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Nucleus
(3
RanGTP ]'|' &v Cytoplas:
@‘— = da ° 32
— dagradation | | repression
miRNA sponge Micropeptide template
l \ / mANA stabilty Tranisational regulator
DD | F—o
L e b araa
: e t Extracellular
@ - @ @ . @
R mm"f..ﬁ: s IncANA bound  IncRNA  IncRNA In
o protein extracellular vesicle

@ SESEIE

SHRABENABATERREROMBELERNANZH, BaiEESF KmRNAFIMIRNA, INcRNAF]
CircRNAZUZERNAS Fo XHFE AREAVIFE RS T 2B RARNFAR, 55 21 RNAEE#1T ceRNA B S 71,
REHBTERIERNENH, TMRNARERSHUS T EYF B BRI,

Competing mRNA

/V/~ IncRnA
seudogene

Key:
> MRE
B ore
Targeting mRNA
geting I Defective ORF

@ SRR

SMBIRR—EANNF30-200nmEI ST
DNA.RNA. & A M AS KBV E, [LFFRBE X
REABAEBRES W, [T EAET MBI IR
REEMART, RS 5 AR EENARER
A, RIS I MEER AR, | O T e 2
RETRE A ABBERRRANFRATY @ . @D . e O
IR TR & RNAS F40IncRNAL MIRNA, .

SHIMBIEMIRNAL INCRNAZ B LS E AN VBT TNRE e %:'?:532'::'::::’:,.‘:::::1‘53

BT

@ —ReETEENR

TR AENF ImmuneRepertoire  sequencing(IR-SEQ)) L4 T/B BT B4R, LLZEPCR
5 RACEFZA B ¥ 18R E BB A (BCR) A THMEZ A (TCR) ZH# MM ENAEX (CDRK) ,, BE &= @2
FEA, 2ETHHRR RGNS EY, RAZERBAESHERNXR.
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RIMAF ™ o

BERARLMEFTIREME T BRILES, EDNAMRBAFETARZHN = H= B, BERNIERTE BT
UNEEEE A Z BNEEFRBEEREMITE NN E R = ELEM TR, RERBI == EEMTE
ERFRANEEREEERM,

AERERF, 25RIVPEKENREBRSKITT, AFEITER WHRREF, BEFH) S5 LK, 7
TR E &), R RBR=ENREL, FF R THETE LEIRAEERN BT, A EREARES
AR EIBEF L, BEIERRA E/RN R E R RS, RER=LEH REBEARMEUNIFIEER S
BEfEE B R ET N, ZHRERABF R ARHI-C.ATAC-Seq. CUT&Tags? Al el it LR Tk, IV BEREF=
HERERBFRAR N IE RS AR T LU T RS =

transcription factors

ofeukaryotic cells

Activator proteins bind to pieces of
DNAcalled enhancers, Their binding
causes the DNA to bend, bringing

note
Thisciagram simpifies the DNA

reatly—promoters,
andinsulators can be dozens or even
hundireds of base pairs ong.

4 Aninsulator can stop the enhancers ,»‘\/
promoter, ifa

gene promoter. —

from binding to the’ /A
2 Other transcription factor proteins protein called CTCF (named for £
jeinthe activator proteins, forming thesequence CCCTC whichoccurs 7
g%mem complexwhich bincsto. inallinsulators) binds to it L
Insulator

3 This protein complex makes it easier SMeﬂMaﬂwﬂ\eaddmoncd
for RNA. toattach tothe ammmc
|promoter and start transcribing
agene. ﬁothe insulator,
- mmngntoffal\um the
RNA polymerase (Cttrcbndng{anor} enhanders to bind to the promoter.

@ Hi-CHRAR B4 = 454

SEERBMFRIEIK (High-throughput chromosome conformation capture, Hi-C) AR 2— 0] B FH
RERA = HLEMAVFTGEA, B2009FHIM 2 G 2R ATARE. B PmTT KiE B R ALER A
RABEBIEMERFE N, BT ERATERNRFTAXE BT ESFEEMA ENEEER, HRREYM
HRAT 8454 (compartment. TAD. loop4E1) , MBI BHIE /i fm BV B (Al 2H = 4251, SWGS.RNA-seq.
ATAC-seq. CUT&Tag5F LA BX & 4, RATBHIE iR m iy 2 4 & R Al
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IDH wild-type cells IDH mutant glioma
Housekeeping gene

& Housekeeping
Mutant /DH
Active i lat St d 2-hydroxyglutarate
f ctive insulators oncogen eCpé; TET inhibition

Inactive insulator

Insulated meCpG
oncogene T
5-Azacytidine,
CRISPR deletion, insulator restoration?

insulator loss?

TRE ERARTEZKREBARERERE = 5N

@ Promoter capture Hi-Ci¥R

Hi-CRISNE 2 ERANEFER, M F AR RPIgR FSRERB I FRZEENlooptailll, Hi-CHER
AENFE, BERNLEEFSE5FEElooph, HEREEE.,

Promoter Capture Hi-CEFERIEET BRMHI-C, TEIRIGHIHI-CXX LA L1E 11— PromoterX I RIZ3Z
3K, BFNE XS promoterXIHH B 1E#1 TR SR, Al ER AT E1EE BB IBIK, B AIXTpromoterX i3
NEEHITER NN DT BLEHI-C S, TERISHEE 2RI, Promoter Capture Hi-CRIIF &1 A A<FE 1o
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@ ATAC-Seqiz R

MA BB R BRMERE S, HDNANMAERIIRL, MBI/ MEAESHIDNAKINE Z A%
BB, U5 T 5IIEEARE S, XEFMAIDNAR TN BT LUEE TR E G F/ERRIAPRZ AT X
TDNASAZBNEEUEMNMIAEERERIRE, ELt, R4 FHABURTHIDNARS ] A F i R E R RERY
ENE, BRMWEEFHTHRR

ATAC-seq (Assay for Transposase-Accessible Chromatin with high throughput sequencing) R FH=EEE
M TnSH EERS ZEnf Mt R B RKIEHITNF DTN —MRMEEERAKA, IRGERENT T2ERAA
F AR, EiEA R RRNBREE S ERETF, A8 ERTEKTEHIE, RIXBIEREF.

Tn5

transposome
Closed P

chromatin

Amplify
= and

sequence

-

s @

TREEATAC-SeqSRI07AE

Open
chromatin

@ CUT&TagiiA a r
ChiP-seqRFRFTAE BN R AT REA LA (T T’.“jl Pl
BHOEMBATFR, AT, AFHERREEARIINARE, ."‘-\5 ‘@
- O

SELSPRK. BEYEETIE SR, FERRERER & .
B3 RS RBRES EESMRE, REI T HIELERINER
MR I BRI R A

77 5EARChIP-seqRVER =, FRFRE FF & T CUT&Tag (Cleav-
age Under Targets and Tagmentation) K, iz Rz iERE

BTSRRI & AR R, BTG Protein v /\.’F‘\ I
ATnS SR A BB BT R AR TRERIIE, 52 ."L'/‘\j oA ey
BEIARARSH, EAT SRR BRI G PO THIRIEARRIT, 2 FJ——
IBETRIA SBAT, BILCUT&TaghV B RIS S SRR, 3¢

RIS BN R AR, BRIET BRI, R CUTE Tagshttife
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E-’“ﬂlﬁfa‘ﬁ?"nﬁ':

SE{&TE

WA AnE
T2 MR EE Mpanel EE+HLT+RZ NGS 7-10 NBAH
T2 EEFRS 3R AR Mpanel A+ AT NGS 7-10 N BAH
T2 SEM280 R FIC Mpanel EE+HLT+RZ NGS 7-10 NBAH
726 T8E A Mpanel+PD-L1 A+l T+ R+ s R Rk NGS 7-10 MEAHE
%TM@ LAREEINE FNEF+PD-LL A+ T+ R IR EISE L 5 R NGS 7-10 NBAH
R s me NS FARRANT | WA e AL S A RNARS NGS | 7-14ME#AR
PR 1% % X\ P B G Y S6ERSIEF+EPAHNEF NGS 7-10 NBAH
TEIF BB 4RREAQ M (CTC) TR By 4R A I SET-iFISH 8 NEHAH
SRR REENSRNES e NGS  7-10 MEARE
EGFR-TKIfE B 4ES EGFR18-21S5NEFRI29 ML RT-PCR 41BAH
EGFR. ALK. ROS1 NCCN3ERHEHF— LR A % RT-PCR 4 B%E
EGFR T790M EGFR-TKIfi{Z5 RT-PCR 4 BE%E
e BRAF V600EZRZ5 BT IERIAHIAEE+riEERE RT-PCR 4 NESAH
fif L6 B M panel 8@ NGS 7-10 NBAH
fiyEE16E F Mpanel+PD-L1 -+ BIEIFBRIES NGS 7-10 MBEAH
52 EE M panel A+ T+ (MSI) NGS 7-10 NBAH
. KRAS/NRAS/BRAF S EpEISRE A ER RT-PCR 41B%E
Q?Eggf@ KRAS/NRAS/BRAF/PIK3CA S HEisEEFLERER RT-PCR 4 ~E%H
SEH R SR 25 EE R NPanel EE+br+ Rz (MSI) NGS 7-10 MEAH
BRCAELEEH PARP?HH?J%JEE%EE;;%E@ﬁ}?ﬁﬁ?ﬁﬁ;wﬂ NGS 7.10 MERE
%Lgx ;4 HER2# 1% TR SG/ESR A AIES RT-PCR/FISH | 4 ~EB%H
- LB 1 BRI B8 eI RT-PCR 4 ERE
HRD B R E A& S FFE (HRD)ITESD +38 MHRRE R NGS 6-8 MEAH
POLEELHZ IS4 Exon9-14_ERY12 MR (i i Sanger 7NIfER
POLEEEZEZ# FERREDFHE. NEhRERAIES NGS 7T1B%H
MMRZRIA FTERERD TR, RBHAKIES IHC 5 AIHfEE
MMR MBILEERENZHT NGS 791 BARH
m%ﬂiﬁé MS| PD-lHi%ﬁ?E%\?%;;Jﬂ;%ggg%&%ﬁ|%>R\ PCR 5 AR
M| PDmﬁg%%%%@éggmﬁﬁ%% NGS 7 NERRE
Tp53&EAFIA FEAERED FHE. EES IHC 549I1EH
FEARED FHE(TCGA) POLE(NGS)+MMR(IHC)+TP53(IHC) NGS+IHC 10 N IER
FERBERE=TLSAER POLE(NGS)+MMR(IHC)+MSI(PCR) NGS+HC+PCR| 7-9 B#H
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DMERZ

o . MGMT/1P/19Q/IDH1/IDH2/TERT/BRAF ‘
RETE R 6 7 (R 2 T RS FO) NGS | ioTEHMA 1S R
Tng@”gi%&fggog Al N = NGS | 7-10NEZAR DMERREERGEAIE | 50 ME R XH0MEFTS Ri38 MEHE, 505 M -
i ® S ERZIES CYP2C19*2\*3\"17 HEHE PCR ER
n 48 NCON JEIES PRIRBIRR AL : wilbih G e ot ¢ STERE
RENEER (17 NGS | 7-101MBER
TRPHERER (T 25 M rEME R =T AR COX1(1 1) GP1BA(1 1) . LTC4S (1 1) PCR 50 E5%4H
} . PD-L1 AWM (22¢3 Ffa) PD1 R Z5¥matER R (223 $iE) IHC 5/NB%H - =UIEs (-1639G>A) IPEi3
JZETIRIEY) PD-L1 %Ei&ﬁ,\m (58-8 k) PD1 A2 EC A G B4 (28-8 $1iA) IHC 5/I\§,§7§E| R ABRUTZS. FIRRF. §558 FHE A, M KK E IS
PD-L1 FRIAHI PD1/PD-LL SfAZ5H) PCR | 5TEAH RIS S HDMIFH. B3R 1| SZARHEHT (ADRB1 (2 1) . CYP2D6 PCR SAESAR
5- MRMEIE MEE S RIUBE KITHEE. - - (1 151) \NPPA(1 I51) . CYP3A5 (1 1) L ACE (1 171) . CYP2C9
RIEME. FH. SAME. S RhE, 27 (2 1) AGTR1(1 1))
i T ERES % f ﬁagé\*gig iﬁ?ﬁg%gg NGS | 6-TTEXA BREERZMBBIES | b T4 (APOE388\526\SLCO1B1388\521 {i &4 ELAa ) PCR 51 B%H
IR K& E. AR ER M, FEAZE. N e —— XM B ARSE  EM R — BRZS SRIARERZRZ (OCT2(1 .
B ER VEGER R e | srang RRaMRRES 1) . CYP2C9 (1 1) . PPARY (1 7). SLCO1B1 (1 1)) PCR STEAH
LU Rg e mETS e BESME. SIME. S MmASHAR 4 KIN 53 fZ A
“:—é.—” 2 L7, P N R N IR 7 N = 9*
== BAEE (£m) e NGS 151B%H
o —_— nEREAEFEHEERMAE (MTHFR67TT\MTHF1298\M- .
wani | mEm
;‘HE‘X@SOSEIQ?Q llpanel MEBH SR TG BAES NGS 15MNBEAH
MRpHEI93ERE RSN panel = Hb RN ey AN = o b N ENG ) =N == PATE == NGS 151 B%H $E. 1§r
SRR A MR 76 EE R Mpanel AML 2B Fiife. B&iE S NGS 15MNBEAH EREHE wEsE | REms
SMEME4E R MR TERK N panel ALL S8 Fif5. BAES NGS 15BAH .
%IIE&WE’I‘EMEQEH@.EMrloog*A:Jn” l ALL/CLL ﬁj\ﬂ %ﬁi): ﬁa%?ba NGS 15/\59)&5 E%géﬁqjﬁ"]ﬂ‘ﬂ?ziﬁwgﬁuﬂﬁgiﬁ@
m RS A il LEpang RN EETES nEs B LHEFAN 5], i AZSEEARL 20,000 508 | NGS | 150 ERE
BRRER RS ATERNOERE Mpanel MDS % FiE. FIZGHES NGS | 151 E#AH By s
BRI M 38 BRI Mpanel MPN S E. FiE. AZ51ES NGS | 151EZAH e (N e P
MR RINE T AN A HEE. BEENAE. e 5SS | NGS | 15 msAn — ERESEFM (CNV-seq) }Wﬂ ;(;Zkb Z*iwﬁ; R e L 0l
9 N L e F \gg & s e /|:;\ "—E. S 4 N ] Y ﬁ: ’E;\ ‘E\i\’t\/ ﬁ\ X! /D A S0 AN SR
PR — Qs B, B! é?ﬁiﬁg?w NGs | I ERE e | mfeME AR Tpanel s NGS | 151 EAH
T 26 (CNV-seq) AF 100kb B A T E T NGS | 151NE#AH EEMER S EEEEEER IR AL AR E%.jji{zlsﬁ{ﬁ%?‘:i&@% ‘
(GH 5. BCL2 TH#. BCL6 THE. MYC 7 felpanel&d FEMHERE BRER REASSRS | NGS | 15TRAH
W FISH 28 CCND1EHE. MALT1 EHE. IGH-MYC. FISH | 5-7ME%E8 EfelE 1106 TR PERECHER
IGH-BCL2.CCND1-IGH BRI AL M AR R e o A T T 2] ] S s A~ AR
AL IGH B34 MYC B73Y. BCR-ABL. Fis e ERMpanel BEEMIRIB A MR REX 389 MR NGS 151 BEAH
A N e SRIEFERR Wpanel RRIBAIER 160 MER NGS | 151 B
AML FISH B4 "R AMLI-ETO FISH | 5S7TRAR %ﬁa@g@fmupanel B RRBERIER 04 MEH NGS | 15ME#E
11q(ATM) Ehsk. l7p(P53)$?€§’E 13q k. 12 \ R " &3 SERIEZRIEY 72 MR NGS | 151 E#
BCR-ABL.ASS 5. 8 S L&A S 1A, X @llpane I"E7%
CMLFISH E%& CHIC) SRt (PDGFRA HF2) FISH | 5-7MERAE @gg;ﬁrgl#,mupanel ﬁﬂ%ffz%ﬁ*ﬁ?& 79 /rgl NGS | 157 E%AH
MDS FISH & 5q fiR5k.20q FRK. 8 SREMEZR. TqRK.-Y | FISH | 5-71MBEAR IREEL B REEEBMpanel RELAEREMEX 23 ME NGS | 157 E%H
= . NeE i 3
MM FISH L (CKSLE) I, 13q B FISH | S7TERE i RERAREAEREN | meomsnesamez e BE NS | 15EsE
IGH BERAEE e O b A G, FISH | 5-7B%AE A panel RATRAE. 8 12 NGS | 15ME#E
HES FISH & PDGFRA.PDGFRB. FGFR1 72 FISH | 5-7MERAB R R E TR Kpanel RIS R E TREHEX 520 MEE NGS | 157 E%AH
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A el A%
" N FEEMEEE GEIEEE. &R }

TARARSER. AR RSRR. B

I 38 A K EL At 4053 1514 B s Al

BERIBSSIEFRRERNNS MM
REHIEX 601 MEEA

MEZRSHRR | BEEDRRSERERCNpanel NGS |151MBE#H

BEE DEREE R HE5FR B A B
MERGIHRRE  BEMHREASEFEEREG Npanel | HOSHEETR. BE RS ST NGS | 151B#H
BERGFHERIAX 2215 MEEA

HRNEY
5 E AR 17 w5
| mmER wWWE | eWsE BEAM

N2 ERBRIBBHRKER 26270 4, 4

Q-mNGS™-DNA/RNA 12895 Fh, ELE: 1582 F, /%3 11120 NGS

TSI ML BSIENRRFER 26270 7, BE |

12895 7, B : 1582 #, /= 11120
TNP- ZER + EERIF = AGUKFLBERR

RIS D TR Z R R DNA NTS

TNP- FEE + AN = AR IR R L F12:0081

HEEINTS RNATIZ 2 AR 2 ERER RNA NS mmEmis

TNP- R + B = KA aE, AE

FERINTS DNAHRNATIES S I TS R DNA+RNA NTS | S

R SR TBseq- 1% | ERH THELT NTS
A SRR R ERR | 0o B/ FRRASHESR WS |
RDseqPFIRE BRI IR B RDseq ML ERAEREH NTS
SEARHESERABTNGERRN | 2RSRARSERAETHEEESN | pcR
B B A 28T R A Bi% / RIS 28 TR PCR
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1955

2 METF210+
6275 (M
SIETA00+ Gk
455
2 IE 780+
56% ERA

FIMEF 260+
245%
FMEF 190+

( 431200+, 22mEF1200+ )

ERIA/IEFH
XE—: RN R T

X E % Mutational landscape of intrahepatic cholangiocarcinoma
HAF :Nature Communications
M EF/PRPEICRIX 1 17.694/Q1

R : A ST AR IE I X AR E 10351 AP BB B 48R (intrahepatic cholangiocarcinoma ICC) 78 BRI ITED
NERERHITEERBNF, KM T SHFERE. FECMFREEAXNICCHREREFARRTFT. #—F &
M7 25N BERTHER, GIESMBENIRSHER, Lok, TPS3FRFEMICCEE EH A fERHBsAg-MERRAM,
MKRASHIR T J1F REHBsAg- MG AMERICCEE R LM ANIAR PR ILAX LR, AJgEI IR ITH—FHY
5. BB IR B A ETT = RE N B,
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FRCICA 4 nn | | |
Wl 4 | N L] |
COLTiA1 a i | | = | B
coLtaz 3
EPHAZ El . -
KoR a L 1] |
RagAr 3 | | |
AELN 3 [ | | | | |
LUt e i ' Al 1 RN Il | L] Il= | 1.. nma r'l n |
MT-ND4 110 5 |
MT-NDS 510 o nn nn [ 1]]
WTCOT Bxird & m | | | | | |
MT-Co8 710t % | | | | | | |
MT-NDE ax 4 1 " m n | ]
TN 1w 3
[TERseE T gt w 1] [ | 1 | 1 AER N
Shana 110 % ‘ l
[ | | | ...ll.llll.r I..l I lllll | BN | l.ll 1 1 1m 1
ARIDA 2407 7
IOH1 axwr 5
cHD4 4 B N | |
T all | | |
HMTZD 3 | m
sETD2 a | | i
[t sipartandy | gt 19 i I mm [ ] n | B B | | | 1
coHiE 1407 E] | ] | A
omees <= H 0 NNNEN NNNE SN § OGN DR BN N BN N NN R EN §l BN BN EE § I § EEER
T = [ N B | BN R B BN | | | [ ] nn | |
uucts w0 N n nn nn nn |
EFPRT Tt 6 | | | na
EOLEARLF 11 5 | | [ | [ ]
CNTHAPS axir® % | | | | | |
== 2wt 4 11 [ ] | |
ToADH axig® 4 nn ] [ |
AL 2xim¥ E | | [ | [ |
N 510t 3 | | 1 | |
G et 3 | | | | |
LoErE a1 3 | [ ] |
FaMia2E zo10* N2 [ | |
Survival time 0 1020/ SO0 Age 35 45 55[FSlEEIE

ICC R EZRTMERTBERHES TEIRKFFENXR

XEZ ETERHPVESN2EFEA DA 7 RENEEAHRINFE

ERIRMFEIRIET FRIEE S

X E%#: Genome wide profiling of HPV integration in cervical cancer identifies clustered genomic hot
spots and a potential microhomology mediated integration mechanism

HAFI: Nature Genetics

A F/HFRPBEICRSX :141.307/Q1

R AFL KBRS (HPV) B RETEAEIEFN — M EERREH Bl 2ERNANFNSEERSE

BN, 2662 R AEL. 1046 = FEMSTHMAM R PEE H3667T MHPVE SR R SHPVESE

FHITFILRP1BEIN & FH BT, HEHRFRE TE. HHPVE S EIMIE XY, MYCFIHMGA2H & B FRIAIE o

Ite5h, ASHPVERAZ BIBHEIRFFIEE SRR EZE 5%, REAKBSMALDNAZ BN S A RER
B HEIRT SHDNAMEERRER LM IZHIENHPVE S IKH = T A 1R I T # A,
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Mumbar of bragkpaints

LCR E§ E7 E1 Er E& E5 12 LT
HPY18

135 AR AFIHPVE FEIA R TS5 76

XE= AFEERENSHNFRESEFHRSEEASFE

X E# Arapidly reversible mutation generates subclonal genetic diversity and unstable drug resis-
tance

HAFI 1 PNAS

FMEF/FRPEICRZ X 1 12.779/Q1

B AR R LI, ERIEESH, RN T A ENNTSHAENEEREHERRENSHEREKEE
(BMAMTD), EE—ENFHG TEBLHEEFER R At RIaEGRRA F—EFECERNNPIER
HERIRE RS (MHPs) #1778, KMMHPFIITEEEA L HIBTFAE (~2.5x10"1) , IR KR EHEEMTD

TR AARBT T — T EBEFEE R EEDNARFS! LRV (% R AL, XAIE (% CL R X AR W (A R [
R, (EHBRARE ST SHITREERNFR.

drug sensitive fast proliferating

wild- 1 -
type ' 29472
Microhomology _g M - drug resistant
Tandem Duplication slow proliferating

1. sspl fimpYiE R R EE N MR O E FRAM S EKE R FEE
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A B 025

: reads aligned to wild-type J— E oz
BEES l T gms
E’ 0.1
the same reads aligned to the MTD sequence b - ul g '
_— 2 005
3

o
gDNA chem plasmid
DNA source

ERABRENFENMTDSHI DM 75 7% S5 A S

XEM: BB A S HRET KREEFFIENTSE

XE%#: Genetic and preimplantation diagnosis of cystic kidney disease with ventriculomegaly
HBFJ: Journal of Human Genetics
FMMEF/PRBRICR X :3.755/Q2

iR AR SRR T — D IFM SR RFEREL R BEME A E B R (VMCKD) B98a) L. FECRB2E
AEDBPELRNT —MHFNESRERE AP —1RE[c.19606>C(p.A654P)|EF B FK, F—TRE
[c.3078_c.3093delGGCGCGGCCCCGGCCC(p.L1026Lfs*110)iE (% B B F. E 2 BRENIER T, WitH
ERF#IT T PERBBENGIEELN (PGT-M), BLZhFEET T 2R MEVIR (T A FXVMCKDEY 73 FIZ Hi Al
B EHEREREN, HiT R T CRB2ERKNREE,

Do Ao ARGtk be 45 IR PR TR
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b
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L A C € T T Y6 &€ C T T ¢ 6 ¢ 4 ¢ ¢cWlcoc ¢ c A A G CT C T SC CT C
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By sl eeanaial U’VWV\/\MW/W\/\[\/\-W
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X EH :Q493KFNQ498HTESpike A E {23t /) A3+ SARS CoV-2HYiE 7

X E#: Q493K and Q498H substitutions in Spike promote adaptation of SARSCoV-2 in mice
HAFI: Journal Endocrinological Investigation

RMETF/FRIBEICRS X :5.467/Q2

1BE52 1 B 5TSARS-CoV-2 (SARS-CoV-2) &Ll Wb AT 75 AN E B R IR A8 s iR BN 12 B SARS-CoV-2/=%
FHEY A E AR R. ABALB/c/NRZLSARS-CoV-2, K18/ NFiE N k. R AESH T2 EEA
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XE/ . FRaFMX B EREENS FIHIE

X E % The molecular characteristics of gastric cancer patients living in Qinghai-Tibetan Plateau
HAFI: BMC Gastroenterology
F A F/FRBTICRD X :2.847/Q4

R ZRWE T RE T BEARER3LZ B REENMEBNEN EEHE, X312 BESENMERE AN
ECXY IE B EMIF 41T 7T WESTU T, MR ESB B2 FHIAE, A B TRABINEEF AN T /877 8% 55
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XEL: RE R R DARERYS LR B ARENE RN R EE

XEH: Genetic alteration and clonal evolution of primary glioblastoma into secondary gliosarcoma
HAF: CNS Neuroscience & Therapeutics
A F/PRPRICRA X :7.035/Q1
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XEH: Factor-induced reprogramming and zinc finger nuclease-aided gene targeting cause differ-
ent genome instability in B-thalassemia induced pluripotent stem cells (iPSCs)

HAF: Journal of Biological Chemistry

F A F/FRBRICRI X :5.486/Q2

BhR 0 T KN RIBERIES ZRE TR (iIPSCs) ERAMRIRE, HBEAEY B A e R ERTAVEIR, #E
BT EMAE R M (3-SR M) FHBBAS RR TR F /KA P =L TR ERIPSCs, A THEXERIEE
BhEREMATHBBFMERANRE, H@L Cre EAMBYIRIMNREMAER, RLRSHBBERBER
iPSCso @S LR BERAZ RN EIHEFHNF, TR FESHNEMAREREZNTHELEE R ERED D EF,
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HAF: Journal Endocrinological Investigation

FMMEAF/PRIPTICRD X :5.467/Q2
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X EH: Melatonin Alleviates Renal Injury in Mouse Model of Sepsis
HATI: Frontiers in Pharmacology
F A F/PRPBRICR X 15.988/Q1
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XE7 . Melatonin Alleviates Cardiac Function in Sepsis-Caused Myocarditis via Maintenance of
Mitochondrial Function

EAF): Frontiers in Nutrition

FMMEF/PRBZICRZ X :6.576/Q1
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BER : [m/R 2L 8 BVE (AD) B # TIERRNRE NRE, mRE R BEMZ E DR FEK, SHIEFRIBRNA (ncRNAS)

R A, BTSRRI ARG R A RS EE2FR B 2R RENRF, FIHAPPswe/PSENIAEY/ MR
(APP/PS1, AD#&RY) , 47 T AD/NER FTBERY & el Ko & £F /R (ADF) SYAD/)NRBIRZE. B U@ H972 T ceRNA
EHRI T ADRBTE EYITSYAEET /e BVEE R, XL R A EEADHLERF HRIGT TR T 5B,

A B w

o
‘“i’,“ mmuBiR-183-5p
~ >
- mmu*m,ﬂ?*lﬂﬂﬁlp LNC_007479 - _‘;"_mwm
. & >
“_-’0’_-- s e - LNC_008540
—= il T o > -] Tmtel
N 0: LNC_002795 Pitpnm2 ]
—— B
—— L MmN e % . moemi R-7080-3p
_£_,
== LNC_008153
s > Agapl '] mmngim_l)ﬂll&m
3= inda Tommd01 Fpt
— B a
— mmEmiR—SJH—Jn
= i iR-1188-5p
==
—_
pm < R >
== mnw.-]a-zsp LNC 002190 LNC_008211 w!u
. -l & > LNC_009699 mmu_cire_0005875 >
e~ > >
= Tse22a2
= [
A mmu-miR-26a-2-3p
= - > a a] g
= LNC_010428 Hinfp mmuTmiR-3065-5p B miRNA
- a (] gene
¥ Son /\ ncRNA
L]
LNC_001290 .
5 Wdrds Srrmd

ceRNAMZE

34



Frasergen | ®IEAZH)

Frasergen | ®IEFZ41

XEM: N EHIZFMREMIEITSARS-Cov-20 R M

X E%H :Transcriptional landscape of human neuroblastoma cells in response to SARS-CoV-2
#BF): BMC Neurosci
WA F/FRPBEICRSX :3.264/Q3
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X E% :SLE non-coding Genetic Risk Variant Determines the Epigenetic Dysfunction of an Immune
Cell Specific Enhancer that Controls Disease-critical microRNA Expression

#B¥: Nature Communications

WA F/FRPBEICRD X :17.694/Q1
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XEZ  SEEEHARBEXNRMERAT XE= rRNASREBIZ(Z AR R REHRIIBDEMEA AT NE2C-like

RS

X E# :Kdm2a deficiency in macrophages enhances thermogenesis to protect mice against HFD-in-

duced obesity by enhancing H3K36me2 at the Pparg locus X E# :rRNA biogenesis regulates mouse 2C-like state by 3D structure reorganization of peri-nucleo-
HAT!: Cell Death and Differentiation lar heterochromatin
A F/PRPEIJCRS X :12.067/Q1 HATI : Nature Communications

MR F/FRIBEJCRS X :17.694/Q1
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XEM:SARS-CoV-2 B = HE R HEEE

X & :Invivo structure and dynamics of the SARS-CoV-2 RNA genome
HAT!:Nature Communications
FIEF/FRIBTICRIX :17.694/Q1
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XE R : ARRGT I EERY R IIFE A

X E % :Comprehensive 3D epigenomic maps define limbal stem/progenitor cell function and identity
HAF: Nature Communications
MMEF/PREPRJCRAX 1 17.694/Q1
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XE75:POGZIAEESCsTFHEMHEZIEFRIS FHNH

X E & :Autism-associated protein POGZ controls ESCs and ESC neural induction by association with esBAF
HAF: Molecular Autism
A F/HRBTICRSX :6.476/Q1
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X EH :Autism-associated protein POGZ controls ESCs and ESC neural induction by association with esBAF
HAT: Science Advances
FMAEF/FREBTICRX 1 14.957/Q1
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X&)\ BeBAREF R & MR 53 (L HR B & R RYIE R 5 S IE EH R

B EHFHE

X E % :Lineage-specific rearrangement of chromatin loops and epigenomic features during adipo-
cytes and osteoblasts commitment

HAF: Cell Death & Differentiation

AT/ PRIBRICRS X 1 12.067/Q1
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X E%# :Effects of chronic cadmium exposure on the structure and function of intestinal mucosal
flora in mice

HAF: Toxin Reviews

F MR F/RRPRJICRIX :3.166/Q3
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XEZ HRAENSEX e M EEMRARE SRR

X &% :Bacterial diversity in intestinal mucosa of mice fed with Dendrobium officinale and high-fat diet
HAT:3 Biotech
FMAF/HRPTJCR X 12.893/Q3

¥R : ZKH 3% B (TR IT 5k B2 A (Dendrobium officinale, DO)XY S REIA &/ NE A E MR R EF Z A MR, 9Bk

BAEMRRERTIF RN AR RRHILERKIE HHRA, DO SERIEIESHN/ NEFETHEIETIER.

DO AT 85 /)\ R A7 (B S S B B 19 2 4% 1% . BDMAB R IE AN M5 BAEXT &, 1B 5 BMMAA Y BE B AE Y 93 B AR

EERER, AR EEERE DY E B EI ). BDMANBIMAN T BMEYX R E BEER. L5, DOE
T T MR R BN &Y. e EM S BB,
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. bjm

DONY=RE IR B/ N R AR R4 £ BRI

XE=KHAREMESFBL (AFBL)3/MRFERE IR N

X E & :Response of Intestinal Bacterial Flora to the Long-Term Feeding of Aflflatoxin B1 (AFB1) in Mice
HAT : Toxins
FIMEF/HRPEICRZX : 5.075/Q1
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XEh  KEEEIERMEEHRTIE EMERR AR E RIS X

X &% :Profiling the oral microbiomes in patients with Alzheimer's disease

EAT): Oral diseases
A F/HREPRJCRA X : 4.068/Q1
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m a5: s_Fusobacterium_periodonticum
N 26: g_Fusobacterium

m a7: f_Fusobacteriaceae
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X E % :Rhein modulates host purine metabolism in intestine through gut microbiota and amelio-
rates experimental colitis

HAT: Theranostics

A F/FRBTICRZ X 111.600/Q1
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COVID-19Z (a9 BEBL R

XE#: Enriched Opportunistic Pathogens Revealed by Metagenomic Sequencing Hint Potential

Linkages between Pharyngeal Microbiota and COVID-19
HA¥F: Virologica Sinica
FMMEAF/FRBTICRI X :6.947/Q2
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XEt  EFEFEFRPE—REABRORMEBEHILLR

XE#: Comparison of the Oral Microbiota Structure among People from the Same Ethnic Group
Living in Different Environments

HAT!:BioMed Research International

A F/PRPBRICRZ X :3.246/Q3
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XE/\ O REIREEYED AT EEEFMHHITAKL/p38MAPK/
p65NF-kBiE R 3T EFE AR AT R RIP(E R

XEh  TEHE LRI IS HEDEIRIAIRE P IRBERZ IEER B TR (F R -

B EMEFa{ER

X &7 Protective effect of flavonoids extract of Hippophae rhamnoides L. on alcoholic fatty liver
disease through regulating intestinal flora and

inhibiting TAK1/p38MAPK/p65NF-kB pathway

HATI: Journal of Ethnopharmacology

FMEF/FRBRJCRS X :5.195/Q1
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