 68.44 25222 23632 147.41 159.43 1938
14 31336 na 335 528 298 482 436 145 557 438 357 443 162 323 647 843 678 915 an
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