SFIR =t semns
JERIBRNAMER S A

AR HIRICREERTES

2024.10.25



AXRIncRNASE LIRS
(LhncBook)

2 CNCB-NGDC



AXRINCRNAKXKIIRRZ S 5EE

140,356 genes 101,293 genes 95,243 genes
268,848 transcripts 268,848 transcripts 331,244 transcripts 323,950 transcripts
GENCODE EANIONICODE GENCODE EANIONICODE
GENCODE \ x
CENCODE .Y;WI\QIO‘&Y]DE BIGTranscriptome [T 1 -1 BIGTranscriptome [} 1 -1
ENONCODE — LNCipedia RefLnc LNCipedia RefLnc
LNCipedia 'LNCipedia MiTranscriptome MiTranscriptome
MiTranscriptome HONCEAZC UM CNCE T el
« BLAST comparison  Cuffcompare comparison » Removal of pre-mRNAs * Removal of miRNA presursors,
« Curation of high-confidence » GffCompare comparison small RNAs and pseudogenes
INcCRNAS « Curation of high-confidence < Curation of high-confidence
» Gene assignment INncCRNASs INncCRNASs
» Gene assignment » Gene assignment
LncRNAWIKi LncBook LncExpDB LncBook 2.0
2015 2019 2021 2022
Nucleic Acids Res 2015, 2022 Nucleic Acids Res 2019 Nucleic Acids Res 2021 Nucleic Acids Res 2023
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LncRNAEEIYEH

HOTAIR gene loci in LncBook, GENCODE and RefSeq

Scale Skb | | hyza
chriz: | 53,964,000 53.985,000| 53,966,000 53,987,000| 53,985,000] 53,983,000| 53,970,000| 53,971,000] 53,972,000 53,373,000| 53,374,000

LhcExp DB Reference Madel
HE AL MTOIGE 3T | —— T - ma= |_ncBook

mmm GENCODE v41

HEALMTOSE5395
mmm RefSeq

HSALMTOZE53594
e 1 Alternative transcriptional start site

HSALMTOZEG40Z | I

HEALMTO3ES401
H3ALMTO365335
HSALMTO2G9004
HSALMTOS6G403
HEALMNTO363404
H3ALMNTO365405
H3ALMTO1 59446
H3ALMTO153944 7
HSALMTOSEG395
HSALMTO3EE400
HEALMNTO365392
HEALMTO159445
H3ALMTO3EG408
HSALMTOS6G393

Alternative transcriptional end site

TR

i

Exon skipping event

=

Novel exon

i l
GEMCODE wa1 (5 items filtered out)
HOT&IR - =
EMSGO0000275555
EMSGO0000277994
EMSGO0000274817 |
ENSGOO000277129 ]

HO®CT e e
HO®CT I e e

MCEl FefSeq genes, curated subset (MR_F, NR_®, NF_" or ¥F_*) - Annotation Felease NCE] Homo sapiens 1098.20211119 {2021-11-23
4 L 2 i HDKCHINM_DMEIEA-—»—)—)—)—)—H—)

i

HOTAIR/MFR_003716.3
HOTAIRMA_047515.1
HOTAIRMA_047517 .1

I3y

https://ngdc.cncb.ac.cn/Incbook/gene?geneid=HSALNG0091318
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https://ngdc.cncb.ac.cn/lncbook/gene?geneid=HSALNG0091318

LncBook&iEEE: IRE2AESFEENAXRINCRNASEEIRESE

A Home > & Downloads

LncRNA reference

Description File Name File Size
m Description for LncRNA GTF format README txt 8.0KB
m Merged GTF file; 526,318 IncRNA transcripts of LncBook v2.1 IncRMA_LncBookv2.1_GRCh38 gif.gz 28 MB
m FASTA sequences of LncBook v2.1 IncRNA transcripts; 526,318 sequences IncRNA_LncBookv2 1 GRCh38 fa gz 156 MB
E;mMgrEgSgggg E;: 95,243 IncRNA genes of LncBook v2.0 and 43,770 other types of genes LncBookv2.0_ GENCODEV34._GRCh38.gtf.gz 57 84 MB
(@ Curated based on LncBook v1.9; 95,243 IncRNA genes IncRNA_LncBookv2 0_GRCh38 gif gz 15.20 MB
@ FASTA sequences of LncBook v2.0 IncRNA transcripts; 323,950 sequences IncRNA_LncBookv2.0.fa.gz 107 47 MB
o
@ 101,293 IncRNA genes IncRNA_LncBookv1 9 GRCh38 gif gz 14.90 MB
@ FASTA sequences of LncBook v1.9 IncRNA transcripts; 331,420 sequences IncRNA_LncBookv1 9 fa.gz 108 67 MB

https://ngdc.cncb.ac.cn/Incbook/downloads
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LncExpDB: AZIncRNARRFRXEIEEGERE

— . —

_______________________________ IXEMFHE AR E]

* Normal tissu_e/ cell line P - ~ Expression Profile Expression Capacity

 Cancer cell line s . | -~

« Subcellular localization 7 @ @ h 5 |I| |I|||| ¥: y, -

« Exosome / ’ 1‘ .

« Cell differentiation | » fatd + * N e
| +++++ o

* Preimplantation embryo |

) O.rgan _development N\ / i Featured LncRNAs Co-expression Networks
 Circadian rhythm N ;

P2

* Virus infection &/L'. <

; ZAN
« 14 PIDH » 1,977 ER i 4 %
. 3BTRS« 24ERNA-seqiiEE S
____________________________ anExpDBLletalNuclechC|dsRe32021 https://ngdc.cnch.ac.cn/lncexpdb
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AEIncRNAERREIRIFRE

90000 1 Expression breadth |

= |

600001

WO~ wN

300001

.| I I i

Cong, Vg Oy

Number of LncRNAs

&%

1,538

&
Exosome

1234ul
ue SN

G86
s

Li et al. Nucleic Acftls Res 2021

https://ngdc.cncb.ac.cn/Incexpdb

RYFHIE

1

92,016 IncRNA genes (90.8%)
with reliable evidence

v’ 34%: HCL

v 55.7%: MCL

v' 10.3%: LCL

25,191 featured INcCRNA
genes, which are

e o gy ", Specifically/differentially/dyna

mically/periodically expressed
Example: TUGL1
v’ featured in 5 biological
contexts
v' co-expressed with 114
MRNASs in at least 4
biological contexts
v highly expressed in 321
conditions
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https://ngdc.cncb.ac.cn/lncexpdb

TUG1ZEYFIEFRZETRM

— Gene information

250

' N Highly expressed in more than 90% tissues =
Gene Symbol: TUG1 Gene Length (nt): 10250 20 eXprESS|On |eve| >50TPM 200

Ghromosome: cnrzz Exon Length (nt): 10250 LI i - ifict : <=0, i L. ) .
oS 2 Low tissye;specificity : tau<=0€ ¢=  Differentiation from iPSC to cardiomyocyte

PM

Browser:

End Site: 30979460 1o
Assembly: hg38 10
Strand: +
50
50
External ENSG00000253352.9 (GENCODE); TUG1 (LNCipedia); NONHSAGO33691.3 (NONCODE); NR_002323.2 (RefLnc); GHS.35608 0
Links: (CHESS); FANTOM_ENSG00D00253352.4 (FANTOM). Py Y G g e e e N R S S Ry ©° B
o 0 o nwc\’“b @"ﬂv\«”’“ @ o g ‘G’i‘vﬁ"’ o e o o «eﬁ‘“s\f:\@,a“ ’,ﬂ":,,w‘ws*‘ L '
A « 5 o s ¥ g e o ' o WO° a0
¢ o E & r. = S o it
e P o 9««[’,_5 o o @ 5“5\\«‘” ¥ {° o & 3 n o W© i Jf 40 0 W ) W b N
& o« L A A R U M M M M|

©hr22:30,969,211-30,979,460 10,250 bp. | erter position, gene

e warooml  mamiool | meamol  aragml  maraml sl o] Jobrkoa T | sgraobel | Pestopapl -2 O O 60
W T -
- UCSC Browser/-gene structure—— §1 , ,
e e g, & s Development of human preimplantation
'..7... Tt —_— e — EI i . . . i
—— === g+ Significantly enriched in nuclear lamin _, embryos
S — “ nucleus, while depleted in mitochondri iX
e T — S— . . o . . r " ) o
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mm— e o 3y D“\E("‘ ‘}‘\-ﬁ“ 66\2. =
¥ Transcript Infomation 300

Transcript.information v | f\

Tanserpti0 12 Chvomosome 1+ snd L I DALAOLL o connumse = I

HSALNT0276950 chr22 + 30971367 30976063 4697 2110 4 & 200 | |t
p— vz . e | scaraees o1 ws B .,RI
HSALNTOZ7T6954 ez z [T — p 5057 B ‘ |
HSALNTO288417 oz . aosestn  s0s7sses 1018 7562 s 100 \

v i

HSALNTO405695 22 2 o — ses1 a0 2 0 ol

WoMNTowseoT | omzz . wssoiso  sourodsd - 1060 s
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BFZHFHRES ITIEREIncRNA

. anRNA assemb!y & ident'rfigatign :ff’ﬁ;ﬁ'_f q S {ﬁj ADAR <I\ RNA quiﬁcation
Lineage/Tissue/Cell/Disease-specificity e 1e B R Adenos.ne Inos.ne RNA editing
Disease/Trait-association - ;;3-;'__._‘5 e RNA structure
Cellular localization | “% ﬁ Wnters RNA/Protein binding
Co-expression network " E'asers 5 Post-transcriptional regulation
nn"a mé
] SPEP
B @ LncRNA @ mRNA i hindi
. N g 2 @ @mRNA @ Prolein DNA/RNA{Protem blnd'lng
Translation activity % 2 @ ® Transcriptional regulation T‘EJTU__H: 9&?
Small peptide SORF 22 * o o d Post-transcriptional regulation 4
Ribosome ?— 3 oo g Translational regulation
Mutation “8 "‘T DNA methylation
miRNA binding ] (37 oS 5 s ass & Histone modification
RNA structure lSNP ! i ' Lineage/Tissue/Cell/Disease-specificity

Disease/Trait-association

o s o e ww ws Transcriptional regulation
Position

Disease/Trait-association T oA )
Transcriptional regulation Ml ; @'T%‘q‘,r

Li, Q. et al. Biochem Soc Trans, 2020

LncRNAZAFTRATRALEMZIEIncRNALIEE; RREABBFEMIRER: BIFRERREXR
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LncBookZAFHETES LR D

146,092,274
40 24,157 19,543 34,012 950 138 o |77|2Q’L‘L5
species for featured featured small proteins rait vr;lrian s e : AICIRINAS
conservation expression methylation (5743) protein
Conservation Expression Featured Featured Variation (disease/ Small
GenelD @ Symbol @ Interaction @
(age) @ Capacity @ Expression @ Methylation @ trait-association) @ Protein @
HSALNGO012977 ODC1-DT 14. Mammalia HC v v v x v
HSALNGO0B4892 NEAT1 14, Mammalia HC v v v v v
HSALNGO0BBI50 MIR200CHG 14. Mammalia HC v v v x v
HSALNGO075219 LINC02846 14. Mammalia HC v v x x v
HSALNGO100193 LINC02306 14, Mammalia HC v v v x v
HSALNG0119134 LINCO1977 14. Mammalia HC v v v b x
HSALNGO000162 LINCO1770 14, Mammalia HC v v v v v
HSALNGO002236 LINC01226 14, Mammalia HC v v v v v
HSALNG0099129 LINCO0343 14. Mammalia HC v v v x x
HSALNGO143634 KRT7-AS 14, Mammalia HC v v v b b 4

https://ngdc.cncb.ac.cn/Incbhook/genes
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TUGT {£LncBookFRfyZ B9 F4SF1E

Expression Level Distribution of = franseriptp £ SmPretio @ TranscriptiD *  RNA Binding Protein
Classification @ Intergenic v HSALNG0134930 across 337
e Biological Conditions HSALNT0276950 IGF2BP1
ash
Gene Length (nt) 10,250 et 400 HSALNT0276950  SPROMSA100072
- HSALNT0276950 RBM15
1
Norcoding
ExonLength (nt) 10,250 oo € 300 ‘ HSALNT0276950 RBM15
% HSALNTO276950 SPROHSA137538
UCSC Genome Browser @& — £ HEALNT0276950 REBM15
O 200
A bi haas ° HSALNTO276950 RBM15
ssem y g _g HSALNTO0276950 SPROHSA137539
g 100 HSALNTO276950 HLTF
N N . Sarcophius harrisi
Localization @ Nuclear Lamina,Nucleus ol dorwsta =
HSALNT0276950 IGF2BP1
i iFici - b : 0 HSALNTO276950 SPROHSA137540
Tissue/Cell specificity @ o NE . " H HSALNTO276950 REBM15

RITRIXEESD mi3941MEH 5129ERAE(F

it

BEERX, %ZEM, SRS E30 MRS ERT &

HEIagsit:
EREAFHNERSHIERERERE, THRE RERRARERIRARETE, RESERDENE, EEPREAFEELTENF

Conservation Expression Featured A Featured Variation (disease/ Small
GenelD @ Symbol @ Interaction @
(age)} @ Capacity @ Expression @ Methylation @ trait-association) @ Protein @
HSALNG0O134930 TUG1 12. Eutheria HC v X v v v
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2024EFHNE: FigmE, KRR, WEREATHE

LncExpDB

Expression Database of Human Long non-coding RNAs

- 14

& Downloads il Statistics ~ H Help

A Home = Genes W Featured Genes = Contexts~ |l Expression Capacity U Interactions

Overview of Featured Genes
@ Normal Tissue/Cell Line @ Organ Development @ Preimplantation Embryc

232 samples, 2 projects 313 samples, 1 project 125 samples, 2 projects

7.498 featured genes 7,922 featured genes 4,343 featured genes ™
\«} Cell Differentiation @ Subcellular Localization E Exosome @
97 samples, 2 projects

|

@ a 297 samples, 1 project 36 samples, 1 project
© 1,232 featured genes 5,292 featured genes 1,538 featured genes

@ Cancer Cell Line Virus Infection Q
153 samples, 1 project

658 samples, 1 project 86 samples, 2 projects

2,907 featured genes 985 featured genes 1,740 featured genes

Subcellular Localization

Immunotherapy 5 Aging ﬁ Metabolic Diseases
127 samples, 4 projects .I 91 samples, 3 projects 290 saplmes, 4 projects
810 featured genes 395 featured genes 4,073 featured genes Virus Infiection

Gene Interactions

New Update O
12MEMSFIEE, BRI 361 MENFRETH CRSCEEON SO
2,485 MER, FErEH26,565 MSERE, FHRM : O\ o B
728,443,865% IncRNA-mMRNAEEXZR LncRNA

Msigdb(immune) I




HEFIAZEH - PRDM16-DT

Up / Down: Organ / Tissue:
Up-regulated in old groups v Brain
Brain
Gene Symbol “
P-value LogFC Up / Down @
OLMALINC 0.022 -1.135
PACRG-AS1 0.039 -1.387
PACRG-AS3 0.026 -1.244
PICSAR 1.000 0.000
PPP1R26-A51 0.018 1.240
PRAL 1.000 0.000
PRDM16-DT 0.001 1.025
PRKCQ-AST LINC02643 0.006 -1.435
PWRN4 PWRN1,PWRN3 0.655 0110
RMNF157-AS1 0.013 1.380
Brain
Gene Symbol
Old Young

PROM16-DT

Brain

User Select Gene : HSALNG0000303 Not Significant Up Down

6

w
|

LogFc

PRDM16-DT is a novel IncRNA that regulates
astrocyte function in Alzheimer's disease

Sophie Schroder T Ulrike Fuchs 1, Verena Gisa ', Tonatiuh Pena ! 2, Dennis M Kriiger T2

Nina Hempel 1, Susanne Burkhardt 1, Gabriela Salinas 2, Anna-Lena Schiitz 4, lvana Delalle 3,

Farahnaz Sananbenesi 4, Andre Fischer & 7 8

Affiliations + expand
PMID: 39207536 PMCID: PMC11362476 DOQI: 10.1007/500401-024-02787-x

Acta Neuropathol If:9.3 Q1 15



B{EM4E5T)geFull- PRDM16-DT

U Interactions

Search By: ‘ LncRNA Symbol v ‘ PRDM16-DT v Search By: | All Protein-Codings v eg. ENSG00000152078.10 -

23 Download

LncRNAID LncRNA Symbol LneRNA Location PCGID PCG Symbol Location Distance @ Contexts @ Breadth
HSALNG0000303 PRDM16-DT chr1:3055439-3070489(-) ENSG00000008083.14 JARID2 chr6:15246069-15522042(+) Trans OrganDevelopment 1
HSALNGO0000303 PRDM18-DT chr1:3055439-3070489(-) ENSG00000008405.12 CRY1 chr12:106991364-107093549(-) Trans OrganDevelopment 1
HSALNG0000303 PRDM16-DT chr1:3055439-3070489(-) ENSG00000009954.11 BAZ1B chr7:73440406-73522293(-) Trans OrganDevelopment 1
HSALNG0000303 PRDM16-DT chr1:3055439-3070489(-) ENSG00000010072.16 SPRTN chr1:231337104-231355023(+) 228266608 OrganDevelopment 1
HSALNG0000303 PRDM16-DT chr1:3055439-3070489(-) ENSG00000011007.12 ELOA chr1:23743155-23762059(+) 20672666 OrganDevelopment 1
HSALNGO0000303 PRDM16-DT chr1:3055439-3070489(-) ENSG00000016391.11 CHDH chr3:53812335-53846419(-) Trans Normal 1
HSALNG0000303 PRDM16-DT chr1:3055439-3070489(-) ENSG00000021776.11 AQR chr15:34851782-34969742(-) Trans OrganDevelopment 1
HSALNG0000303 PRDM18-DT chr1:3055439-3070489(-) ENSG00000024526.17 DEPDCA chr1:68474152-68497221(-) 65403664 OrganDevelopment 1
HSALNG0000303 PRDM18-DT chr1:3055439-3070489(-) ENSG00000025800.14 KPNAG chr1:32108056-32176563(+) 29037568 OrganDevelopment 1
HSALNGO0000303 PRDM18-DT chr1:3055439-3070489(-) ENSG00000028310.18 BRD9 chr5:8502581-892801(-) Trans OrganDevelopment 1

Showing 11 to 20 of 1622 rows l < 1 3 4 5 163

& RILEET iR

IJHE

g

LncRNA @)

GO:0008152: metabolic process

GO0:0051179: localization \.

G0:0032501: multicellular organismal process ‘ ‘ .

G0:0032502: developmental process “ == .

G0:0042592: homeostatic process . “ ,
- ] GO0:0009987: cellular process - \ LY

GO0:0050896: response to stimulus D I e r e n t O n t eX t S -

GO:0065007: biological regulation "' .

G0:0098754: detoxification @ "'

GO:0048519: negative regulation of biological process O "l

GO:0044419: biological process involved in interspecies interaction between organisms . ', ‘

0.0 2.5 5.0 7.5 10.0 125 15.0 17.5 200
10g10(P)
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LncRNAWiki: IncRNAfIIHEFREIRBISES

LncRNAWi ki 2.0

Scientific

... Manual Curation
Publications

Manual Curation Curation Model

* Molecular Signature
* Regulator

Basic Information
Conservation

* Target
* Function
* Clinical Information

Experimental Sample
CRISPR Design
Publication

Form Adjust

Knowledgebases

Community curation of long'nen-coding RNAs

Existing

BE &« = ¢ e o e

Browse Publications Tools Submit Statistics Help Contact V1.0

Wil Data Statistics

! ! ! !

Standardize Exclude Remove

Unify Name Vocabularies Publications Redundancies

« Publications in paper mill + Association
« Tissue/cell line name + Questionable publications * [tem
« Experimental method  « Controversial publications + Description

AZEIncRNAHHIEE!

» LncRNA symbol » Disease name

+ LncRNA alias

2,609 111,216 8,238
LncRNAs Associations Publications
693 336 136
Diseases Functions Drugs
1 1,507 123 o587
Correct Errors Targets Regulators SgRNAs
: Izmtc):tuation 1 ’789 3’200 1 1
. Case sensitivity ~ Signatures Samples Contexts

+ Encoding

A curated knowledgebase of functionally
annotated INnCRNAS

Liu et al. Nucleic Acids Res 2022
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https://ngdc.cncb.ac.cn/lncrnawiki/

4

LncRNAH%R B SHE

{8 Publications 8 Clinical Information « Target
PMID: * Drug: © Clinical Detail: © Target Type: @ Target: @ Target Interaction:
e.g. 123456 Check Avalability e.g., abacavir e.g., metastasis e.g., miRNA e.g., mirl55HG o
e.g. RNA-RNA
Target Effect: © Experimental
O Basic Information @® Molecular Signature o, Promote Method: ©
e e ) e.g., RIC-seq
Symbol: © * Synonyms: © Genome Variation: Variation Detail: @
had 2395029
e.g. XIST e.g., X (inactive)-specific transcript €g.rs + Add new target
e.g., SNP
Gene Locus: © Gene ID: Transcript ID: Epigenetic Modification Detail: ©
eg. Xq13.2 e.g., ENSG0000022" e.g., ENST0000042¢ Modification: @ e, H3K27me3, cg17092624 or cg17092624 Biological Function
LncRNA Sequence: © eg. Histone Modific Molecular Function: Biological Process: Pathway: @
2] (2} . .
Paste INcRNA sequence in the box Expression: © Expression Detail: @ e.g., Signaling by WN1
. e.g., Protein Binding e.g., axon developmer
e.g., Expression e.g., Up-regulated
4 Functional Tag: ©

Mechanism: @

e.g., gender

«¢ Regulator of LncRNA

e.g., Imprinting

% Conservation
Regulator Type: @ Regulator: @ Regulator
Conservation: © Species: @ Ortholog: ©@ e.g. TF e.g. P53 Interaction:@
NA v e.g., Mus musculus e.g. Xist e.g., Protein-DNA P CRISPR Design
Regulator Effect: @ Experimental sgRNA Sequence:
e.g., Promote Method: @ Paste sgRNA sequence in the box
@ Sample e.g., ChIP-seq
Vi
Biological Context: @ Context Detail: @ ”
4+ Add new regulator .
) ) sgRNA Position: @ sgRNA Pam: © sgRNA Type: ©@
e.g., Disease e.g., Glioma
e.g., 65497676-654' e.g., AGG e.g. CRISPRa

Tissue/Cell Line: @

e, san T0MEIR, 401 5%E

CNCB-NGDC




Top 20 extensively studied IncRNAs by publication count

LncRNAFIESRBER ST

Top 3 frequently surveyed items by INncRNA count

High Low o n'te*‘ _ \?10;;855 n Bchi“\sm Biological context Disease
m . 6\0\09\036\539560‘ 90 g\o\ﬂg‘ca?am“"aﬂwndm“g egda\?‘a‘gex 0 500 1000 1500 2000 0 100 200 300 400
MALAT7 subcellular localization _ liver cancer
HOTAIR | disease [N leukemia
H19 trait [ colorectal cancer
MEG3 Drug Biological process
UCA1 0 100 200 300 400 0 400 800 1200
PVTT panobinostat |G Cell growth [N
NEATT cisplatin [l o Apoptosis [
o2 ;:if docetaxel [l Eplthellal—mes?rr:r:.lr;}ift?;anl I
XIST Pathway Functional mechanism
TUG1 0 20 40 60 80 0 50 100 150 200
KCNQ10T1 PIBK/AKT ceRNA
HULC Wht/beta-catenin [N Transcriptional regulation
PCAT1 i i -
CCAT1 | MAPK ] Epigenetic regulation
CYTOR Regulator Target
DANCR 40 80 0 40 80 120 160
SNHG1 ELAVL1 miR-106a-3p
HOTTIP STAT3 || EZH2
AFAP1-AS1 EWSR1| CDKN1A

2,674 (35%) publications focus on the top 20 IncRNAs

https://ngdc.cncb.ac.cn/Incrnawiki/statistics  Liu et al. Nucleic Acids Res 2022

CNCB-NGDC



https://ngdc.cncb.ac.cn/lncrnawiki/statistics

A

AGE-RAGE signaling pathway in diabetic complications +

KEGG Pathway

C

Biological Process

[

TUG1 KEGG Pathway (Interacting partners)

Small cell lung cancer +
Protecglycans in cancer o
p53 signaling pathway =
MicroRNAs in cancer -
Hippo signaling pathway o
HIF-1 signaling pathway o
Endocrine resistance -
Bladder cancer 4

Whnt signaling pathway +

urogenital system development
response to oxygen levels 4

renal system development -

regulation of epithelial cell differentiation 4
regulation of angiogenesis 4

negative regulation of G1/S transition of mitotic cell cycle 4
regeneration o

eye morphogenesis

focal adhesion assembly o
execution phase of apoptosis 4 «

L]
FDR
L]
0.03
L ]
L] 0.02
o
° 0.01
L
Interacting partner number
¢ o5
b @
5.0 10.0

#Interacting partner

TUG1 Biological Process (Interacting partners) o

o 0.020
[ ] 0.015
@ 0.010
. 0.005
Interacting partner number
[ . 2
b ® 4
®
® 6
° o =
® ©
25 5.0 7.5 100 125 @ =

#Interacting partner

eF TR (TUGTaH)

TUG1 KEGG Pathway (co-expressed mRNAs)

Spliceosome+ ® — 0.020
RNA degradation+ ® 0.015
§ Cell cycle- ® Igs;:
£ Nucleocytoplasmic transports [ ]
F mRNA surveillance pathway ® mRNA number
o Mismatch repaird = *
8 Fanconi anemia pathway+ ® : :2
4 DNA replication L ® 50
Cellular senescence+ @] ® 0
p53 signaling pathway ° @
20 30 40 50 60 70
#mRNA
TUG1 Biological Process (co-expressed mRNAS)
RNA splicing 4 o FDR
RNA localization 4 ° 2280828
§ RNA export from nucleus 4+ 10956726
8 regulation of chromosome organization o ® 11308720
a peptidyl-lysine modification o ] 56508-21
@ histone modification o ® 1740738
.g’ chromosome segregation 4 e mRNA number
g DNA replication 1 ® ® 120
protein-containing complex localization o L] @® 0 blue:
nucleobase-containing compound transport < ° @ o . I
12.0 16.0 260 240 experl_menta y
STRNA validated

Functional prediction based on curated interacting partners (A and C) and co-expressed mRNAs
(B and D) indicates that TUG1 may be involved in many pathways and biological processes.
https://ngdc.cncb.ac.cn/Incrnawiki/tool

Liu et al. Nucleic Acids Res 2022
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204 FE T EREHEFHE T HLncBot (F45l: LINC00857 )

2 vseremoi: QD

) submit a PDF Upload PDF first." Select one meta-info to ask ...

Drag and drop file here IncRNA symbol ~
Limit 2GB per file « PDF

Browse files

® Q&A based on PDFs...

You are an efficient LncRNA literature reader. Based on the user's query ljjznl@163.com, extract and summarize the most relevant and

(5 sample files precise answers from the literature based on the document of None, focusing on the main points and avoiding unnecessary information.

Download Example-1

Download Example-2

Note - Please press Restart first if
uploading pdf files that have already been

chat...

Firefox is recommended

https://ngdc.cncb.ac.cn/Incrnawiki/Inchot/
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LGC: BEFISHIEXFRINNIRET:Eae

Homo sapiens Mus musculus Danio rerio
1000 1000 1000
g 800 800 800
£
2 500 600 3 600
8 2.0
n ]
®
o 400 400 A o 8 400
-]
200 200 200
0 0 0
0.2 0.4 0.6 0.8 0.2 0.4 0.6 0.8 0.2 0.4 0.6 0.8
Caenorhabditis elegans Solanum lycopersicum Oryza sativa
1000 g 1000 yoop 1000 i
—= 800
§, gog 800 800
ES]
g 600 600 600
w
% 400 400 400
200 200 200
0 . . 0
0.2 0.4 0.6 08 02 0.4 0.6 0.8 0.2 0.4 06 0.8
GC Content GC Content GC Content
Coding Non-coding

HAZERIORF KEREGCE E1EINMmIE N
f = ap + ﬂrlPQC + ﬂrgPéG + ﬂrgPéG

Oliver J.L. and Marin A. A relationship between GC
content and coding-sequence length. / Mo/ Evo/ 1996

1— n-1
L=log, ;—C:fogz ( J;)n_lﬁf
e (1, nc) j;'ac
L >0: Coding

L <0: Non-coding

Wang et al. Bioinformatics 2019

EHFOlivern™,, FIF8 "ORH<EFGCEEZARIXEEINcCRNAsHIprotein-coding RNAsZ[B]Z
MBEER, EZSTYIFPIIER—ERIFRIL" BFHE, HESRKUARARE,
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Performances of LGC, CNCI, CPAT, CPC and PLEK Accuracy of LGC and PLEK

Danio rerio

Homo sapiens Mus musculus
Q ] < | < | E——
~— i ~— == e -
: : /"r- 7 Plants '
o | wo| {4 o | F (n=1,795; s=10) - ] NS
o H o il (=}
| ai ; —_
' b i 7]
2 oll: o {4 © | ’.'. = Invertebrates _
z ol]: o 1if o1 X (=257, s=1) ‘ i
g ' Accuracy Sensitivity Specificify j! Accuracy Sensitivity Specificify l-' Accuracy Sensifivity Specificify £ -
(%2} g 4]+ LGC 0942 0.964 0.921 ; 4% LGC 0965 0.960 0.969 g 1 :' LGC 0911 0.939 0.882 8
!OCNCI 0942 0911 0973 CNCI 0947 0930 0964 ! OCNCI 0893 0946 0.840 5 (,,:;’e;;?fj‘f; F 'Ij *
oof|f coar oom oss oom | eE cpar osss oo 09m | olfi AT oo o osn7 Z 95 |
e I-' CPC 0825 0.998 0.651 ° r CPC 0865 0928 0.796 CPC  0.846 0.999 0.691
PLEK 0977 0972 0982 PLEK  0.895 0.873 0.918 o PLEK 0873 0917 0.828 Mammals ||
o | o | > *kk
e L ‘ oL ‘ ‘ . ‘ = 2L ‘ ‘ . . (=23,644; $=26) I - | ]
10 08 06 04 02 00 10 08 06 04 02 00 10 08 06 04 02 00 ]
Caenorhabditis elegans Solanum lycopersicum Oryza sativa —_—
< | < ] o
Ml N |z : = e Plants
[ i ; { (m=97,119; 5=34) [To—
ollli @l : ol i E—
Rl I FE ol ! S i 2
[ ! ! Z Invertebrates
Z oll © | ! ol|d ! o (1-68,229; 5=42)
.z O - — m— o + o } £
"é ! Accuracy Sensitivity Specificify Agcuracy Sensitivity Specificify ! Accuracy Sensitivity Specificify g —_—
$ ," LGC 0952 0.908 0.996 < ] LGC ,b.920 0.844 0.995 < ] VLGC 0931 0.909 0.953 = Vertebrates
o l o ¥ o 4 (&)
;s CNCI 0873 0.761 0.984 CNCI  0.809 0.623 0.991 ; CNCI 0903 0.914 0.892 ©  (n=53,239; s=59)
o | f2 CPAT 0939 0.884 0.994 o CPAT :’0.889 0.783 0.994 o | :' CPAT 0927 0.900 0.954 e
Sl cee 0993 0.990 0.996 e CPC ': 0.978 0.978 0.978 e ’-‘ CPC 0910 0.994 0.825 " |
3 v 2’ N\ ammals
o|f BLEK 0605 0527 0980 | || PLER {0718 o046 0988 [ _|f PLEK 0361 0803 0919 (=127 003 s-81)
© T T T T T T o T T T T © T T T T
10 08 06 04 02 00 10 08 06 04 02 00 10 08 06 04 02 00 00 02 04 06 08 10 00 02 04 06 08 10
B .cc IlPLEK Average accuracy Accuracy distribution

Specificity Specificity

Specificity
TLec mONel mePAT —ere =P Wang et al. Bioinformatics 2019
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® FASTA Format
FASTA File: PRI | AR

FASTA Data:

FASTA

e.g., Example Seguence Clear

GTF Format

GTF File:

GTF Data:

GTF

Select Species assembly
Human (hg38&, GRCh38)
Human (hg19, GRCh37)
Mouse (GRCmM38/mm10)
Mouse (NCBI Build 37/mmg)
Fly {(dm3, BDGF Release 5)
Zebrafish (Zv9/danRer7)

PRI | AoEEE A

e.g., Example Sequence

Clear

BED Format

BED File: EFEICH | AT

BED Data:

BED

0
T
oy

e.g., Example Sequence

Select Species assembly
Human (hg38. GRCh38)
Human {(hg19, GRCh37)
Mouse (GRCmM38/mm10)

Mrnize (AR Roild 27 fimmQhy

Web server: https://bigd.big.ac.cn/lgc/calculator

. CNCB-NGDC

Wang et al.,

Bioinformatics, 2019
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__ B5 _ uu - 1D
BLAST S el Conversion
~) GTF File: ...  FEEIH.
Fasta File: ... S, Gene ID MR  REEXHE.
© GTF List: chri LncBook gene 16858 File:
17751 . - gene_id
© Fasta ENSTO00000469225.1_1 c:iALNGESSgggi t iir:ﬁt;:pfa ér;c;RNA ; © Gene ID HSALNGO134930
Sequence: GGAAAAGACCCAGTACAGTGTAGCCGTGATG it
q 17751 . - agene id F List: NONHSAGO08675.3
TGGTCATTTGTCCTGATGCCAGCCTTGAAGAT 5 o : CHS.7801
e.g., Example: ear !
GCAAAAAAAGAGGGCACCATATCGATGTGGTGG ¢ . HSALNTO189447
TTCTACCAGGAGGTAATCTGGGCGCACAGAA HSALNTO0368398 Y
Select Species Assembly:
e.0., Example: Clear e.g., Example Clear
© Human (hg18, GRCh37)
~ Human (hg38, GRCh38)
~f Run = Reset «f Run <~ Reset
- Run < Reset
. A Subject 1D Query Query Subject Subject =T Evalue Score (bit)
Guary uibject Start End Start End =7 ™y e
Transcript ID - Classification
>ENST00000469225.1_1 HSALNT0001239 1 711 1 ral 100.000 0.0 1283
>ENST00000469225.1_1 HSALNT0188749 1 708 696 1 85.675 0.0 865
>ENST00000469225.1_ 1  HSALNTO0152586 1 483 19 570 80.372 5.34e-127 457 -
: HSALNTOO00005 Intergenic
>ENST00000469226.1_1 HSALNTO187711 434 711 2658 2380 68.198 B.&51e-17 91.6 rg
>ENST 11 HSAINTOI87710 434 11 3021 2743 £8.198 BAle-t 915 v
Gene 1D Symbol NONCODE GENCODE  LNCipedia BIGTranscrip CHESS Reflnc MiTranscript FANTOM HGNC Entrez ucsc RefSeq IncRMAdE
2 ) / \%l& HSALNGOOGE PYT1 NONHSAGOE ENSGOOD00I PYT1 BIG-gene-ch CHS.54468 XR_028641.1- ENSGOD00DI HGNC:3708 5820 ucD03ysl.4 NR_D03367 putl
/\ - \l 7 ' x HSALNGOOB: H19 NONHSAGO( ENSGO0000] H1S CHS.7801 - ENSGO0D0DI HGNC:4713 283120 ucD57xwv.1  NR_D02156 H1S
'%5” ttxj*ﬁ % HSALNGDOB: NEAT1 NONHSAGO( ENSGD0000Z NEAT1 BIG-gene-ch CH5.9123  NR_028272.:- ENSGO0D0DZ HGNC:30815 283131 ucD10rog.3 NR_D28272 NEAT1
_L/ ~ HSALNGD0B: MALAT1 NONHSAGOC ENSGD0000Z MALATL BIG-gene-ch CHS.5136 G014182  ENSGOD000Z HGNC: 29665 378938 ucD10roh5 NR_D02B1S Malatl
HSALNGD13¢ TUGL NONHSAGO: ENSGO0000: TUGL CHS.35608 NR_002323..- ENSGO0D0D: - - - - -
HSALNTO18S - ENSTO00004 HOTAIR:3 - - - - -
HSALNTO368 - ENSTOOO0004 - CHS.11761.4 -

DiEt




1D 3555505

| Ccsv |
Gene ID - Symbol NONCODE GENCODE LNCipedia
A Home Qs Tools < ID Conversion
HSALNGO0000002 - NONHSAG000002.2 - -
Upload a file containing gene IDs or enter gene IDs to obtain accession ID
across different databases, including LncBook, NONCODE, GENCODE, HSALNG0000003 - NONHSAG000002.2 - -
LNCipedia, BlGtranscriptome, CHESS, RefLnc, MiTranscriptome,
FANTOM, HGNC, Entrez, UCSC, RefSeq and IncRNAdb. HSALNGO0000004 - NONHSAGO000002.2 - -
IO MIR1302-
Conversion HSALNGO0000005 HG NONHSAGO000003.2 ENSG00000243485.5 Inc-OR4F5-1
O Gene D -ﬁﬁiﬁ— gene ids.txt
File: - HSALNGO0000006 FAM138A NONHSAG000004.2 ENSG00000237613.2 FAM138A
@ Gene ID HSALNG0000002 1
List: HSALNG0000003 HSALNGO0000007 - NONHSAG058641.2 - -
HSALNG0000004
HOALNG0000005 . HSALNGO0000009 - - - -
e.g., Example Clear
HSALNGO0000010 - NONHSAG057396.1 - LINC00115
« Run < Reset
HSALNGO0141639 - - - -
HSALNGO0142075 - - ENSG00000238009.6 -

Showing 1 to 10 of 10 entries
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