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UCSC_lincRNAsTra
nscripts, 7144
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RefSeq, 2269

H-invDB, 1984
IncRNAdhb, 45

ENSEMBL, 2237

1) agilent ncRNA

https://earray. chem. agilent. com/earray/

PATHTH %448 SurePrint G3 Human Gene Expression 8x60K v2 hix 9 [HdEZmAY RNA
18015%%, %kt v Bl AY RNA >k [ FEAE T o

R ] 201247 H

2) 1ncRNAdb

http://1lncrnadb. com/

BRI IncRNA OK B AR SCHR, BT Aoifesk T80 42454 IncRNA J¥ 471

R A 2012426 H

3) Gencode V13

http://www. gencodegenes. org/
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http://h-invitational. jp/hinv/

PR 2 H A AR RS0 (JBIRC) 57 I Fh 2RI H A% DNA B4 J22 3 ) 447 1)
RENRIER B, BATRY Aok T80 419845 IncRNA J251).

Bl Ta): 20124F5 H

5) NONCODE V3

http://noncode. org/NONCODERv3/guide. htm

AR e P R B SRR ST AR A5 S AT S AR R e AR Y BRI
P A B 22 L s L R R A G ) — MR AELREERF SN L P AESmAS RNA LR 1) 25
GEAR & . FATHIE A IBGR 7610445 IncRNA J¥41.

R Ta): 2012476 H

6) RefSeq

http://www. ncbi.nlm. nih. gov/projects/RefSeq/

S PR (RefSeq) J& NCBI $2ALAAL & 2 WAy SR (5 5L S AHOC BB A
P, HTFEE2. FERDhRE LR D RE L 9T . RefSeq B PErb BT B & — AN IETU 4%
1) FRAES AR EE, BATTHE ek T80 E22694% 1ncRNA [ 471

Bl m] . 20124F8 1

7) Ultra—conserved region encoding LncRNAs (UCR)

http://users. soe. ucsc. edu/" jill/ultra. html

N IR B 2 R 1A E R 2 i X iy 44 A7 088 PR~ DX 338, 33K 26 DX 67 T e A G TR
DRI DX 3l i P A7 s o 3X S8 DR IS G S 1Y) RNA PR AR S X 38 s A (T-UCRs) o FATTHES it
KT B 4814 1ncRNA 741,

Bl v 20124F1 1

8) UCSC lincRNAsTranscripts

http://genome. ucsc. edu
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9) Ensembl

http://www. ensembl. org
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NAME C1 C2 Cn N1 N2 Nn |log2 fold change |FDR
Probe_1 5.946 6.115 |...... 7.269 |7.342 |...... -1.35 0.0037
Probe_2 4.525 4.046 |...... 5.036 |5.285 |...... -1.09 0.0111
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ZESERIEFEN DI RES M o 251 P {H,
REAHSCTE I ARBEA LR AR,

4) Thaew Hatr: 25k, NABER AT IR e R, S B g R
e BEML SRS 2 S R T D O LA, JET)
SRR AT ORI AT RE S (BRI D) AR

Terms
Rank D Term I];.:i: T]-::l Pop}l;ﬁx:lon Pop_@[l;lts;tllou P-value Genes ID's Genes Names
1 |G0:0055085 transmembrane transport 10 | 86 670 14200 | 7.13e-03 Tioe99 o | siderofiexin2
2 |GO:0007049 cell cycle 6 86 403 14200 | 3.54e-02 ;;2‘7}6 | regulator of chromosome condensation 1 -
3 |GO:0007608 sensory perception of smell 6 86 434 14200 | 4.79e-02 ;iéza 0 : dopamine receptor D2
4 |GO:0051301 cell division 5 86 262 14200 | 2.14e-02 3124 | regulator of chromosome condensation 1 -
5 |G0:0034329 cell junction assembly 3 86 89 14200 1.68e-02 ;g;égg : signal-regulatory protein beta 1 ~
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KEGG

Up-regulated Transcripts Down-regulated Transcripts

Ubiquinone and other terpenoid-quinone biosynthesis
4.89%

Fatty acid elongation in mitochondria
4.8%

Propanoate metabolism

oo [0 [N

PPAR signaling pathway

TGF-beta signaling pathway
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Ribosome biogenesis in eukaryotes
23.8%

Lysosome

Steroid biosynthesis

_ 5.4%

Pyruvate metabolism

B e

Cysteine and methionine metabolism
8.5%

Fructose and mannose metabolism
8.5%

Glycolysis/ Gluconeogenesis

10.6%

p53 signaling pathway
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Adherens junction

12.8%

Cell adhesion molecules (CAMSs)
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Cell cycle
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5) IncRNA-mRNA AHICPES>#T: MR¥E 15 2 U E i€ IncRNA 5 mRNA CERXF, H4#t
1ncRNA-mRNA FLF A M 2%,

INCRNA-mRNAFH
_ mRNA PrimaryAcc RefSeqgAcct GenbankAc UniGenelD EntrezGene GeneSymbc GeneNai
probe_1 0.0011257 0.9218195 chr7:7306930-7306989 mRNA_1 NM_002960 NM_002960 NM_002960 Hs 557609 6274 S100A3 5100 ca
.probe_‘l 0.0018777 0.9069247 chr7:7306930-7306989 mRNA_2  NM_003258 NM_003258 NM_003258 Hs 515122 7083 TK1 thymidin
probe_1 0.0060354 0.8609858 chr7:7306930-7306989 mRNA_3  NM_004256 NM_004256 NM_004256 Hs 225941 9390 5LC22A13 solute c:
.probe_‘l 0.006037 0.8609725 chr7:7306930-7306989 mRNA_4  NM_000187 NM_000187 NM_000187 Hs. 368254 3081 HGD homoger
probe_1 0.0046665 0.8728033 chr7:7306930-7306989 mRNA_S  NM_002205 NM_002205 NM_002205 Hs 505654 3678 ITGAS integrin,
.probe_‘l 0.0085575 0.8430877 chr7:7306930-7306989 mRNA_G6  NM_001079 NM_001079 NM_001079 Hs 234569 7535 ZAPTO zeta-cha
probe_1 0.0092032 0.8390654 chr7 7306930-7306989 mRNA_Y  NM_033102 NM_033102 NM_033102 Hs.2758695 85414 SLC45A3 solute i

6) 1ncRNA #EEELAIFM: T IncRNA 5 mRNA A EPE LLJZ IncRNA 5 mRNA JE R4 47
BUTAL KR, 153 IncRNA [V ZEREARIER . Cis /EFH /& IncRNA [ — R R SEBREFH 7 . 3k
AT P 25 D 26 3 R R DRI 2H 00 W 9 4 5 IneRNA TR AT RE RS ERT . — B i B 1 IX sk ] )
SRS — MO AR RIAAE T, R U — R F0HIAE o trans /EFAZ 1ncRNA f) 55 —Fh
SEIEDRMPER 72, JORBRIE T AL RIS o DML AT N 25 ]

7) 1ncRNA ZHAEAHT: ST CUANTNBEM IncRNA, FRATT6T 1ncRNA 4T ShhERRTE . X Tk
SNINRER) IncRNA, FRATHUNILIhRE, JFoATThRE & oM. [T 2]

lincRNA Term Target_Gene_Count PVal
hsa04510:Focal adhesion 33| 9.0¢
hsa04060:Cytokine-cytokine receptor interaction 35 0.01
hsa00240:Pyrimidine metabolism 16 0.02
FROBE_1 hsa04270:Vascular smooth muscle contraction 18 0.02
hsal5214:Glioma 12 0.02
hsa04710:Circadian rhythm 5 0.02
hsal5414:Dilated cardiomyopathy 15 0.03

75 1ncRNA o5 Fr 45 S BbAiF

FRERR S A TS AR IncRNA SN2 i PCR BORMRSS, 8 R A EHR BRI e i REA, Tk
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