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DNBSEQESH AR

— FERRSEAREH

HABEMRESEL TDNBSEQ-T7. MGISEQ-2000. MGISEQ-200
. BGISEQ-500. BGISEQ-50FNFF& . LXEERINFRER DL
Fun@e? SHEAREFEAEENFNSIluminailll FFXAIMERERRTT TR,
ERFRESHNEFH. 2ERE. BRA. PARERA. REFRA. )
RNARIEAZEH, BGIUFXIABERAUNMEE T SRENNFEIE. BIMEX
BIEDNBSEQNFFEtEARIKIERAREH, DrlERERFRNFESILFR.
EQHEH@%%@,EEJ&TE&E%%E&*sCCAT—seq KRER#GIECP-ALE, &
ABEBEFES. B NAEEANEGRFRERETENGE.
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GEItRZNFESSATREFRERRZNIN T6E

Systematic comparison of germline variant calling pipelines cross multiple
next-generation sequencers

A ZXHH: Scientific Reports, 2019

SIER: EMET XY

FER

o

T—RUE (NGS ) BLERNABFRFHAMIGKIZE . FRENFFESNAEERSTREGILLRT L AER
HEFRUETIES . NCSIENRENEIEDTRIEEENEN, LUREQUERSESA SN, BEIANR Y
=TSN : GATK4.0. Strelka2, Samtools—-Varscan2, HEESRMIFFES: BGIS-
EQ-500 (PE100) , MGISEQ-2000(PE100), HiSeq4000(PE150), NovaSeq ( PE150 ) #1HiSeq Xten
(PE150) , PfHZEENA: WGS. WESHITHHT. BRESHERKLM, EBGIseq—500 1 MGlseq—-2000
FRERSE E, BERIKRIclean ratefRIFARIDAIEIERSK, AT 93%MQ20XRMEEERSNINFRE,
BENFRERAE THRINGESTNER, HPESIENE, WESXEF, MGISEQ-2000/llFRE T Hits
=MUIFFEE, BREEESNP calingt g FHB=NTFE . ASCNIREER Strelka2iRIATEIS N BRI IR
HEERILRL .

SE R
Chen J, Li X, Zhong H, et al. Systematic comparison of germline variant calling pipelines cross

multiple next-generation sequencers|[J]. Scientific Reports, 2019, 9(1): 9345.
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DNBSEQUIFH/REATFE£INEFHR

A new massively parallel nanoball sequencing platform for whole exome
research

A ZEHTI: BMC Bioinformatics, 2019

STERN: RNEFRERE. FXEE

FEN

o

EHEFENF (WES ) INZBRFALEERFERFT. HTIHEDNBSEQUFFEBTINEFHRIIKR .
ARICRANERNA12878, EFDNBSEQIETS (PE100 ) #lHiseq4000(PE150)F= HAIRENFEE,
ERMmPERERARE (GIAB ) RHRIEE(FAIESIEENRELIFCNZIAZRETIFN . DNBSEQNFF
AR SHiseqEREE—H, AMFESESNVAENPRREBRUIRBETBE. XMFSNVIEN, FEaRaY
—H14£997.6%, FRIBAI—HEL96.7%, FEDNBSEQUEFTFE&R—E IS THiseq4000, FEBATRSE
s, DNBSEQUFF&EREESHREEIINEE . H—F0H T FIIREFZEUSEN TG NEEIR
Ny, £5REHE, SFFIREATI00xES, BEATNREEERM. ERKIEINFREZN. DNBSEQNFF
BESTisir LHRNEE, BEREMIINEFANFNZRSERML .

SE R
XuY, Lin Z, Tang C, et al. A new massively parallel nanoball sequencing platform for whole exome
research[J]. BMC bioinformatics, 2019, 20(1): 153.
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de novo RNA-seqHEE /iR EiEY

Impact of sequencing depth and technology on de novo RNA-Seq
assembly

A ZFHT: BMC Genomics, 2019

STERNL: NMEXAIRBIEXE

FEN

2

RNA-seq@—HM/ 2 BFHERASTRINFEINGS)5iE. BESERMNTR: —ZIEHERE, BENFRK
KRBT, NEREANENMRTLURMS OISR . —RIFFEERNERE . AXBI R MIFRIRNA-seq#
BER, EUFRRESHE, 2-10GbpAi3iEEr ISR TIRMNINEFERA . NFEFEHE: HiSeql MGI
DNBseqg™ technologies@#llEFEAFFERIEIBHITOIILR, ERETHTFAFENNSEEANERKERS
; AMTESHIEEZ YA FREREES; EXEE—TFaNEEER=NESE, BDNBSEQ™ 5HiSeq—#&18
%, RHENFENNELAEXEFgapXIGCEE, DNBSEQXEgapXiFtanHES N GCE=BER; M
HiSeqX FEgapXFIErEECCEENRIFE. FEitk, DNBSEQ™#Z AR FFde novo RNA-seqHix,

SEER
Patterson J, Carpenter E J, Zhu Z, et al. Impact of sequencing depth and technology on de novo

RNA-Seq assembly[J]. BMC genomics, 2019, 20(1): 604.
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DNBSEQill F=H2/ - F/J\RNATH 3%

cPAS-based sequencing on the BGISEQ-500 to explore small non-coding
RNAs

% ZHT: Clinical Epigenetics, 2016

SIER: BEFR=XZ

RIEWONMRNESHR, 2MORNESHR, 2NEEANRER, H5IEHISeqFE. BGISEQ-500F
EXHERHEITSmall RNASEENE, FRAglent MiRBase microarryi#fTiailll, LER=Ff75i%57EmicroRNA
AR LIRS . EREFVFRAZESFIOEXMERENX0.98, HHEAEZE0.99, BGISEQ-500F&5
HiSeqg¥F&allFE M EFmIRNAEZEXMIXEI0.75, HiSeqFE&alFEIELLIEIMIR-451a(¥F0.8%HIreads,
BGISEQ-500F&NFEHIELLXEIMIR-451am1545.9%Mreads, MESAEIEFRLMMIR-451a837.2%H9
readsttf. REABGISEQ-500F &5 R PITEREAR—H . BGISEQ-500F&=ESmall RNANIFFAFAIL

vic o= 8

SEER
Fehlmann T, Reinheimer S, Geng C, et al. cPAS—-based sequencing on the BGISEQ-500 to
explore small non—coding RNAsI[J]. Clinical epigenetics, 2016, 8(1): 123.
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DNBSEQillFFE/R A TR ARt 52

Comparative analysis of sequencing technologies platforms for single-cell
transcriptomics

AZREH: GENOME BIOLOGY, 2018

GIERNL: RIBHARF. AAZEXE

FEN

)

BAEERENE ( single-cell RNA-seq ) RFFTAIEHARRIENERFER, JURTEEMBIEE, R
MRS, EEWTIZNATHRERISE. eERF. BIERE. MEY. MEURSYFRESWH, X
SESMEEERS (MESCs, K562s ) (ERSHRMIHERAZERERE (SMARTer, Smart-seq2) , FIBEZH
NIRRT BRAE AR G T REEI 5% ( Fluidigm C1, plate—based ) FBGISEQ-500F1HNFFEHIEM . AT
824681 mESCHIKS628 40k, 13271297 M RMIRNANREIE, M4 7 8#ESES0, SE100, PE100%%
MRBENNEBIESS, R WESRE. EftE. FRER—MRNEXEGCHRDME . BEEREKFFRIEE
A ESER. XEEI0KE, FADNBSEQ " RANNUFEFENREE. EHEMENESEmSHiseqFER
BeETLE,

SEHR
Natarajan K N, Miao Z, Jiang M, et al. Comparative analysis of sequencing technologies platforms

for single—cell transcriptomics[J]. bioRxiv, 2018: 463117.

06



MG DNBSEQ i
EARE FATEtiES DNBSEQ¥-&ARH

DNBSEQill B/ FRERAHZFEHFR

Assessment of the cPAS-based BGISEQ-500 platform for metagenomic
sequencing

RZ=HT): GigaScience, 2017

STERN: RYIEXERHFHRFRR

FEN

o

A (ERDNBSEQUFHRAFEIREARMEH A TRERERENF, FEE—RIIAIEETE, B
TBGISEQ-500ZERANFRAMRERIMFIE. EflE. REMREFE—EE. RICRE200IZERMEAE
EDNA, BEHIEESHIDNAEREARARES, FHSW X ETRES S8NFESHEELIHEZUFTFEH
TREME, FHEMEEB206IDNAREAZEIlumina HiSeq 2000 SHiSeq 40008 FERINF LA LEF S ERRI—
Btt . HPS MMEATIIrH82. 458 A RIS RENFreads ( G/RIAEIERI96.06% ) , HFQ30LLHIEE
90.56% . EESTERBCISEQ-500FEANMARAEEMESS . EXTFAEESHRLTFEREEFER
MER, BEFaEN—HMtS. (NERIELLE (2.02%-3.25% ) G HERFEEBGISEQ-500f1HiseqFE &
BFEREER, RUNCCEEEEHEHISeqFEENFEERS .

SE /R
Fang C, Zhong H, Lin Y, et al. Assessment of the cPAS—-based BGISEQ-500 platform for
metagenomic sequencing[J]. Gigascience, 2017, 7(3): gix133.
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HIRZ K BDNAS FlFTIi%, TISCERRLZNRE, #EfRTES, SILATTERS
K22 EM (Phasing ) BIUAIMAERABE
Efficient and unique co-barcoding of second-generation sequencing
reads from long DNA molecules enabling cost effective and accurate
sequencing, haplotyping, and de novo assembly

AZRHH: GENOME RESEARCH, 2019
STERN: RIIEXEGFHZRFR. RIBRERE

FEN

)

—FMERANE TS HRCHBEERFRUFKAR(SILFR), X—ZARS5DNBSEQNEFEFELE, 3547
FRARIRIIERIR R, BEEHEERIGTI50KbAvIEIS, RIS NIBE _NFRANERESHRAMENNR. EH
StLFRIZAR, AJE#EIE8005 F<EE20-300kbAIEEBDNA R RS AltRc EMIFHIRMAE . A3CBIEIXS
NA12878EREHDNAMEZAIstLFRXEHITHHT, RIS TRRENZRGNUANTUSHEREEESITHNER, H
EEXRAINSOKERIA34 Mb. LEIMAREIRRT T ERENTRIMCNEARIINA12878RI —EAMKLAZE . JIE
BAstLFRE—HMMAME, LS, JLUHTREAREER (Phasing) i, SVIGN., #HBI—EAE%E, SE
RAARIAR AN AT EMFEZR FERDNANFRINFRAR .

SE /R
Wang O, Chin R, Cheng X, et al. Efficient and unique cobarcoding of second—generation sequenc
ing reads from long DNA molecules enabling cost—effective and accurate sequencing, haplotyping,

and de novo assembly[J]. Genome research, 2019, 29(5): 798-808.
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PR Z A FRREERRE

Deconvolution of single-cell multi-omics layers reveals regulatory hetero-
geneity.

A FHT): Nature Communications, 2019

STERNL: RIEFRERE. RIIEXEGHFHR T,
I/RIRTUXZRYIAR. BEMEHRRPILE

FEN

o

AXFR T —HM AN R NR G R R IEFIERENSCCAT-seqii R, ZRARES A
ATAC-segIRNA-seqRIFENENMABAIRERR &4 ( Chromatin Accessibility , CA ) FIERZRIAKFE
(Gene Expression, GE) , BEIHEMAFIERRARMIERIHERRIARBIZNEG . AXEREERRF
FEETE N RAEEESHITRIRERIRIEAERAEE, FEETscCAT-seqERRRESHAIEHHTERE
FRORSEMEFESRE, XA MAFHENEREETRUEER “RERKTE” EX, FESRMBEFIET
BERMREBIEME . sScCCAT-seqreBiRItBNMAMMNS S YRRNERENEREFEL . YTFREIMHEmNS, R
ERNAREEREREFESSERFRFEETEX, BESEFNXKONT, SRETHSEERES MM

SRR —AFTRSIINEEXR, SMERARGEREL, ZRAFETEZNEEERTHEEER.
scCAT-seqfERNRAIBRESRIEPAITBIE ISR TIXRAREEMERHAPIAIBRENEXRE N, DA,
scCAT-seq—MIFEBIENTE, IARSREMRTHT 78R,

SE /R
Liu L, Liu C, Quintero A, et al. Deconvolution of single—cell multi—omics layers reveals regulatory

heterogeneity[J]. Nature communications, 2019, 10(1): 470
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— SN2 LB KR E R B X F BMate-pairSZ i I i% (CP-AL)

Development of coupling controlled polymerizations by adapter-ligation in
mate-pair sequencing for detection of various genomic variants in one
single assay

AZRHH: DNA RESEARCH, 2017

STERNL: FRPXKAE. RmIEXEGHFHRFRR

FEN

it

AXEEETF3’ branch ligationSMAERER MANRMAEIEERE RN (FZEITIOFEMS 15T ) , 55
FEEEL RS ERZ R AntAI R A EANEFIGERIMR AR, FFRE—FEHIIR . TREMERFBIRIIKFERMate—pair
NEENIETSE . B EEEIREANIGIE, 5 ESERNTRIRIMEGIEELL, FTIURZIRSDNARMLE(4(E), 7
PINFZE2EMRDNAE R ERATSH(39.3(8%) . RAERENFRENBRT, 1BINS0%NMEESE, RITEREE/
HBFBEERANY— .. BFNFEIRIKETLETAZEINTPRESREHIET, ZRRIER T AEUFKE R
EAREFATERATRIGHER, ERERNIFKESH—SRSEREZRICHEZHER. 8&F, %
RRBEN AR EHTEERANRF (30X) , BINTRERERRIRE. EUHERREREETRIT,
YISIERICP-ALRI{EA— iGN Z R BRRE RIB MRS R, (B 7 AERIEEIZH .

SE
Dong Z, Zhao X, Li Q, Yang Z, Xi Y, Alexeev A, et al. Development of coupling controlled polymer
izations by adapter-ligation in mate—pair sequencing for detection of various genomic variants in

one single assay. DNA Res. 2019. Epub 2019/06/08. doi: 10.1093/dnares/dsz011. PubMed PMID:
S1T73071.
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DNBSEQF&mAE

EAEEDNBSEQUFFaR MR AN AN~ m. Bal, EFHEX
HIEDNBSEQNFFaRkRIINE S REWFMERIA2002F, HENEYD.
MEYD . RSN S .

(1) FEAmARGUE, M DNA KT, RNA KFE. RIEEFKFELR
HEFEKESRBREAESVNHRA BRI SREBXIOSTMER (Pt
WE. FiR. FRAITE. RikE. ZRIEE ) BES, AEEBTRALKEE
FHHIEE T EEE

(2) EshERSE, DNBSEQUEFFERBHNEERKARIUE
stLFREATASFENEMZRIBEEERAHAT, HENEHRREIRERG
, REmiaR, BEEEERIEE.

(3) EHEYHRESE, BIDNBSEQTM¥ES, BIEFEFIPER.
PERERFEMEMRITNF DTG, )T EIYRIhERIRHE .
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FIAKRINEISISST, BIFRIKENMEBEREHRRET

Dissecting primate early post-implantation development using long-term in
vitro embryo culture

& FHAH): Science, 2019

GIFRl: BREIXE

o

FEN

R RPERELBEHINIAETHNERESG, AMX—MREEREESHTPRNEZEART
Bz —. AASHRINEI T RERMAIN20RAIEF, BEXZBEORZI20RAIAIMEFIRIGHITIER, (A5
EAMIRENE T SHEAAERIEEE—BRSESERRIAFIE. A3FIFADNBSEQNF &SN~
ARIHASMEF 7B E RRORBR AR T, RIMSHALKERIMESERUNSUSERRIANILT . ZHR
BXFIBRINRSE, BT RISCERIRER G IREMEREENS FSMRENFEHE .. AREREH

FIRANIMBRERERIERBRER, MTHRERIETREEBERREEGRESENX.

SE R
Niu Y, Sun N, Li C, et al. Dissecting primate early post—implantation development using

long—term in vitro embryo culture[J]. Science, 2019.

12
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iz A E R B R 3SR IR 8 IS A6 ) LI TR &

Prenatal Diagnosis of Fetuses with Increased Nuchal Translucency by

Genome Sequencing Analysis

A FHT): Frontiersin Genetics, 2019

GIERN: FRPNKEF

O

FEN

MERERT (NT ) BERMR) L REAREHEESNRSEIHEER. BERBERESTRSAMES ST
(CMA) #fTrani2l, EERFESPREEE. A BNRITEEF N2z BEERNFRAGNERERE
BRFIRERR) LRERSENTITE . AXSHBFE0TMERERFIEERE/LER (371 HEKI31MFK) (34
PNENERHIEERIL, 16T MENERTIBESEEET ) ERETSCMANIRESHELL, RADNBSEQTM
RARHIMGISEQ-2000F &1t T ERANFHERS T 2(H2M=R, EitEE2ERBN 75 ERFTIERNER
HIEER/LRBARERER, EFRisBEEXRNAEED .

SE A
Choy KW, Wang H, Shi M, et al. Prenatal Diagnosis of Fetuses with Increased Nuchal Trans—

lucency by Genome Sequencing Analysis[J]. Frontiers in genetics, 2019, 10: 761.

13



TEP ITGA2B 2 2B/ I\AiafiiiE ( NSCLC ) BISFEMiRic

Development and Validation of Tumor-educated Blood Platelets Integrin
Alpha 2b (ITGA2B) RNA for Diagnosis and Prognosis of Non-small-cell Lung
Cancer through RNA-seq

AZFHT: International Journal of Biological Sciences,; 2019

STERNL: PIXZ BRIk

)

FEN

FARESZHENIEINSCLCH S FEMIFICH . AXRADNBSEQTMEXARKIMGISEQ-2000F&1t1T
RNA-seq##r, SHr79BINSCLCEE (IF0IIHR ) F8AIREAMIMRIER, ¥ILHERITCA2BIEAIRIEIRC
PF. RENIISERIE, BERMARPCRZENEMEIERA (n=150) , NSCLCEE (n=243) iR
& (n=141) BENMIMRERFRITCAZB . ERAMNSCLCEERM/IMRITCA2BKFEEREST A
BB4H (p <0.001) . ITGA2BRUZHTERE (AUC ) 790.922 [95%EEXiE (Cl) , 0.892-0.952], REUEH
92.8%, 1RMNT78.6%. FEEITCGAZB, EIRHR (CEA) MM REAHIERER SIS AEEFER (
C-index =0.756) . Eltt TEP ITGA2BEIES HA1F/\RiEAHE B £5I R X 5 RS R IEREER
T

SE

Xing S, Zeng T, Xue N, et al. Development and Validation of Tumor—educated Blood Platelets
Integrin Alpha 2b (ITGA2B) RNA for Diagnosis and Prognosis of Non—-small-cell Lung Cancer
through RNA-seq[J]. International journal of biological sciences, 2019, 15(9): 1977.

14
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P EA B P HTFIS EE/RIIABCAGEETFE: 37T MERNETE

ABCA4 Gene Screening in a Chinese Cohort With Stargardt Disease:
|dentification of 37 Novel Variants

A FHH: Frontiersin Genetics, 2019

GIERN: EBXZEFR

MREZ

AR ERYR T BHEHMFEORABCA4RIREIRNENEZR . BEMGISEQ-2000F&#TINEFNF
MWHHr, BETIS3TELEMFEEEA, SE25NRE (26N EEERERA ) 711 EERS, FraBESTGD1
RSBIEE RS T 2ENREMEE, BERHIRRARRIE 77925 E NEEERRE XHIERRIER . ATAIE
HEFENZEH84.3% (129/153 ) , HF86NEEPFEMNH="SHBEXIIES (56.2%) , 431MEEHFEF
E—ARBEUER (28.1%) , 24MBERBRNER (15.7%) . AHEFRAISTCD1EEF, RENNILERE
c.101_106delCTTTAT (10.5%), EHIX2c.2894A> G (6.5% ) #1c.6563T> C (4.6% ) « AMIHHFHEEHEE
HITEENISRSIGRZEAERE, KT 37T M HHERFABRETEFRBAAORSTCDINERER, 7
ABCAAEPE ABFEERITINR

SE R
Hu F, Li J, Gao F, et al. ABCA4 gene screening in a Chinese cohort with Stargardt disease:

|dentification of 37 novel variants[J]. Frontiers in genetics, 2019, 10: 773.

15
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C /EBP B i@ iJ B RIEHIK7 P B AL RIS 32 5P SRIE ML B0 M 25 1%

C/EBPB enhances platinum resistance of ovarian cancer cells by repro-
gramming H3K79 methylation

A ZFHAT): Nature Communications, 2018

STERN: EPRBEXZRIFER KR

o

FER

WIrMZs RO REaT I ERIGAKIES . RVEEATATTRMRETESXBENER, HFEENAKE
TEMENER, DNEXMERBNFIRER. XEXRE, —FRIINERET, 8EC/EBPB, GCM1H
GATA1, RILMEAMEMARFEZEHRECINEEIDN . B5E52E, C/EBP B EIPEEBRENIRINE
EF, eNST—HEZRUNE, BTXMG, RMSEFELMEXISUEMINEEXERSE . BiSREKE
BEEDOTIL, C/EBP B AILAEZ S NMIHERAIHIK7 SR EM4HETMRERIRT, NiniEaitaEdmimn
WIrFTiZStE . ZeSHRE T —FiuERMEEFIINER, EPEEEaRMEEFE X BETEFUWC/EBP
P FTRENIP R IR M BRI AT o

SEHE
Liu D, Zhang X X, LiM C, et al. C/EBP B enhances platinum resistance of ovarian cancer cells

by reprogramming H3K79 methylation[J]. Nature communications, 2018, 9(1): 1739.

16
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sfRNASINFRISFEBDMEIBE S, HiZEHIIRRPIUEIBER RS

Subgenomic flavivirus RNA binds the mosquito DEAD/H-box helicase ME31B
and determines Zika virus transmission by Aedes aegypti

EFRET: PNAS, 2018

STERN: RMTIRAS

FEN

o

ERES (ZIKV) B2—MTEMIERERS, TEETRRFNK (Aedes aegypti ) &1, FIBRIRERS,
FERRAVBIEPE R EAERTIERIBRNA (sfRNA) o iRBAsTRNATEI R EF ST RTEEE(ER . A30FAN
BERRPEERTHFSINE, ERHESHEIRRIGRNA (sfRNA ) ZeERRINFHIFRE, FHEREERTFHIE
R . ASGIER T sIRNATRFEELZIKV (ZIKV A SF1) EFAREFYFEFIRIERMTEERZIKV, (BIERRHF
RIERERE D2 RISEHY . BIIDNBSEQRAFEFH/IRNANFEIERE, SZIKVEERIELL, EZIKV ASF1 RS
TFHRNAFHS . BERIESTTRMsIRNASIFERIEEEM E31BEEIER . EFXLER, (FERE T —MEIERE,
sfRNASEAME31BESRHENFSEHIIRSEE, (BEEERTFHERE.

SEE

Goertz G P, van Bree J W M, Hiralal A, et al. Subgenomic flavivirus RNA binds the mosquito DEAD/H-box

helicase ME3IB and determines Zika virus transmission by Aedes aegyptilJ].

Proceedings of the National Academy of Sciences, 2019, 116(38): 19136-19144.

17
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ILEREFIRIE A5 ITFIRIERS 0 5400 BB a X

Altered respiratory virome and serum cytokine profile associated with recur-
rent respiratory tract infections in children

A ZHT): Nature Communications, 2019

STERN: JHHBERILEETDPIL. PERZ R LiSEHERTHR

FEN

o

RXXF4407 B IRRART IS LERBBIFART T BIRIEHAR, FIFEDNBSEQRATFAERFHHF 5L (viral
metagenomics ) , £AEARGETFIE ( Proteomic chip—based screening ) , %) LEZEFIIEZRARTIH
BT T viromeMMEMEE FRILLRD T . IARRIZRE R EEESHNTRERSHRE, BRSSHNE
B5, XPEEsNTIRERSZEM. i, RERERBNEER ( Propionibacterium phages ) £E, Iid
TIMP-1¥1PDGF-BBXKFEHS5ZAARTIZZEEX . MEZEREANGFSSKFHMETIMP-1¥1PDGF-BBAL
IELL, RNIFIRERAERGISEMMEMIIRSE XK, ZT2EEFMZIHE TIEMENImENAREBIREE
AFITIMP-1#1PDGF-BBRIGE/E TN Z R ARTIRIEHR .

SEER
LiY, Fu X, Ma J, et al. Altered respiratory virome and serum cytokine profile associated with recurrent

respiratory tract infections in children[J]. Nature communications, 2019, 10.
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An integrated chromatin accessibility and transcriptome landscape
of human pre-implantation embryos

A ZHF): Nature Communications, 2019

STERN: RINEFRERE. PRAXFEMEZZREBESTHRITEHRFHR

FEN

o

AARERERCRAMIERE MEZ EER Fitin AXRRHRIRR SRR XM BRRERRSINE
EFRXEEN, BSERRALRERTIEIEEGAREEIEIRME T EI . BEX AL B RRIFRERER
XIFRIEAR, ARARRIEFHRBHEIRES RS TENRERANKE, HFEPERERE ‘DR Xig, itk
SHEEREMFIIREFXIE. SOREREN, ARRHREIRRRERFREEEMERIRREZFHIEN. HR
AR EIRIREREETE (embryonic genome activation, EGA ) BIRSEFMER, RRAREFRLT—FEAMR
RS, XERERKIGHFFHEZERE, HEFRELERAXIRNYENASEL. AREREREF X
IRAIFTSIRIREGARIIIEX . BEFHRERXIFIERE TN, RMECAMBRIFRIEREFIEEFEE

ZDUX4iEE, FERIG2-AMREIsEEEE CAR R AR RXE,

SEHA
Wang O, Chin R, Cheng X, et al. Efficient and unique cobarcoding of second-generation sequencing
reads from long DNA molecules enabling cost-effective and accurate sequencing, haplotyping, and de

novo assembly[J]. Genome research, 2019 29(5): 798-808.
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Resequencing 545 ginkgo genomes across the world reveals the
evolutionary history of the living fossil

A ZFHT): Nature Communications, 2019

STERN: MIXZFEGHNZEFR. PENZREBEMHFR

FERIFRENHE, RPICHRHMEFRNEE. BEFAKEDSERERGITSIM, IREBANZASE
IREGRCIMBIIEESRA . XEWE T RESIRON P EHALLITSASMDIRETTR, ZAREADNBSEQRAFE
ENFEIE, S4MIRETITRES.3X, REENR, EEZREE~0CGHIERSE, HEIEEAEIT744.30Thb,
EEYMEANERARES . &F, —HEET16IMBISEESNP . FEREEED M4 MNEEES,
SitniEorHAH—2, BIFER (SWEST) . BB (SOUTH) | ZR&8 (EAST ) #14t&8 (NORTH) , HAh
NORTHm D AEM=FpDRIES . PRT FARgEXEHERT, IREBHEFTIARIERERLAMN FIRRREERT, ZMX/E

BREETRERRTAKEN . BESTESITRBEUARESTHERERRZEFMFEEXE . XELE
T IRERAMIERERIRTLAREN . BNFHEX  Lboh, NEERHAS 7 IREMEFRIAREN AR B 2AER(E
Ao

SE A
Zhao Y P, Fan G, Yin P P, et al. Resequencing 545 ginkgo genomes across the world reveals the

evolutionary history of the living fossil[J]. Nature communications, 2019, 10(1): 1-10.
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Modulating plant growth—metabolism coordination for sustainable
agriculture

A FHATI: Nature, 2018

STERN: PERZREERSABEMNZRFTM. PERZERXZEGHZESR

o

FEN

RIEHTEMER . REFIBIEXGRFA-DELLARSTEIEENE, EAZIRMRIERIEMFECHNRIHESE
Y-8 . GRFAREEZSERNRSIFI-ENASFIBAMENEZRR, FHEMERESSISRREEER, FHE
BN E AR E RS RERR IV EMSHAIREEL . BiE LEATGCRFANFARE, SEEa/KEN/INEnM
FEHFEEN . SrrEbRIER, SRIBMERBE EH . AXEWKEEETmAENIC-sd1, MREFEE MR
NJ6, NJ6-sd1RIEERIFBRERLENJIGAE, LANJG (SD1)A3THR, 3361 EBsd1avlFEmRIFDTNHA+AIRIAEZE,
BLNJGHEEFERS— P ENHA+HRERENM 732832 0I#ZBCIF2EHA, BEQTLEM . EUREFRARER
IBSFBIXRER . PTXEERBHFI=FSNPHE, HIEFREFZIIEN~SANEERR ., BT
RNA-seqfIChIP-seq (£FDNBSEQ¥& ) fTGRFAERRIDFHLE, IEAGRFARHIE TS SRZEIRIF
RERMAIERER

S5
Li S, Tian Y, Wu K, et al. Modulating plant growth—metabolism coordination for sustainable agriculturelJ].

Nature, 2018, 560(7720): 595.
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The first chromosome - level genome for a marine mammal as a resource to
study ecology and evolution

% FHH: Molecular Ecology Resources; 2019

STERN: EXER

FEN

i)

SE BRI ERREREHAFIKEENNEEERE, HPiKELR ( Physeter macrocephalus ) 2&AKRIE
iy (9X520.5K, AE57,000F52 ) o AR BEEHIT 7T REMHUDT, BIFTRIBLRENR, EERBHKE
HEEH RS REEEITIVR, IREFSFHIAERAMHE AR T RIR. BEFERHI-CRER, BENaS
ZIRBREIKTFERE , AREAKF ERGHERMSHIEREHTENEL ST, G180, HENEEHILa89
FERHCLIRSEIEIEENXR . AARIKERSFHANMNRERELES, ESFMHEHARRETERN

SEHE
Fan G, Zhang Y, Liu X, et al. The first chromosome - level genome for a marine mammal as a resource to

study ecology and evolution[J]. Molecular ecology resources, 2019,
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Chromosome level draft genomes of the fall armyworm, Spodoptera
frugiperda (Lepidoptera: Noctuidae), an alien invasive pest in China

AFRHH: bioRxiv, 2019

STERN: EXER. ZERIWXE. PERZRNIIHFHR

Bl ( Spodoptera frugiperda ) , X FERAKRHEAFE, 3ZFRAfall armyworm (FAW) , 2—
MEFFEMNER, AREBFERSILFREBEREEARTGE, SASDNBSEQUFEFEAEMGISEQ-2000, *IST
REZREN—A—BRRBEMRIENREARINEFRAEE , HPAMENERBKR/N542.42Mb, Scaffold
N50ix%14.16Mb, BHHIEREER/NE530.77Mb, Scaffold N50iAZEI14.89Mb., Lt IIEFEIREANERR
% (2RRBZ=E, 2RRETI &) , B3RETEXRFEM (C Strain) 1REFKEFTEM (R Strain) , XFUR
ENEHENEMRETEERE TIEM.

SE B
LiuH, Lan T, Fang D, et al. Chromosome level draft genomes of the fall armyworm, Spodoptera frugiper-

da (Lepidoptera: Noctuidae), an alien invasive pest in ChinalJ]. bioRxiv, 2019: 671560.
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B E BF & 3 %2 10 AT 4 Rz B & W PD-12 &85 B iz E

Gut microbiome affects the response to anti-PD-1immunotherapy in
patients with hepatocellular carcinoma

&ZFHATI: Journal for immunotherapy of cancer, 2019

STERN: MIXZFEFR. HEER

FEN

i)

EER, mERRFERETSMIMERR ST IINIRFIEAZIMEMZIXE. BXTHERRNPERRE
T RIS EARIURE . LI, BRRESHNEXEELRTS, MARRR AT IETmEREFRIMSEN.
Eitt, ZARFIBEABIEDNBSEQRAFEREAERRANFNSGZE, HRFARESEZEZNPD-1aFIITRE
PIEEERIIZRMAHE, ST Siar N EERXAIERRECEFIE, AR, EaFaaefE—Minlse
BIEARIEIRCY), BEE—ENREIZENE. BXEMNERRENARH -2 AN T RRAYINNRFER
EHEAEENAETE, URXLEARAESSNERUEER, BT ITHEERSSREET .. MU RE
FEE, FTRENARFAHERY AT IR LA RES o

SZ B
Zheng Y, Wang T, Tu X, et al. Gut microbiome affects the response to anti-PD-1immunotherapy in

patients with hepatocellular carcinomalJ]. Journal for immunotherapy of cancer, 2019, 7(1): 193.
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A single bacterium restores the microbiome dysbiosis to protect bones from
destruction in a rat model of rheumatoid arthritis

AZFHTI: Microbiome, 2019

GIERN: RIEREXE

HRiE=

Helar REKEXTREMREHRE, ARAEFSTIIARE, FRAmERG, EXEXTR(RA)BER
MEMRELEZ P, BREALAIEEMEYMEIATDIRBRRSEML BRI —MEEaT 7% AXERTEMED
FIFIRIERIERXTIH (AIA) KER#HTLIE, BidERADNBSEQUFFENEEREBNF S EZMEREEEXKD T,
THMETRIMFENENEXTTRARATEXMEEHRRERIIN, SRETATEIATENAIAKRRSEITET
DRI BKFRILEBBIA . BEEXTRERIER, ERTHRAFETE, XOTXARERNFRERBENE. It
5, FEIMEE FETERAREFIFRE, XSTEATERTBXHEMIEREIEX . RLERBIIREMN
B, ERmERERT RNEEXTRI—TIEREE

SE Gk
Pan H, Guo R, Ju Y, et al. A single bacterium restores the microbiome dysbiosis to protect bones from

destruction in a rat model of rheumatoid arthritis[J]. Microbiome, 2019, 7(1): 107
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Publications Journal Title IF | Year | Techology
i - i inati RNA-Seq&-
plant Modulotl'ng plant growth metabolism coordination Nature 4158 | 2018 q&
for sustainable agriculture ChIP-Seq
Methyltransferase SETD2-Mediated Methylation of
human | sTAT1 s Critical for Interferon Antiviral Activity Cell 30.41 | 2017 | RNA-Seq
An Interleukin-25-Mediated Autoregulatory Circuit
human |in Keratinocytes Plays a Pivotal Role in Psoriatic Immunity 22.85 | 2018 RNA-seq
Skin Inflammation
Specific Decrease in B-Cell-Derived Extracellular )
human |vesicles Enhances Post-Chemotherapeutic CD8+ T | Immunity 22.85 | 2019 RNA-Seq
Cell Responses
CCR7 Chemokine Receptor-Inducible Inc-Dpf3 .
human |Restrains Dendritic Cell Migration by Inhibiting HIF-1| Immunity 22.85 | 2019 RNA-Seq
a-Mediated Glycolysis
A Novel Allosteric Inhibitor of Phosphoglycerate .
human | Mutase 1Suppresses Growth and Metastasis of cell metabolism 22.42 | 2019 RNA-seq
Non-Small-Cell Lung Cancer
Slc6a8-Mediated Creatine Uptake and Accumula- | | .
human |tion Reprogram Macrophage Polarization via immunity 21.52 | 2019 RNA-seq
Regulating Cytokine Responses
Nutrient Sensing by the Intestinal Epithelium i
human | orchestrates Mucosal Antimicrobial Defense via Cell Host & Microbe 1787 | 2019 RNA-seq
Translational Control of Hes1
Precise in vivo genome editing via single homology
animal |arm donor mediated intron-targeting gene cell research 17.85 | 2019 RNA-seq
integration for genetic disease correction
Repopulated microglia are solely derived from the
animal | proliferation of residual microglia after acute Nature Neuroscience 17.84 | 2018 RNA-Seq
depletion
X Hyaluronan synthase 2—-mediated hyaluronan : .
animal production mediates Notchl activation and liver SClerK,:e Translational 16.71 2019 RNA-seq
fibrosis Medicine
Genome-Wide CRISPR-Cas? Screening Identifies
human | NF-«B/E2F6 Responsible for EGFRvIll-Associated | Advanced Science 15.80 | 2019 | RNA-seq
Temozolomide Resistance in Glioblastoma
; The CRISPR-Casl13a Gene-Editing System Induces ,
animal | coliateral Cleavage of RNA in Glioma Cells advanced Science 15.804| 2019 RNA-seq
KRAB-type zinc-finger proteins PITA and PISA
animal |specifically regulate pS3-dependent glycolysis and | Cell research 15.61 2018 RNA-seq
mitochondrial respiration
i 1 Pioneering function of Isl1in the epigenetic control Cell h 15.39 2019 RNA-S
animat | ¢ cardiomyocyte cell fate ell researc , ->€q
Hepatocyte TRAF6 Aggravates Hepatic Inflamma-
human |tion and Fibrosis by Promoting Lysé- Linked hepatology 1497 | 2019 RNA-seq
Polyubiquitination of ASK1
Landscape of Intercellular Crosstalk in Healthy and
human |NASH Liver Revealed by Single-Cell Secretome molecular cell 14.55 | 2019 RNA-seq
Gene Analysis
Glutarylation of Histone H4 Lysine 91 Regulates _
human Chirometin Dyramics molecular cell 14.55 | 2019 RNA-seq
Menin Deficiency Leads to Depressive-like
animal Bethlor§ in Mice by Modulating Astrocyte-Mediat- Neuron 1432 | 2018 RNA-Seq
ed Neuroinflammation
Nucleoporin Sehl Interacts with Olig2/Brd7 to
human Promote Oligodendrocyte Differentiation and Neuron 14.32 | 2019 RNA—seq
Myelination )
microor-| Enterovirus pathogenesis requires the host . .
ganism | methyltransferase SETD3 Nature Microbiology 14.30 | 2019 RNA-seq
microor-| Host serum iron modulates dengue virus acquisition : .
ganism | by mosquitoes Nature Microbiology 14.30 | 2019 RNA-seq
Breast milk alkylglycerols sustain beige adipocytes | JOURNAL OF CLINICAL
human through adipose tissue macrophages INVESTIGATION 13.25 | 2019 RNA-seq
. Hepatic IRF6 alleviates liver steatosis and metabol- RNA-Seq&
animal |ic disorder by transcriptionally suppressing PPARY hepatology 13.25 | 2019 ChIP-Seq
Integrated Omics Reveals Tollip as an Aggravator
animal |and Therapeutic Target for Hepatic hepatology 13.25 | 2019 RNA-seq
Ischemia-Reperfusion Injury in Mice
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Hepatic Interferon Regulatory Factor 6 Alleviates
Liver Steatosis and Metabolic Disorder b -
animal Transcriptionally Suppressing PeroxisomeyProlifera— hepctOlOQY 13.25 2019 RNA-seq
tor - Activated Receptor y in Mice
Translation of the circular RNA circ § -catenin
human | sromotes liver cancer cell growth through activation| Genome Biology 13.21 | 2019 RNA-seq
of the Wnt pathway
. Glucocorticoid receptor in stromal cells is essential :
animal for glucocorticoid—mr;dioted suppression of An,nqls i 12.38 | 2018 RNA-Seq
inflammation in arthritis Diseases
Salt-inducible kinases dictate parathyroid hormone
human |receptor action in bone develo?omentycnd JOURNAL OF CLINICAL 12.28 2019 RNA'seq
remodeling INVESTIGATION
Hydrogen peroxide positively regulates brassinos-
plant |teroid signaling through oxidation of the BRASSI- | Nature Communications | 12.12 | 2018 | RNA-seq
NAZOLE-RESISTANT1 transcription factor
human |22 deficiency induces interferon responses via | 16 Communications | 1212 | 2018 RNA-seq
cGAS-STING pathway and restricts virus infection .
Mutually exclusive acetylation and ubiquitylation of " "
human the spliZ:ing factor SRSFy5 control tumo?grc):wth Nature Communications | 12.12 2018 RNA-Seq
Precisely controlling endogenous protein dosage in
human | pgcq aynd derivcti?/es to mgodel FSXG1 syndrorge Nature Communications | 12.12 | 2019 | RNA-Seq
Primary cilia regulate hematopoietic stem and
animal | Progenitor cell specification through Notch Nature Communications | 12,12 | 2019 | RNA-seq
signaling in zebrafish
Fas signaling-mediated TH? cell differentiation , \
human | tavors bowel inflammation and antitumor functions | Nature Communications | 11.88 | 2019 RNA-seq
= Pioneer and repressive functions of p63 during \ .
animal | zebrafish embryonic ectoderm specification Nature Communications | 11.88 | 2019 RNA-seq
UHRF1 suppresses retrotransposons and
human |cooperates with PRMTS and PIWI proteins in male nature communications | 11.88 2019 RNA-seq
germ cells
Activation of P-TEFb by cAMP-PKA signaling in : RNA-Seq&-
animal | qutosomal dominant pglycystic kidneygdisecgse SAEEEE Advances .57 2019 ChIP—SeCl]
Glutamylation of deubiquitinase BAP1 controls JOURNAL OF
human | self-renewal of hematopoietic stem cells and 10.892 | 2019 RNA-se
hematopoiesis P EXPERIMENTAL MEDICINE 9
human |The E3 ligase VHL promotes follicular helper T cell | JOURNAL OF 10.79 | 2019 RNA-seq
differentiation via glycolytic-epigenetic control EXPERIMENTAL MEDICINE
: Comprehensive transcriptomic view of the role of
animal the LGALS12 gene in porcine subcutaneous and Molecular Cancer 10.68 | 2019 RNA-seq
intramuscular adipocytes
Diminished OPA1 expression and impaired mitochon-
human | drial morphology and homeostasis in Aprataxin-de-| Nucleic Acids Research | 10.16 2019 RNA-Seq
ficient cells
Organic cation transporter 3 (Oct3) is a distinct
animal | catecholamines clearance route in adipocytes PLOS BIOL 980 2019 RNA-Seq
mediating the beiging of white adipose tissue
Nuclear carbonic anhydrase 6B associates with RNA-Seq&-
animal |PRMTS to epigenetically promote IL-12 expression in| PNAS 9.66 2017 ChIP-Seq
innate response
Roles of the CSEIL-mediated nuclear import
human pathway in epigenetic silencing F PNAS 9.66 2018 RNA-seq
Knockout of juvenile hormone receptor, Metho-
animal | prene-tolerant, induces black larval phenotype in | PNAS 9.58 2019 RNA-seq
the yellow fever mosquito, Aedes aegypti
: Rapid pathway prototyping and engineering using in
mlcr.oor_ vitrz ar?d in viv)c,> Fs’ynthe):c‘iz: ggenome S%RquEE-in ¢ Nature Communications | 12.12 2018 WGS
9anism | methods
Resequencing 545 ginkgo genomes across the . .
plant | yworld reveals the evolutionary history of the living Nature Communications | 11.88 | 2019 WGS
fossil
0 Lamin A/C promotes DNA base excision repair Nucleic Acids Research | 11.15 2019 WGS
The first chromosome - level genome for a marine
animal |mammal as a resource to study ecology and Molecular Ecology 733 2019 WGS
evolution Resources
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A reference human genome dataset of the : i
human |g5iseq-500 sBaeHEeF GigaScience 727 2017 WGS
Comparative performance of the BGISEQ-500
animal |versus Illumlna.H|Seq2SOQ sequencing platforms for Gichcience 727 2017 WGS
palaeogenomic sequencing
Molecular digitization of a botanical garden: high-
plant |depth wholle genome seq.ulencmg.of 689 vascular GigaScience 727 2019 WGS
plant species from the Ruili Botanical Garden
; The Marine Mammal Class || Major Histocompatibili- ’ .
animal |4, Complex Organization Frontiers in Immunology | 6.43 | 2019 WGS
C/EBPB enhances platinum resistance of ovarian . .
human cancer cells by reprogramming H3K79 methylation Nature Communications | 12.12 2018 WES
Epigenetic alterations are associated with tumor Journal for Immuno
human mutation burden in non-small cell lung cancer Therapy of Cancer 8.68 2019 WES
Engineering Forward Genetics into Cultured . .
human |Cancer Cells for Chemical Target Identification cell chemical biology 6.76 2019 WES
Whole exome sequencing reveals HSPAIL as a .
human genetic risk factor for spontaneous preterm birth PLOS.Genetics S.54 | 2018 WES
. Dissecting primate early post-implantation deve- ! scRNA-Seq
animal lopment using long-term in vitro embryo culture science 41.037 | 2019 &scATAC-seq
. Comparative analysis of sequencing technologies =
animal platforms for single-cell transcriptomics GENOME BIOLOGY 13.21 2019 | scRNA Seq
An integrated chromatin accessibility and transcrip- ATAC-se
human |tome landscape of human pre-implantation Nature Communications | 12.12 | 2019 &LiCAT—sqe
embryos q
Deconvolution of single-cell multi-omics layers . . _
human reveals regulatory heterogeneity Nature Communications | 1212 | 2019 |scCAT-seq
Efficient and unique co-barcoding of second-gen- LFR
human |eration sequencing reads from long DNA molecules 192 2019 |st
enabling cost effective and accurate sequencing, GENOME RESEARCH
haplotyping, and de novo assembly
Chromosome-level reference genome of the . .
animal |Siamese fighting fish Betta splendens, a model GigaScience 727 2018 |Hi-C library
species for the study of aggression
Single-cell transcriptomic landscape of nucleated . . <
human | i< umbilical cord blood GigaScience 127 2019 | scRNA-Seq
Dean flow assisted single cell and bead encapsu-
Gl ::rgzlr;ngr high performance single cell expression ACS Sensors 571 2019 | SCRNA-Seq
s An ATAC-seq atlas of chromatin accessibility in " i _
animal | o se tissues Scientific Data 5.31 2019 | ATAC-seq
. Systematic evaluation of C elegans lincRNAs with f
animal | 2o cor krockout mutants Genome Biology 13.21 | 2019 | IncRNA
The FOXN3-NEATI-SIN3A repressor complex The Journal of Clinical
human |promotes progression of hormonally responsive | : ; 12.78 | 2017 ChIP'Seq
breast cancer nvestigation
; _| Altered respiratory virome and serum cytokine . . Path n
micracr profile associated with recurrent respiratory tract Nature Communications | 12.12 | 2019 dq OQ.e
ganism intections in children etection
;. _ | A single bacterium restores the microbiome . .
mlcr.oor dysbiosis to protect bones from destruction in a rat Microbiome 10.47 | 2019 | metagenome
ganism | model of rheumatoid arthritis
Low-pass genome sequencing versus chromosomal L .
human | microarray analysis: implementation in prenatal genetics in medicine 8.683 | 2019 |CNV-seq
diagnosis
; Gut microbiome affects the response to anti-PD-1
microor- rnal for Immun
anism | mMmunotherapy in patients with hepatocellular Journal fo c el 8.68 | 2019 |metagenome
g D Therapy of Cancer
Advanced Whole-Genome Sequencing and . .
human Analysis of Fetal Genomes from Amniotic Fluid Clinical Chemistry 8.64 2018 | PGS
microor- A novel affordable reagent for room temperature
B storage and transport of fecal samples for f f
ganism |+ sgenomic andlyses Microbiome 8.50 | 2018 |metagenome
Generation of Highly Biomimetic Quality Control
human Materials for Noninvasive Prenatal Testing Based on CLINICAL CHEMISTRY 8.01 2019 |NIFTY

28

Enzymatic Digestion of Matched Mother—Child Cell
Lines




MG DI g —
Mo ¢ B %
Publications Journal Title IF | Year| Techology
Ai-IncRNA EGOT enhancing autophagy sensitizes
paclitaxel cytotoxicity via upregulation of ITPR1 _
human expression by RNA-RNA and RNA-protein interac- Molecular Cancer 178 2019 | ChiP seq
tions in human cancer
\ High - throughput identification and diagnostics of
mlcr.oor— pathogens and pests: Overview and practical Moleculily Ecology 733 2018 P°th°9?e“
ganism | recommendations Resources detection
Assessment of the cPAS-based BGISEQ-500 . .
human platform for metagenomic sequencing GigaScience 727 2017 | metagenome
. A gene catalogue of the Sprague-Dawley rat gut . .
animal mftagenome 4 preg Tieg GigaScience 727 2018 | metagenome
The metagenome of the female upper reproductive Cigctel
human | qct igascience 7.27 2018 | metagenome
Prospects and challenges of implementing DNA . . .
plant  |metabarcoding for high-throughput insect GigaScience 127 2019 | review
surveillance
microor- | Tamdy Virus in Ixodid Ticks Infesting Bactrian Emerging Infectious 719 2019 Pathogen
ganism | Camels Xinjiang, China, 2018 Diseases : detection
- — Distinct gut metagenomics and metaproteomics
2% | signatures in prediabetics and treatment-naive EBioMedicine metagenome
ganism | type 2 diabetics g8 | 2019 9
Development of coupling controlled polymeriza-
tions by adapter-ligation in mate-pair sequencing long mate
human |for detection of various genomic variants in one DNA RESEARCH 5.42 2019 pair library
single assay
M7 - FLIPI is not prognostic in follicular lymphoma o
: TR e N . British Journal of
patients with first - line rituximab chemo - free capture
humen therapy Haematology 52 2013 P
; _|Incremental value of metagenomic next generation Path
mlcrpor sequencing for the diagnosis of suspected focal Journal of Infection 5.10 2019 3 °g_en
ganism infection in adults detection
Development and comprehensive evaluation of a F T
human | noninvasive prenatal paternity testing method ordglrocience 4.88 | 2019 | NIPPT
through a scaled trial International-Genetics
A reference system for BRCA mutation detection
. . JOURNAL OF
human |based on next-generation sequencing in the 4.88 2019 | capture
Chinese population MOLECULAR DIAGNOSTICS
Validation of combinatorial probe-anchor . .
human |ligation-based sequencing as non-invasive Ultrasound in Obstetrics 4.7 2017 INIFTY
prenatal test for trisomy at a central laboratory & Gynecology
. High-coverage genomes to elucidate the evolution | ;- 1c~iance 10X Genomics
animal | penguins 9 4.69 | 2019 genomic libraries
i Aberrantly expressed long non - coding RNAs in air | JOURNAL OF CELLULAR
animal pollution - induced congenital defects AND MOLECULAR MEDICINE 4.66 2019 |IncRNA
. Diminishing microbiome richness and distinction in
MICroor= | the lower respiratory tract of lung cancer patients:
ganism | a multiple comparative study design with indepen- Lung Carisr 4.60 2019 mefegerome
dent validation
microor- | The Feqs.ibility of Meltcgenomic Next—Ge.neration o . Pathogen
anism | Sequencing to Identify Pathogens Causing Frontiers in Microbiology 4.259 | 2019 .
g o : . detection
Tuberculous Meningitis in Cerebrospinal Fluid
microor- | Current Status and Potential Applications of ) ,
ganism  |Underexplored Prokaryotes Microorganisms 4.7 2019 |metagenome
microor- | Taxonomic and Functional Characterization of the
ganism Microbial Community During Spontaneous in vitro Frontiers in Microbiology | 4.08 | 2019 | metagenome
Fermentation of Riesling Must
i Genome comparison of African swine fever virus
MICTOOM™ | ohina/2018/AnhuiXCGAQ strain and related TRANSBOUND EMERG DIS | 3 50 2019 Pqtth_en
ganism | eyropean p72 Genotype i strains detection
microor- |Value of mNGS in sonication fluid for the diagnosis | JOURNAL OF 3504 | 2019 Pathogen
ganism | of periprosthetic joint infection ARTHROPLASTY . detection
Prenatal Diagnosis of Fetuses with Increased
human | Nuchal Translucency by Genome Sequencing Frontiers in Genetics 3.52 | 2019 | CNV-seq
Analysis
mTERFS Acts as a Transcriptional Pausing Factor to
plant Positively Regulate Transcription of Chloroplast molecular plant 9.33 2019 | RNA-seq
psbEFLJ
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