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Introduction
Description

MIR155, located within the non-coding BIC transcript, is processed into mature forms hsa-miR-155-5p and -3p which exhibit coordinated, opposing

regulation of IFNA, is involved in migration, adhesion, and proliferation, is downregulated in many diseases
Synonyms

MIR155; mir-155; MIRN155; miRNA155; miR-155-3p; miR-155-5p; hsa-miR-155; microRNA 155; hsa-miR-155*; hsa-miR-155-3p; hsa-miR-155-5p
Encoded products

Stem-loop : hsa-mir-155
Mature miRNA : hsa-miR-155-5p, hsa-miR-155-3p

hsa-miR-155-5p, a mature miRNA which negatively regulates plasmacytoid dendritic cell activation through coordinated, opposing regulation of
interferon alpha (IFNA) with co-expressed hsa-miR-155-3p, expression is altered in breast and other cancers

hsa-miR-155-3p, a mature miRNA which targets IRAKM and positively regulates plasmacytoid dendritic cell activation in response to TLR7/INK
signaling through coordinated, opposing regulation of interferon alpha (IFNA) with co-expressed hsa-miR-155-5p

Gene Ontology whatis this?

Molecular function

Show |5 ~ entries Search:
Term Mature form undetermined hsa-miR-155-5p hsa-miR-155-3p
mRNA 3'-UTR binding, [E] v

Showing 1 to 1 of 1 entries

Biological process

Show |5+ entries Search:

Term Mature form undetermined hsa-miR-155-5p hsa-miR-155-3p
gene silencing by miRNA, [E] 7

miRNA mediated inhibition of translation, [E] v v

mRNA cleavage involved in gene silencing by miRNA, [E] 7

negative regulation of interferon-alpha production, [E] <

negative regulation of interferon-beta production, [E] <

Showing 1 to 5 of 42 entries 2 3 4 5 Next Last

Functional Attributes wnat isthis?

Add a subscription to HumanPSD™ and this report will display detailed information about:
97 disease(s) and 329 biomarker annotation(s) associated with MIR155

Learn more...

Orthologs & Molecular Hierarchy uwhatis this?
Hierachy of orthologous relationships for this locus

+  View orthologous relationships

Detailed view of associated diseases

GENE ~



Expression wnatis this?

Tissue expression

high medium low
brain breast o colon heart intestine kidney liver lung
muscle ovary pancreas placenta spleen stomach testis thymus
+ View organ or tissue, cell type, and tumor type entries in detail
Transcriptional Regulation wnatis tnis?
Regulation of MIR155 gene expression
Predicted promoter sequences : — Match >
Best supported : PM000829233
All promoters for the gene : PM000829233
[ STAT3(h)
=790 -780 -770 -760 -750 740 -730 -720 -710 -700 -690
|

Viewing nucleotides -803 to -685

* Note: Only binding sites whose location is relative to the TSS are graphically displayed. Binding sites with an asterisk (*) are not included in the

graphical display.

Transcription factor binding sites within the MIR155 gene (2 entries)

Show 5 v entries Search:

Identifier Relative Location Genomic Location Binding Factor(s) DNA Binding Reaction Effect
HS$MIR155_02 -1108 to -1099 RelA-p65(h) RelA-p65(h) --> MIR155(h) DNA binding
HS$MIR155_01 -716 to -692 Chr21 25573264 25573288 + STAT3(h) STAT3(h) --> MIR155(h) DNA binding
Showing 1 to 2 of 2 entries

Regions of the MIR155 gene with characterized functionality (1 entry)
5 Search:

Identifier Location Name Element
FE00690 -1108 to -1099 NFkappaB b.s. promoter

Showing 1 to 1 of 1 entries

RNA Features whatisthis?

Stem-loop hsa-mir-155
Synonyms : mir-155, MIR155, miR-155
CUGUUAAUGCUAAUCGUGAUAGGGGUUUUUGCCUCCAACUGACUCCUACAUAUUAGCAUUAACAG

| FASTA ¥ MI0000681 A

Genomic coordinates : chr21 : 25573980-25574044 (+) View in UCSC genome browser 2

Host gene : none
miR cluster : none

miR family : mir-155 Find all family members &
Mature miRNA hsa-miR-155-5p

Synonyms : miR-155-5p, hsa-miR-155-5p, hsa-miR-155

UUAAUGCUAAUCGUGAUAGGGGUU

[FASTAY MIMAT0000646 7

TargetScan seed family : miR-155-5p (UAAUGCU) Find all family members -

Species conservation, determined by TargetScan seed family membership :



Mouse : mmu-miR-155-5p

Rat : rno-miR-155-5p

Mature miRNA hsa-miR-155-3p
Synonyms : miR-155-3p, hsa-miR-155-3p, hsa-miR-155*
CUCCUACAUAUUAGCAUUAACA
| FASTA ¥ MIMAT0004658 7
TargetScan seed family : miR-155-3p (UCCUACA) Find all family members &
Species conservation, determined by TargetScan seed family membership :
Mouse : mmu-miR-155-3p

Rat : rno-miR-155-3p

MRNA Targets whatis this?

mRNAs targeted by hsa-miR-155-5p (147 entries)

Show |5 + entries

Search:

Bind!ng site Expe_rimental
mRNA Region Location within mRNA details details Effect
AGTR1(h) 3' UTR 70 to 90, from stop codon HS$AGTR1_01 T ¢ FCTRING 47 e 57 increase of MRNA
decay
AICDA(h) 3' UTR HS$AICDA_04 ALPM £A .hC MRINO RT \WE 0T TRt
repression
APC(h) 3'UTR HS$APC_07 [P A FCPRFOET WEDT | oo of mRNA
) - decay
APC(h) HS$APC_12 [ACPM A hC MRINGCRT\WE OT] undefined
ARID2(h) 3' UTR HS$ARID2_01 LM FA FC MRINO RT WE [0 decrease of protein
abundance
Showing 1 to 5 of 147 entries 2 3 4 5 Next Last
mRNAs targeted by hsa-miR-155-3p (4 entries)
Show |5 + entries Search:
mRNA Region Location within mRNA Binding site details Experimental details Effect
CREBRF(h) HS$CREBRF_01 undefined
|ZL!5M fatr o A we oF
FBXW7(h) HS$FBXW7_22 | L | undefined
L DM FA MR NO RT WE OT
Prrn
PTEN(h) HS$PTEN_127 undefined
AL DM FA MR NO RT WE OT
SIRT1(h) HS$SIRT1_44 undefined
Showing 1 to 4 of 4 entries AL PM A MRINO RT WE (OT]
Pathways & Interactions uwnatistnis?
Pathways from WikiPathways (6 entries)
Provided by the WikiPathways database.
Show [5 - entries Search:
Name - Display below WikiPathways external link
aspirin and miRNAs View 7 WikiPathways 2
Cell Differentiation - Index View 7 WikiPathways 2
Hepatitis C and Hepatocellular Carcinoma View 7 WikiPathways 7
Interactions between immune cells and microRNAs in tumor microenvironment View 7 WikiPathways 7
miRNAs involvement in the immune response in sepsis View 7 WikiPathways 7

Showing 1 to 5 of 6 entries

2 Next Last
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Annotations what s this?

Display all annotations
Description

e Hsa-miR-155-3p, a mature miRNA which targets IRAKM and positively regulates plasmacytoid dendritic cell activation in response to TLR7 /INK
signaling through coordinated, opposing regulation of interferon alpha (IFNA) with co-expressed hsa-miR-155-5p 20852130 7

e Hsa-miR-155-5p, a mature miRNA which negatively regulates plasmacytoid dendritic cell activation through coordinated, opposing regulation of
interferon alpha (IFNA) with co-expressed hsa-miR-155-3p, expression is altered in breast and other cancers 213550957z 21690378 7

e MIR155 , located within the non-coding BIC transcript, is processed into mature forms hsa-miR-155-5p and -3p which exhibit coordinated,
opposing regulation of IFNA , is involved in migration, adhesion, and proliferation, is downregulated in many diseases 21355095 2
21385848 7

Function

® Overexpression decrease the H. pylori inflammation by downregulating the MyD88 protein 20219467 2

Identifiers whatis this?
Accessions mapped to this record

BIOBASE gene accession : GN000229388, G057294

BIOBASE RNA accession : RI000007079, RI000000950, RI000000949

Gene
Affymetrix 16921827, 229437_at, 3916514, 3916515, 3916516, 3916517, 57761_at, 8068022, 89695_at, Hs.89104.0.A1_3p_at,
EDSSbS ENSG00000283904 7
EntrezGene 406947 7
Illumina 0101990300, ILMN_3248910
ORI 609337 7
RefSeq

NR 030784.1 7

WikiPathways 01449 7 (WP2029 77 |WP3646 71" |WP4329 7" \WP4559 71" |WP4707 7

mRNA

Agilent A_25_P00012270



Exiqon 10964, 42949

TaqMan 000479, 002287, 002623

miRBase MIO000681 , MIMAT0000646 , MIMAT0004658
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