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1.1 4R eAgent

eAgent E—REMAERRI LA Al Ehtls (Agent) 72, GAILUSHIEES: BEEIEYFH
R, BaepEERTESNEEE.

5 DeepSeek, ChatGPT FHBAXIREMELL, “HEIOERANT:

LR iBFKIEE! (DeepSeek / ChatGPT) eAgent

REHLR iR, &, RBRRAE LIXSiESRE), EEmiTHROER
KA38ES RS, BAMUAIETSHEE BaizirA6s, BEEEE
DHTEE RIS LB e E AR DT A A N EUH
FAF#(F wBRITEERR. IETHIA KIENFES. EES4RIE

AMs<Z: BRFELENESHATRHERERIY, eAgent BIEMUATHOHT. ERIRE. SH
ERET(F, AEPTIETEEMUE, BREERIJEE.

LAT A eAgent EARHEFHIFREIR:
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Day [ Night BRMEBXREHRTEL BRMF XM nature14539.pdf

Q Search commands

BIRNB—TIRES, FEBLETAFUER

v QB

SFeAgent S AHAE

R REIR?

FRARZEXERTELE BRWE... 0
> XTF eAgent B1F

1REF! R eAgent, REETAFHEKKE (XMU huanglab) B Al BiF, RNEALREMEESSHEENFHE
R Fa, RREKEET/RIEEF RN UTRRNSBTANES:

friFtRRi?

R RRIE?

frsF, fRER? ® BOLIR

Conversation Sedea
IR e
Conversation 5d571
terminal AT shell %, RIEXHRS. BiTHA, RERM
Conversation athOe
file_editor &HE. IR, KERBXH, IHRTEENFFRER
task_tracker SRESNNBARHEER
SR tavily_search BFERRMEE (R, k. Hi8%)
FRRE tavily_extract MIBRE URL REHARE
FATIReAY tavily_crawl RERBMMSHHERMAE

FHE tavily_map RIS (L &

firraz

NGO T Y T T L 3 opar
REF/MEBFIR (GH61)
HERFENTYTR, YROMIHEXXBEANLEER:

) Search commands

ThaE

ABC Activity-by-Contact 1387 B EIFGMER!

Borzoi RPN
FRERREXEIAGLE DN DeepDC CRISPRi pgRNA i3t 55E ¥4
e eMut BB RRE S
Conversation 63716 ENCODE rE2G ENCODE 1438 F- SR 37
TREHRRIE? eNet / eNet2.0 4R CRE-BEFEMARES 3T
5, fRig? 5 Enformer FFSIRERNRE R SRR
= B eScreen CRE 3B FEMEFN (SHIMER)

Conversation 5d571

eSpatial SRR TR
Commticn 1108 FANTOMS CAGE #EF%;

HOMER Motif ZH5 Peak 3B

MACS2 ChIP/ATAC-seq Peak Calling

Malinois MPRA IR TN 2

Nature Plotting 1RFa4% Nature RAETIFRS

ROSE BREBTHHES

1.2 P RENL

eAgent BT AEGMZERIALEER [MHERR(T] BEIFe—AMXEE [Eal  EE
5o [MoeHHaHER] .

— \ G <\
=. ¥ZilgE

eAgent EEEBAXERNIIREEES, EEESITESERZIMTETRESME. UTHRENE
N =.

2.1 BRIEEERE

eAgent BJ5ERS DeepSeek, ChatGPT E{UMIENERTS, QIFERRT:


af://n390
af://n393
af://n395

(1) XEkFHESHEE
ERFEEHE, eAgent ETEEENMEIE. RGESHEBEXDE.

Night BRARXREHRTELE BARMFXMA: nature14539.pdf

BRI EIOHTRE
B#M#HXA: nature14539 pdf

Q search commands

XERE

RRARIEXERTLE BEM... IEHRE: Deep Leaming (REFS)

fRHRRE? < £ Yann LeCun, Yoshua Bengio, Geoffrey Hinton

HAT1: Nature, 2015, Volume 521, $5436-44471
RS IREIR?

Conversation 63716

BobEE
il g RREREX RSN AT REFSINEARIR, B RIREAES N TURNRRIER .
i, fR2iE? ? FENBEN, EXESRETES| BAERSNGZAZ—

Conversation Sedea

EBEAFTES

Conversation 5d571

Conversation atb0e
REFSIR—HRIESS. B S EMEERARNHT B ERERFSIRG SR MRNMIERT. S—BRHBA
(MESEHURTFFIR) AR EHMSNRRET. WIASRESNIFENTR, AUFSIBHREERNRS.
2. WEFISREEE
o “EEHBEE T (SGD) ~2EEMIIATE: T/ MLERA BHTHEFERNE, REXAEIBHFRMK
£ 8
* RASEEZEROIISNS, BISEIRSENERTE RRAHHNINENBE, MBHEREEEEHA
=3

3. BMEBFE (ConvNets / CNNs)

(2) BARIREERSIEZIREN
BNBNERIENE, TRRSFTRHE. SEESERATEE.

Night FRDEXRXEFHHTRE BRMFAF: nature14539.pdf

Q search commands
1. #ifE (Wei Xie) — BEAFERTFFR
o WRAGR: FHEREEPNRLES AR, QEERFOREDHY. AEOEIENETIEPNER
& BEX o RERETHE: REHLT/NRIBEREEIENEETNHSEHEY, B8R T HRTERENS FHH
* Z: £ Nature, Cell, Nature Genetics TR % RS H¥% T 148 F RMBIRHFHT

+ #EIE

HiE
. # F8 (Cheng Li) — ILRAFERRIFF B/ EMERF P
SHBRAYSHRT BHFEEEE
FIAHI-CEREBRMKIBREAT M ET SRIAENE, RRERERETHETSEEE

TRERIE?
ERRRIEEIHTEL BFME.
RERIE?
Conversation 63716 : FRTHRXEMERF A ABTHET- BRFEES T
fRFRRIE? 5 3. & B Zhi Lu) — BERFESDFFER
E o BRSAT: MIEREAY, MEFRNA (RNA) SIHERRNAKIDIGE
Conversation Sedea 5 o RRETIE: RYHHTeRNATE: IBRINIER, FER T IR EERNNT S5k
Conversation 5d571 7 Nature Communications, Genome Research MBI %% RIS FHXHR
Conversation afb0e 5 FASCHE (Wensheng Wei) — JEFUAFEMEF A BN P
* BRAGA: BFCRISPROEESERBATBERR, BTEEMETSBIRTHNINE
o RRETIE: FRTSMCRISPRIGES A (MCRISPREGEMIBITHIE), AR RATHEEENMET T
B EETERRTE Nature Biotechnology, Cell ZHAT)

. ZEB# (Haitao Li) — BERFEFR

* BRER: RMECEIHAINSHEN SRR, SENETHXATOEIHIAZINE

o RRETIE: BT SMAMEFORAEAEN (MH3K4mel/me3, H3K27ac) MREREEESYNLH
© 1 Cell, Nature, Genes & Development SiTl5. ~ S TR F RMBIRNLHERIAT

(3) KBRS
TRIBBREENER. IEHG R,
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Night BRMEXRXEFHHTRLE BRIMFXA: nature14539.pdf

Q search commands

B5eik! fABREXE survival _plot.py , LI

om sur

E import warnings

warnings. filterwarnings(*
ERAFRE AL BFM.

T import numpy
import pandas &
import matplotlib
matplotlib.use(

R
Conversation 63716 import matplotlib.pyplot as plt

5 From matplotlib rcparams
fRiHRRR? from lifelines import KaplanMeierfitter
5, R From lifelines.statistics multivariate_logrank_test, logrank_test

Conversation Sedea
Conversation 5d571

df = pd.read_csv("survival |
Conversation alb0e

groups = [
colors = {

1r_result = multivariate_logrank_test(df[
1r_p = 1r_result.p_value

( {1r p:.6e}")

VAERI9EBD 7B, B AERIBESLEPIRER.

2.2 EREiTEE

LUTEEDN N eAgent HIRBAXERIROER: MUSHSR, ERARGTHEZITEREBN~H
.

(1) imElRENF D
LA ChiP-seq #Ef peak calling J9fl: FAFTFIADHHES/E, eAgent ATEHSEAIAM. BITSHRE

Night

BREELRXE TR DRIFHE: nature14530.pdf
Search commands BRI RIBIETcall peaks

+ EAE ARMHFXAF: chip(1).bed

# ChIP-seq file = ['inputs/chip.bed']
7+# control file = ['inputs/control.bed']
# effective genome size = 5.00e+07
BRGSO AIT R B 1 ) B0 CECRD = 260
# model fold = [5, 50]
R # qualue cutoff = 5.00e-02
. 2+# The maximum gap between significant sites is assigned ¢
Peak Calling £
TR g &R # The minimum length of peaks is assigned as the predicte
MACS2 BRIET! LIFRERTE: # Larger dataset will be scaled towards smaller dataset.
Conversation 63716 # Range for calculating regional lambda is: 10@@ bps and
= # Broad region calling is off
) M 248K # Paired-End mode is off
5, R

# tag size is determined as 101 bps
Conteation Seies mE I # total tags in treatment: 49622

# total tags in control: 56837

#d = 200

Conversation 5d571 IA MACS2v229.1

chr start end length abs_summit pileup -log1e(pvalue

Conversation atb0e B Narrow peak (52K) chr22 17255467 17255819 353 17255622 I
chr22 17264765 17264980 216 17264889
SR (ChiP) #REEH 49,622 chr22 17372693 17373235 17372949
chr22 17392258 17392652 17392453
FHEA (nput) HREH 50,837 chr22 17398274 17398699 17398439
chr22 17538929 17539474 17539205
REKE 200bp (f57E) chr22 17555770 17556245 17555988
chr22 17651985 17653108 1124 1765
chr22 17686484 17686739 17686582
B BRI Peak HE: 726 1 chr22 17694858 17695657 17695022
chr22 17749294 17749742 9 17749519
T Top 5 MBH Peaks chr22 17752058 17753236 279 17753125
chr22 17915684 17916027 17915841
{RIBEH chr22 17986650 17981115 17980925
chr22 18620206 18020566 18020380
chr22 18638291 18038556 18038377
chr22 18225192 18225585 18225431
chr22 18250856 18251256 18251058
chr22 18267983 18268390 18268195
chr22 18274974 18275287 18275153



af://n409
af://n411

Night BREEXREI#TEL BRI nature14539.pdf

- ‘® Top 5 BEBE Peaks
2 Search commands

Rk =23 signalValue log10(qvalue) B '::i:”i"::p:i;;eaks
5 format BED
chr22 17392257-17392652 40.05 90.69 ChIP seq File = [*inputs/chip.bed’]
HiE chr22 17980649-17981115 3188 8430 control file = ["inputs/control.bed']
effective genome s 5.00e+07
ERARERXETE B chr22 17651984-17653108 2535 7056 il iz
model fold
17555769-17556245 2581 63.46 GRERITD GITGE T
The maximum gap between significant sites is assigned &
fRERRR? chr22 18225191-18225585 2471 55.97 The minimum length of peaks is assigned as the predicte
Larger dataset will be scaled towards smaller dataset.
Conversation 63716 Range for calculating regional lambda is: 1008 bps and
pp— Broad region calling is off
. Paired-End mode is off

R 1 chi22

W, fRR? e .
& tag size is determined as 101 bps
total tags in treatment: 49622
14.63 (B 2.65-66.95) total tags in control: 50837
2+# d = 200
chr start end length abs_summit pileup -logl@(pvalue

chr22 17255467 17255819 353 17255622
AR ~200-300 bp (SR TF FEAFE) Stchr22 17264765 17264980 17264889
chr22 17372693 173 35 17372949
chr22 17392258 17392652 17392453
chr22 17398274 17398699 17398439
chr22 17539474 17539205
chr22 17556245 17555988
chr22 17651985 17653108 17652787
chr22 17686484 17686739 17686582
chr22 17694858 17695657 17695022
chr22 17749294 17749742 17749519
chr22 17752958 17753236 279 17753125
chr22 17916027 E 17915841
chr22
chr22
chr22
chr22
chr22 2! 18251256
chr22 9 18268390
chr22 18274974 18275287 18275153

Conversation Sedea

Conversation 5d571

43 -log10(qualue) 3159

Conversation atb0e

W

Xt bt
outputs/narrow_peaks_peaks . narrowPeak FRERXMF (7264 peaks)
outputs/narrow_peaks_peaks.xls ¥ cel XA (& p-value. fold enrichment %)

{RBEMRAA

SRTHEHAX: THEREALAITAXHEER, EHE~T Download, RIA] FEIINSHTFHIL
.

Night BREXRXEHHTEL BRI nature14539.pdf & B |

& Downloads

Search commands BERETR ~200-300 bp ($8FI) TF HMEAHE) | WETR
= iR s

iR :

m B

Enhancers_Review.docx & Download

Xt W

macs2._task_outputs_narrow_peaks_peaks narrowPeak B

e outputs/narrow_peaks_peaks . narrowPeak FLERIM (7264 peaks) 561 KB = Pownon
oy e ; ‘

R outputs/narrow_peaks_peaks.x1s Excel B3# (& p-value. fold enrichment %) T ——

1 & Download

R iREIR? B

outputs/narrow_peaks_summits.bed 4541 peak B summit fiIE (STAF motif 47)
Conversation 63716

macs2_task_outputs_narrow_peaks. % Download

fRFRRE? ? EMEER

7, Eie? 1.4Peak HE (7264) “BFERIHE, EAHREFE Chip-seq KB

c = 2. ESEES (RSX 6695, 19fE 1463), HHEERRRY

onversation Sedea 5

3. FFREMIBR (~200-300 bp), FARREFRESNHE (MIFAEEIFCNTE)
4. 43 -log10(qvalue) = 31.59, £ASM peaks HitRHEZF

E
survival_curve.png 4 Download

Conversation 5d571

Conversation atb0e

FER D HHERM Motif 534758 Peak :ERE (4] HOMER annotatePeaks) 1B?

REMRERS—RXATHRTHEXNRER, KL200085E, HEFRdooXH

SRBRINERHREF! AT
B Enhancers_Review.docx (44 KB, £2,760 i)

g

SSEMIEIRIERG (R liquan sC) : NAFFEIETEL. LEXIZE BAM, peak calling B Rz,
H SRR,
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8RR E —bashi&, @Apreferch TA FHSRR21640815, HEARRERE ..

iKfRES —T bashBZ. M Mprefetch TA TH#SRR21640815. FE-FRESSHNE FTERTRERHE.

BEEHEE. uster2/huanglab/1liquan/pycode/eAgent
AERm Ml prefetch SRR21648815 ¥ Tl

ad_srr. sh

WRIBRES R R R BT 77

e FASTQ T&#i5 BAM LEXY:

Name Size (KB)
.
3 SRR21640817_1 fastq.gz 546 653
3 SRR21640817_2 fastq.gz 539 656
3 SRR21640816_1.fastq.gz 621 092
3 SRR21640816_2 fastq.qz 630 096
3 SRR21640815_1 fastq.gz 584 014
3 SRR21640815_2.fastq.gz 596 500
3 SRR21640814_1.fastq.gz 613 720
3 SRR21640814_2 fastq.qz 614 395

w  Last modified

2026-07-07 19:05
2026-07-07 19:05
2026-07-07 18:55
2026-07-07 18:55
2026-07-07 18:43
2026-07-07 18:43
2026-07-07 18:31
2026-07-07 18:31

Owner

rchen
rchen
rchen
rchen
rchen
rchen
rchen

rchen




tITOREOAl

EcIuster21fhuangIab!liquanjfpycode;feAgenr.fTest.’HUDEF’2_ATAC!bamJr

| Tools
-‘L )

] SRR21640817 filtered.bam.bai
] SRR21640817 filtered.bam
j SRR21640816.filtered.bam.bai
j SRR21640816.filtered.bam
] SRR21640815.filtered.bam.bai
] SRR21640815.filtered.bam
] SRR21640814 filtered.bam.bai

j SRR21640814 filtered.bam

e Peak calling 5L

Size (KB)

3415
685 164
3202
820 052
3422
735 279
3395
742 894

¥  Last modified

2026-07-07 22:13
2026-07-07 22:13
2026-07-07 21:57
2026-07-07 21:57
2026-07-07 21:38
2026-07-07 21:38
2026-07-07 21:21
2026-07-07 21:21

Owner

rchen
rchen
rchen
rchen
rchen
rchen
rchen

rchen



i *TOhOAj

Icluster2/huanglab/liquan/pycode/e Agent/TesttHUDEP2_ATAC/peaks/

Name Size (KB) ¥ Last modified Owner
.
homer_KO_up 2026-07-08 10:44 rchen
D KO_up_peaks.bed 38 2026-07-08 10:32 rchen
:J HUDEP2_KO_vs_CTRL_diffpeaks.bed 207 2026-07-07 22:30 rchen
% counts_HUDEP2_CTRL _rep2.bxt 1506 2026-07-07 22:30 rchen
% counts_HUDEP2_CTRL _rep1.bxd 1503 2026-07-07 22:29 rchen
% counts_HUDEP2_KO_rep2.ixt 1505 2026-07-07 22:28 rchen
= | counts_HUDEP2_KO_rep1.txt 1 506 2026-07-07 22:27 rchen
D HUDEP2_all_merged.bed 1317 2026-07-07 22:25 rchen
D HUDEP2_CTRL_consensus.bed 3701 2026-07-07 22:21 rchen
D HUDEP2_KO_consensus.bed 3 854 2026-07-07 22:21 rchen
D HUDEP2_CTRL_rep1_summits.bed 3843 2026-07-07 22:21 rchen
D HUDEP2_CTRL_rep1_peaks.narrowPeak 5460 2026-07-07 22:21 rchen
b1_|HUDEPZ_CTRL_repl_peaks.xls 5900 2026-07-07 22:21 rchen
D HUDEP2_KO_rep1l.clean.bed 5520 2026-07-07 22:21 rchen
D HUDEP2_CTRL_rep2.clean.bed 5384 2026-07-07 22:21 rchen
D HUDEP2_CTRL_rep1l.clean.bed 5 459 2026-07-07 22:21 rchen
:] HUDEP2_KO_rep2.clean.bed 5533 2026-07-07 22:21 rchen
] HUDEP2_CTRL_rep1_control_lambda.bdg 567 419 2026-07-07 22:21 rchen
] HUDEP2_CTRL_rep1_treat_pileup.bdg 483 718 2026-07-07 22:21 rchen
b1_|HUDEPZ_CTRL_repZ_peaks.xIs 5818 2026-07-07 22:19 rchen
D HUDEP2_CTRL_rep2_peaks.narrowPeak 5386 2026-07-07 22:19 rchen
j HUDEP2_CTRL_rep2_summits.bed 3786 2026-07-07 22:19 rchen
] HUDEP2_CTRL_rep2_treat_pileup.bdg 579 149 2026-07-07 22:19 rchen
] HUDEP2_CTRL_rep2_control_lambda.bdg 669 207 2026-07-07 22:19 rchen
] HUDEP2_KO_rep1_peaks.narrowPeak 5521 2026-07-07 22:17 rchen
:] HUDEP2_KO_rep1_summits.bed 3 847 2026-07-07 22:17 rchen
] HUDEP2_KO_repl_treat_pileup.bdg 514 477 2026-07-07 22:17 rchen
j HUDEP2_KO_rep1_control_lambda.bdg 624 993 2026-07-07 22:17 rchen
b1_|HUDEPZ_KO_repl_peaks.xls 5975 2026-07-07 22:17 rchen
b1_|HUDEPZ_KO_repZ_peaks.xls 5988 2026-07-07 22:15 rchen
D HUDEP2_KO_rep2_peaks.narrowPeak 5534 2026-07-07 22:15 rchen
D HUDEP2_KO_rep2_summits.bed 3 854 2026-07-07 22:15 rchen

Remote monitoring

& rollow terminal folder




t +TO® M Al |

|f’cluster2f’huangIabf’liquanfpycodef’eAgenti’Testi’HUDEP2_ATAC;"

Name Size (KB) w  Last modified Owner
.
peaks 2026-07-08 10:32 rchen
logs 2026-07-07 22:25 rchen
bam 2026-07-07 22:13 rchen
fastq 2026-07-07 18:55 rchen
D HUDEP2_KO_vs_CTRL_diffpeaks.bed 207 2026-07-07 22:30 rchen
-run_atal:_peak.sh 8 2026-07-07 22:25 rchen
HUDEP2_CTRL_peaks.bed 3791 2026-07-07 22:25 rchen
D HUDEP2_KO_peaks.bed 3 854 2026-07-07 22:25 rchen
% metadata.txt 1 2026-07-07 18:18 rchen
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TRERIE?
Conversation 63716
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e, fR2if?
Conversation Sedea
Conversation 5d571
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ERMEXRXEHHTEL BRMF XA nature14539.pdf

SARERNERIRIEF! XAHUTF:
B Enhancers_Review.docx (44 KB, £)2,760 i)

XSRS

=B Rl

Abstract WE

1 Introduction
Historical Perspective
Enhancer Architecture
3D Genome Organization
Super-Enhancers & Phase Separation
Enhancer RNAs (eRNAS)
Development & Disease
Technological Advances

Computational Prediction

— X TR TEXNEEGR, A£9200085, HREFRdooc

[oF:2 2

WRFHEN. BLIEE. HFHRER
WBRFHEREBENNEOMI, GWASEREETHE
SV40£H—~DNasefi# —ChIP-seq - AEEEIHHIFIE
TRAGEA. HMGERT(p300/MED1/BRD4). AEEA 1
TADZS#33E. loop extrusionf®E, Cohesin-CTCFHLH
BEERTREN. B-RIRSERERE
eRNARIFERIFIESTRES Y
BEPOESMETF RN, BWAERKenhancer hijacking
MPRA/STARR-seq. CRISPRi/a screens. SRR

"9%%3). DeepSEA/Enformer. ABCEER!

Enhancers_Review.doox
macs2_task_outputs_narrow_peaks_peaks narrowPeak
macs2_task_outputs_narrow_peaks_peak

macs2_task_outputs_narrow_peaks_summits bed

survival_curve.png
8

& Download

& Download

& Download
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T e O Windows-SSD (C) > PP > 22470 > FH | ¢t FHa OfficePlUS fBA i@t % 3IM 4 =R POFTRGE  #8h
© SRIPIRE 1S - 8 Internet {1 L ERS e, | ERRED

© @ e N
& 2] -
v EFE
e o Enhancers Review.docx 2026/7/15 15:45 v
LR i Enhancers: Masters of Gene Regulation in Development,
= Agent.ppt 2026/7/13 18:06 Y .
) dH eAgent.ppix B Disease, and Beyond-
3 o t2mp4 2026/7/13 18:02 v
K= ) A Comprehensive Review
B (5] 9761322470522413425840486a895550 ra. G
O =5 [5] d288253¢77€6b4109b8b34175¢c3614b ra... G
&wa o 976132247052241342584d486895550 ra... %
@ timpd \ Abstract¢
mock_chat “mp- Y "
S - Enhancers are distal cis-regulatory DNA elements that play a central role in controlling
h20260707bC 8 T eAgentBEREADME pdf 2026/7/1317:33 v spatiotemporal gene expression patterns across metazoan genomes. These non-coding sequences,
ST eAgentEEREADME md 202677713 1733 v typically spanning a few hundred base pairs, act as platforms for the assembly of transcription
h20260710bC factors, co-activators, and chromatin-modifying complexes to activate target genes from a
s 8 Autonomous biomedical research with ana..  2026/7/13 1505 N distance. Over the past decade, the convergence of functional genomics, high-resolution imaging,
v B and g diting has deepened our of how enhancers
ch20260710601.2p . function, how they communicate with promoters, and how their dysregulation contributes to
human diseases including cancer, neurodevelopmental disorders, and congenital malformations.
0 eregs ! 20260711 rchen_eAgentiit.pptx [ This review provides a comprehensive overview of enhancer biology, encompassing their
p— ) eAgentE @RS RITES ppix v historical discovery, molecular of long-range the
- emerging roles of super-enhancers and phase separation, enhancer RNAs, and the latest
e s Akl technological advances enabling systematic enhancer discovery and characterization. We
T4 ARE b1 RS 437 KB conclude by discussing open questions and future directions in the field.c

(3) ElAREETTRW
WE Nature Skills 2E8E/], 37F5% Nature ZFIEBFIKIBERARREE.

Night FERFDEXREFHTRE BRI nature14539.pdf

Q search commands

RIBHELIRT EFILIARNBUR, IRERMnature skillsH{TEERE IpngBEl
BT HA: survival_plot.tsv

& B Enhancers_Review.docx

HE
macs2_task_outputs_narrow_peaks_peaks.narrowPeak Y ——

ERRRIEEIHTEL BFm.
survival_curve.png (128 KB, 400 DPI)
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Conversation 63716 macs2_task_outputs_narrow_peaks_summits.bed Uloowies

ey - ﬁ

e, mE 4k Log-rank P { 478x10° A A K SRR & Download

Conversation Sedea Group A RTEFIR 471 X (754 / 33%)

Conversation 5d571 Group B FRAI4TEHA 353 K (31544 / 298150

Conversation alb0e Group C FPAI4ETEHA 172 K (42344 / 18I5)
ATSLLER

B

Group A vs Group B

Group A vs Group C
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Overview Pipeline Features Usage Citation GitHub —

V1.0 - Single-cell CRE-Gene Network

Infer regulatory CRE-gene
networlks from single-cell
data

eNet integrates scATAC-seq and scRNA-seq to build genome-scale
enhancer—gene regulatory networks, identify hub enhancers, and reveal

cell-type-specific regulatory logic.

D Get Started Learn More —

scRNA + Hub

eNet Overview Pipeline Features Usage Citation

What is eNet?

A computational framework for reconstructing enhancer-gene regulatory

networks from single-cell multimodal data.

From single-cell data to regulatory

Hub Enhancer networks

eNet leverages paired scATAC-seq and scRNA-seq measurements to infer
correlations between chromatin accessibility at candidate regulatory

. . elements (CREs) and gene expression levels across individual cells.

® The resulting networks capture the regulatory relationships that define cell

identity, developmental trajectories, and disease states.

N Built on GPCor — peak-to-gene correlation across single cells
Identifies hub enhancers with high network centrality
Supports differential network comparison across conditions

Compatible with Seurat / Signac / Cicero ecosystems
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Q1: WIEMEER?

BAIE https://eAgent.huanglabxmu.com/web, {FRERETHRIMEER.

Q2: HXBIAFFRERKEMA?
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NEFREER. BiEsIiaemmaIEMERR), BAIXHMFZE: orangec930@gmail.com,
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