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A short story
about an old country
doing something new
by learning and collaborating.

The story be



Celebrating the 1%
anniversary of completio
of the human genome draf
sequence.
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"TDECODING THE t‘
BOOK OF LIFE

White Hourse Sclence Event 10:1% am EST / Jume 26, 206H)

THE FRESIDENT: Good moming. | want to,  first of all, acknowledoe Prime Minister Blair, who will
i wa by gatellite in just @ moment from London. [ want to welcome here the Ambassadors from the

United Kingdom, Japan, Germany, France. And | 0 d al s o | 1 k@ntribwo a C

tions not only that their scientists, but also scientists fronChina, made to the
vast international consortium that is the Human Genome Project.

RRESGEHEHERALNIE (00E6R%A, AEEKF) N Sci efmomiJapansand Germany, France,
“REEGHRER, AR#HSHER®E | China, and around the world have beeninvolved, as
well as the United Kingdom and the United States

LUBTEREMNER (£. B, & %) Rl JAnd this undertaking, therefore, has brought
2%, TNEMNERY, TETENHER, [ togetherthe public, private and non-profit sectorsin

HIzERSENAZERATHAHMTR!  § an unprecedentedinternational partnership.
Tonny BLAIR (PM, UK)
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C h 1 nparoccgation in the HGP

In 1999,China's scientific leaders
overcame _skepticism from some
members of the HGPO and from
many of their own researchers<’5 to

become the only _l —
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[ China has become the latest
contributor to the worldwide
seguencing effort alongside
France, Germany, Japan UK
and Uisfe e =

--- International :
Human Genome
Sequencing
Consortium PRy &R

1 Sept. 1999 ‘ - | 18 - § R L




The HGP contributes
to reshaping the future of Man



Three Imgacts of the HGP

1. A Culture of Collaborationw




A Culture of Collaboration.

To Share Responsibllity &
Opportunities
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International network of

cancer genome
projects

CHINA

+ Gastric cancer

+ Esophageal cancer
+ Liver cancer

(HBV - related)
+ Colorectal cancer

+ Nasopharyngeal
'l cancer
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Three Imgacts of the HGP

2. A New Field ofScience & Industry
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meet the criteria?

Where once the
now there are

Nature gs ren., 2013,
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Transcriptome T Transcriptomics

Proteomeil Proteomics
Methylomei Methylomics

Metabolomel Metabolomics
Phenome- Phenomics

Canceromel Canceromics

NnToday,gotwret@thregoint where almosho biological

phenomenon onaasizagogoc aguvelin the next 25
years omicswill be the biggest, if not the onlygamein town. 0
Stephen Friend €. 1,2011, The Scientigt




Three Imgacts of the HGP

3. A New Tool for Biomedicine
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Ann. Rev. Biochem. 1988. 57:1-28
Copyright © 1988 by Annual Reviews Inc. All rights reserved

SEQUENCES, SEQUENCES AND
SEQUENCES Sy 4

J J /1O
Frederick Sanger

nFatoh@enomi H(Fsmgontwnbutlon to DNA sequencThgteckmology

hastransformed our understanding of life onearth by making life digital

NSequencing, Ssequeldoci

[ ) - P L



Greenland

Confidence of the

icelana “"." '-'e
I l I l I i olska - ,
43 . "A:":.‘ s G
2 ” thama . B "
Espaf
2 n gy . p 5 : Tu'kl)e @;Hm:l f _ :
| Turkey ’:‘)[T
Aé?f'.‘;:f Irag-. iran Afghanistan China "

Pakista

rlexlco "“"%«abla India
\ i

Mauritania

Mall | Niger
9 Chad’ g,.4an Thailand
Venezuela ngena Ethlopla —

UsENA Iny

Colombia

DR Congo penve “Indonesia A
oo Tanzanla Paggﬁ]é\:w
Peru Brazil Angola
Bollvia -
Namnoa VIadagascar g‘g':’l‘]
Australia

H|Seq2®0m,m
In the world

(June 15, 2011)

100-human ge’no, es/day
by Nick Loman(UnlverS|ty of Blrmlngharh http //pathogenomlcs bham.ac.



| 7] |Must Read
F1000 Factor &.0

The sequence and de novo assembly of the
giant panda genome
No ngenetic
No nphysical
No prior knowledge of
repeats

GIANT PANDA
GENOME

‘Next generation’ technologies
crack Jingjing's DNA sequence

Making the wide
applications of the new
generation sequencing

Technology a realifys ;i

Affiliation

Team Assembler

P SOAPdenovo BGI

ALLPATHS Broad Institute

Bradnam, UC DavissGa !Zﬁ"i?’.‘f The giant-panda genome is the first reported de novo assembly of a large
SHL,-12 May:-2010 . mammalian genome achieved using next-generation sequencing methods.




3 Feb. 2012

Science
China's Sequencing Powerhouge Comes of Age

by Dennis Normile

BGI-Shenzhen has emerged as a genomics superpower.
Incelts inceptionin 1999, BGI has focused on developing its sequencing

and bioinformatics capabilities while turning to outside teams in crop

science, human disease, and m mlcrobloloqy to help define its research
objectives " R ), e TR
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With neﬁv sequ Bihg centers in Europe and the United States opes its growing clout
will help deliffé e benefits promised by genomics—and re um ay off a mounting debt



Sequencer, Made in China

20158E128525H

Avallable for order Dec 25, 2015
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nNOwned Dby Al I, Done

“I especially salute
the Chinese colleagues,
who have contributed
so much to the interna-
tional genome effort...
and affirmed its com-
mon ownership by all E:‘%J@@”
humankind.” BT




Vol 44027 April 2006 doi0.1038/nature0 4728

LNagtrure April 27,2006

The DNA sequence, annotation and analysis of
human chromosome 3

Donna M. Muzny', Steven E. Scherer', Rajinder Kaul*, Jing Wang, Jun Yu®, Ralf Sudbrak®®, Christian J. Buhay',
Rui Chen', Andrew Cree', Yan Ding', Shannon Dugan-Rocha', Rachel Gill', Preethi Gunaratne', R. Alan Harris',
Alicia C. Hawes', Judith Hernandez', Anne V. Hodgson', Jennifer Hume', Andrew Jackson', Ziad Mohid Khan',
Christie Kovar-Smith', Lora R. Lewis', Ryan J. Lozado', Michael L. Metzker', Aleksandar Milosavljevic',

George R. Miner', Margaret B. Morgan', Lynne V. Nazareth', Graham Scott', Erica Sodergren', Xing-Zhi Song',
David Steffen’, Sharon Wei', David A. Wheeler', Mathew W. Wright®, Kim C. Warley', Ye Yuan',

Zhengdong Zhang', Charles Q. Adams', M. Ali Ansari-Lari', Mulu Ayele', Mary J. Brown', Guan Chen',

Zhijian Chen', James Clendenning®, Kerstin P. Clerc-Blankenburg', Runsheng Chen®, Zhu Chen?, Clay Davis',
Oliver Delgado', Huyen H. Dinh', Wei Dong®, Heather Draper', Stephen Ernst’, Gang Fu’,

Manuel L. Gonzalez-Garay', Dawn K. Garcia’, Will Gillett?, Jun G, Bailin Hao®, Eric Haugen?, Paul Havlak',
Xin He”, Steffen Hennig®, Songnian Hu®, Wei Huang", Laronda R. Jackson', Lenl' S. Jacob', Susan H. Kelly',
Michael Kube®, Ruth Levy®, Zhangwan Li' : Bin Liu”, Jing Liu', Wen Liu', Jing Lu', Manjula Maheshwari',

Bao- \f\elNguyen Geoffrey O. Okwuonu', Anlhony Palmelrl' Shiran Paslernak' Lesette M. Perez,

Karen A. Phelps®, Farah J. H. Plopper s Boqln Qlang Chrlslopher Raymond Ruben Rodriguez’,

Channakhone Saenphimmachak?, Jireh Santibanez', Hua Shen', Yan Shen?, Sandhya Suhramanlanz,

Paul E. Tabor', Daniel Verduzco', Lenee Waldron', Jian Wang‘, Jun Wang‘, Qiaoyan Wang',

Gabrielle A. Williams', Gane K.-S. Wong’, Zhijian Yao®, Jingkun Zhang X\uqlng Zhang®, Guoping Zhao®,
Jianling Zhou', Yang 2hou‘ further contributors®, Dawd Nelson', Hans Lehrach®, Richard Reinhardt®,

Susan L. Naylor , Huanming Yang’, Maynard Olson®, George Welnstock & R\chard A. Gibbs'

[ | salute all our
friends andcolleagues
for their support of
free data-sharing under
the spirit of the Human

Genome Project that is

News Release for | ©@wned by all, done
Completion of by all and shared b

Chromosome 3 | allé osaid Yang.

Chromosome 3
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The story
continued
with the rice genome data

Now 1|t 1ten C
or In return to the world



5 April, 2002, Beljing
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China's Sequencing of the Rice Genome




nature

biotechnology 30:105-1011, 201:

Resequencing|50jaccessions of cultivated and wild
rice yields markers for identifying agronomically
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IRG Traditional Germplasm
100,000 cultivated accessions




3000 Rice Genome Seqguences Made Publicly Available
on World Hunger Day
3000 16l p LE ©

© 20140528

The openaccessppendatajournal GigaSciencgpublishedby BGI) announcesoday

the publicationof the genomesequencesf 3000rice strainsalongwith the releaseof this
entire dataset The publicationandreleaseof this enormougdataset(which quadrupleghe
currentamountof publicly availablerice sequencealata)coincideswith World HungerDay
to highlight one of the primary goalsof this project to developresourceshatwill aid in
improving global food security,especiallyin thepoorestareaf the world.

This work is the completion of stage one of the 3000 Rice GenomesProject, a
collaborativeeffort madeup of the ChineseAcademyof Agricultural SciencegCAAS), the
InternationaRice Researclnstitute (IRRI), andBGI, andis fundedby the Bill andMelinda

Gateg~oundatiorandthe ChineseMinistry of ScienceandTechnology
' ' .v‘. NS0 The ScienstSuune, 2014) 2014 5 28 ° T 3 5

an I 3000
‘ -t ' i’ » Membersof the 3,000 Rice Genomes L GigaScience: 0 3000
' N Project last month (May 28) delivered L Yy~ .
x 5 & on their promise to make public _ GigaDBT E A L F
i, thegenomicsequences of 3,000 rice S OA T's .
- 24 ieties from 89 countries. Their initial v E . o
L%, varieties H WET )

- 1 analysis of the monumental dataset was N
.& published in v n ¢ A



http://www.gigasciencejournal.com/content/3/1/7
http://www.gigasciencejournal.com/content/3/1/7

——————SApril 2002 PUBLIC LUBRARY of SCIENCE | ploshiology.org | Yolume 3 | Issue 2 | FEBRUARY 2005
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Pice geome evolution
...gula..on o. life spait
HIV transcription
Develpnng Gircadion rhythms

Publidhed by the Poblic Library of Sciecce ISSN 15448173
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nature
genctlcs
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Genome-wide patterns of genetic variation among elite [{1 SRR IR LA U B L.

R . 1
maize inbred lines SISLLLILLE LR R L

Jinsheng Lai'-*7, Ruigiang Li*’, Xun Xu*’, Weiwei Jin>’, Mingliang Xu®>’, Hainan Zhao'?, Zhongkai Xiang'-%,
Weibin Song'-?, Kai Ying*, Mei Zhang'-, Yinping Jiao'-%, Peixiang Ni’, Jianguo Zhang?®, Dong Li?, Xiaosen Guo?,
Kaixiong Ye®, Min Jian®, Bo Wang®, Huisong Zheng®, Huiqing Liang®, Xiuqing Zhang?, Shoucai Wang?,
Shaojiang Chen?, Jiansheng Li?, Yan Fu®, Nathan M Springer®, Huanming Yang?, Jian Wang?, Jingrui Dai?,
Patrick S Schnable* & Jun Wang™>©”

hybrid (ZD958) that is currently the most

including the hbred line 178 is the female parent of another
hybrid in Chi \B0 widely grown in China. Inbred line 478 isa
SNPs, 30,00( @03 is a grandparent of Zheng5S8 (Fig. 1).

diversity ch 1.26 billion 75-bp paired-end reads, which

presence/abSeNCe  fo iy rov i scoence reas wer

brence genome using SOAP software v2.18
lines. We di . . iflved an effective depth of x32.4 coverage, with
presence/ab Of Va rl atl O n S inbred line (Supplementary Table 1).

in contributi in non-repeat regions to detect SNPs and
polymorphi . Ps). SNPs were called with SOAPsnp!! using
valuable re a_l I IO n g t ese I n eS ifler pipeline (Online Methods). We identified
breeding of { epeat regions, with 468,966 in the 32,540

anac (tha ‘filtarad nana cat’l and 12N NS



Potato Genome Project
Science Dally, Sept. 29, 2009

Thanks to a new computer
program developed by the  yJuly;
Beijing Genomics Institute, thepotato
genomeassembly, which igublicly
available on the PGSC website

( ), covers
95 percent of potato genes



http://www.potatogenome.net/

biotechnology

Genome sequence of foxtall Setaria Italica)
provides insights into grass evolution and biofuel
potential

Gengyun Zhang"-»¢, Xin Liu"¢, Zhiwu Quan"28, Shifeng Cheng!®, Xun Xu'-3$, Shengkai Pan"6, Min Xie!,
Peng Zeng!, Zhen Yue', Wenliang Wang', Ye Tao', Chao Bian', Changlei Han', Qiuju Xia'*?, Xiaohua Peng'~
Rui Cao', Xinhua Yang, Dongliang Zhan', Jingchu Hu!, Yinxin Zhang'2, Henan Li"%, Hua Li'2, Ning Li',
Junyi Wang!, Chanchan Wang!2, Renyi Wang!2, Tao Guo'?, Yanjie Cai'%, Chengzhang Liu'%, Haitao Xiang
Qiuxiang Shi'2, Ping Huang"?, Qingchun Chen"2, Yingrui Li', Jun Wang!*, Zhihai Zhao® & Jian Wang"2'
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48 Representative
Classes of Birds
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Vocal learners
Birds of Prey
Waterbirds
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B10K - Toward decoding
all bird genomes

(3rd June, 20195 Today weformally announcethe
launch of the Bird 10,000 genomes(B10K) project
(http ://b10k.genomicscn/), an initiative to generate
representative draft genome sequencesfrom all
extant bird species within the next five years
é The announcement of the B10K project is

published online
today in Nature.




