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Eiﬁgglﬁéﬂiﬁﬁﬁ?ﬁﬁﬂﬁg nawure l E
OCNCLICS
FEREREA o
HAFY : Nature genetics
ARAIE : 2016. 09
HRE=

SIRIUEATTSE (AABB ) BT +FeR=28 , EEZNESHEY  TERERAMHA
TERFAREE. TR BR=A"TEEN—R , HEFMNETAREINEE , E0KE
TZROZENSEY | FREEARMNE. FXAIHERHERENTTSERAERE , N
ZAREICIE 7773 A TERERROR , ASEEIMEE MM TH5E.

HREAE

1. EERERE
AAAZRNFR=RNFEESNAEH T RERESHEE | HARCFEEEH
1TRRIE , contig N50 F 28 Kb #2FE] 61 Kb , scaffold N50 F] 710 Kb 3#2HF 1.5 Mb , X
AFEMIAE] 85%, FIFFIEEEFINFEIEXT A, B TERAHTX S , A WEFEBERE
7391.48% , B WERFREEHZN 72.32%, BINEFIFAZRUFRAREE 7 —RETHIER
H , BEEAKR/NG 591 Mb , ST 68%,

2. 773k A WEFEEBEIREIRT

BIIXS 10 M. 7 NHEBTSE. 5 MEBERNENAD 27 MNEX (2T ) 78
Wi, SHER . SRETTREERE—RE , IREHISERIER | 77 AR
ERERKETE— LM | BTRARER  BINEM PCA BESEH Fixed SNP BERIET
BREFIEL.
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3. EEZFEAY dominance S

BEITESHVERNRAE AR , AREHRZE , KIFFE dominance ERE , FE
dominance FIEREZSZANEIEESIRT neutral EFE( AFAE dominance PSR INEEIFEERE ,
AIERRRSGR , ARPBHRET ), /\F subordinate BEE| ( fEFAAEER , A{UERR/N , ZEK ).

4. TSRS AT SRANEIRE S D

BT XIS R R T SR TIERBMR T . RISERFIBATTRY 36%NERFES
E#EX 1S, (HED ), dominance RFYERE#HIFIEHRALLAIRE  EEEREHUE  XHHE
HEHETEARNMRFERFX  ANERISHE  BERSESHEXHEER
dominance FUERA , XEERTEHAXARPESZEIRGERS R BZEEER (HED )
S5ERE S BFIZRIAKE.

SE3H:

Jinghua Yang, Dongyuan Liu, Xiaowu Wang, et al. The genome sequence of allopolyploid
Brassica juncea and analysis of differential homoeolog gene expression influencing selection[J].
Nature Genetics , 2016.
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HBFl : Nature communications

A ZRAYE : 2013.05

HRES

PR EMESTEE EEANEY) RLEERSNVEFRNMEMRT LR SEERTHE |
£ 20 A EA—FMITB R TR 2 ERERIH RS, BT AMEMERAREGR
mE TR, IRERIERAREGERSIX 1.05% (EXSHEMERAREE0.5% ),
WFAERFERAER | BEERIIEESRENINEIEERAERE |, JBRERNEImM
M RIEEHAREE 7 IRICEAt,

HREAE

1. FREHEERER

LASRAESREHE ( Actinidia chinensis ) J981%} , £EENT 7 B NEEEREBERINIEE , X
F8 lllumina Hiseq2000 UFFFE , BEIEE 105.6Gb , BB 140 x , FHESIEEE
%, FREMERAERATERGHKTE  FISTHEERIEREARNA 758 Mb ,  HEEE|
HEHA/NA 616.61Mb , contig N50 79 58.8 kb , scaffold N50 /g 646.8 kb,

2. tRERESHT
RS LRSI 7 BRI STREL. K. el TRIEREAER | 1ERHKE] 8000
MERIARFETIX 5 M |, FHle TEESER. B EFCEITFITTRIEHERNA
BEERHMLKXER,
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3. @RRESHEHHAR

ETeETENEERAFINER . RIEFER(IE—SNERIEMEN DNA FESELHIRME
At | HTBZREEAL] 2700 J570 8000 SR , BREMEAIED FISIEH R E TRIRAE
SENEARESN  EEREREIMEEMHSE ZRERT 182G . XRET KR
REEGRK. AERSHITRES , SYMIBEBREAERE | 74 TR EHRITIEE.
SEFEERRIEREFALE | GIKREESR C. KEMAEHEE MEABINERCRE
an.

Kiaitruit Las)
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L
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i at f\.«' Tomato=lorane — R A Gape-giape —
g ” \ fl'ﬁ
g {1 e ek \ Speciaticn evenl
2 ﬁi'J -,:fh:nm dup catian SH Y\ Pocent duplisstian
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B | i
E | 1 e irpinatinn |
4 " Wl ’il ’H‘?{"/ ¢
£ i e
P
I T o iiian. — SO i
0 02 04 o LE] 1 < 0z o4 33 L3 1

SEEHASHIEH

PRERE IR TE B B M e EFISERBERANEY) SRR R AL ARRMA T
FRAGEICEM , BNRRHEIMRERRIFIIERMREH T D E2MARMKE ., BER
BRYFEAFINANE.

SEEL:
Huang S, Ding J, Deng D, et al. Draft genome of the kiwifruit Actinidia chinensis[J].Nature
Communications, 2013.

s 5% 400-600-3186 / Rk : www.biocloud.net —————————sssssSSSSSSSSSSSSSSSSSSSSSS—— | G EE—



e 5L 400-600-3186 / RiHE : www.biocloud.net e | 7

>

BMKCloud

(=]

ih & o

BHE

=EEEREN

BIEEERISRIED FIRCERER LNEREERIRE)  BREA NS MRCZIERT
PEESAIRMFA RS | tehmaiVElS. RAXUBREREMNTTERS QTL BAIEEEE
gL, E QTL SIEEtRCERVIER.

ERTFAR

)
BB S R
| N — ;
v
4 N\
SLAF
[ Eiﬂﬂf%] | s R AN I
(& J
v y
( )
| e %[ QTL ZBfiz \
v
4 N
[ SR ] B REISRPA [ *E@B’ﬁﬁﬂi%]
\ J
ARG
HERE IR BRI R BRIRIHRCT AL R | ERICIEMNTLER ESTRHTsT
EEERES BEIEEBEEAR HighMap 34 | TRICHES | BIREHER , EIEEHET

MEZKNFEE

FERLEREIRE 300+ , MEWDHT 1000+ , REXE 80 R |, TS RIEY. K=,

MATERT. B 50 R
[EERRE MBI, EREEEEIMIKERIRTE 70-90 X , MNEINEEREHAR
R EHIERRNIZE EFBYREEATFEETHITERIERNISE. QTL L. 3MRitE
[EERSSE BEBEHEL KASP ERSRIGIERSS | BifE—LEINZRREER




aibEn

@ BVKdoud

BIEREEEERBERAS=
£fl— SEFRESATEMSNKEEERMRBALS

RIMUBIER RIS FERE CBUERE AR | ARG  (FEFIBRE DRI
% KT SN HERNUR  BIETRANTEARER (SRMeE. B30 ) &M
PERIETEINS | BRY , BFEERASITLAR QTL BARIER |, BE T S-S5

BEXIRGER
°
CWOl  CW02  CWwO3  Ch0d  ChOS  Ch06  CWOT  ChO8  CWO9  Chio  Chrll  Chel2 2 F&d FfFsF Days o Heading
* Lins & & & & & 2 0 %0 100 a0
OeM o > RO67 = ) Eaaa——, iR B
> RIS RO7S 1 I f— | a g
'8 ’ o 5 ot A mrupass
| | R166 — .
RI169 Tk b
SteM s " l» > RI70 I —7 b
s f R1S1 ——+—
»| 2 PAGS a
> 5 " +B. ' P o = N
100cM ’ ) B
-3

- lﬂ o ey
Posi
e Negative M
™

Soyear, R
dyear, RI c

| 1eyess, BC
Zryeas, BC
3yeur, BC
Aryoar, BC

PH

PP
SR

orboD®D
04geaka

vo

f U
2506M . TG SGCG)  HEGC)

EH= ENFEEEERTEH M EREE

SRRHEP R — MR EES RABRIMERE | JENEF G ER N, T8, (DNA
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Ched (226.08 cM)

NW_007586285.1 (NCBI}
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SE 3K

1. Li D, Huang Z, Song S, et al. Integrated analysis of phenome, genome, and transcriptome of hybrid
rice uncovered multiple heterosis-related loci for yield increase.[J]. Proceedings of the National
Academy of Sciences of the United States of America, 2016, 113(41):E6026.

2.HuZY, Deng G C, Mou H P, et al. A re-sequencing-based ultra-dense genetic map reveals a gummy
stem blight resistance-associated gene in Cucumis melo[J]. DNA Research,2017.
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1. Guo G, Wang S, Liu J, et al. Rapid identification of QTLs underlying resistance to Cucumber
mosaic virus in pepper ( Capsicum frutescens )[J]. Theoretical & Applied Genetics, 2016:1-12.
2. SuA, Song W, Xing J, et al. Identification of Genes Potentially Associated with the Fertility

Instability of S-Type Cytoplasmic Male Sterility in Maize via Bulked Segregant RNA-Seq[J]. Plos
One, 2016, 11(9):¢0163489.
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Liu S.Wang Z.Chen D et al. Annotation and cluster analysis of spatiotemporaland sex-related
IncRNA expression in rhesus macaque brain.Genome research 2017. doi: 10.1101/gr.217463.116.
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Chen S Y, Deng F, Jia X, et al. A transcriptome atlas of rabbit revealed by PacBio single-molecule
long-read sequencing[J]. Scientific Reports, 2017, 7.
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Wang B, Tseng E, Regulski M, et al. Unveiling the complexity of the maize transcriptome by
single-molecule long-read sequencing[J]. Nature Communications, 2016,7.
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The microbiome of professional athletes differs from that of more sedentary subjects in composition and
particularly at the functional metabolic level.Gut.2017 Mar 30.
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Metabolic network analysis reveals microbial community interactions in anammox granules. Nat
Commun.2017.
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Plant growth-promoting effect and genomic analysis of the beneficial endophyte Streptomyces sp. KLBMP 5084
isolated from halophyte Limonium sinense. Plant Soil.2017
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Que Yet al. Whole-genome de novo sequencing, combined with RNA-Seq analysis, reveals unique genome and

physiological features of the amylolytic yeast Saccharomyc opsis fibuligera and its interspecies hybrid
Biotechnology for Biofuels 2016
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Exosomal miR-1290 and miR-375 as Prognostic Markers in Castration-resistant Prostate
Cancer.European urology,2015,IF=14.976'
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