bHOJIOrMAJIBIK JePEKTEP JKIHE
MaJiMerTep 0azanapnbl (MiRNA target
tools)

2-[lapic



Kipicne

bvionoruvanbik Aepekrep gereHimMi3 He?
* bronormaneik gepektep - opraHM3MHIH, MoJieKynanblk KypblabiMaapsbl
MeH npouectepl Typanel aknapat (AHK, PHK, akybizgap, metabonutrep
>X9He T.6.).

* 3epTTey AepekTepl YAKeH Kenemae cakTanbin, TUIMAI Tanaay yLiH
MANIMAeTTeNn AARANANKIHA ONHANACTLINKINAABI,

Types of Biological Database HykneotnpaTi. AHK xaHe PHK TI36er!
AN In vess A0 CUAKTbI HyKNeoTuATep TI36eriH
l CaKTAUTbIH HEerI3r1 gepekKopaapra
l l XaTtagabl. byn gepekkopnapga kebiHece
: eHJeNnIMereH 6actankhbl gepekTtep 6ap
Primary (Archival) ‘ Composite ‘ m';f >XOHE 0Nap reHeTnKasblK XaHe
| ; reHoM/AblK 3epTTeynep ywiH eTe
l l MaHbI3Abl.

l l l I I
M Protein Structure Literature Genomic Proteomic



[lpoTeoMAbIK AepeKkTep

MpoTeomMabIK AepeKTep - 6y opraHmsmMaeri 6apablk akybizgap Typanbl MaAIMETTEPAI
KaMTUTbIH BMONOTNANbIK AepekTep. [poTeomMimKka akybi3AapAbiH, KYPbINbIMbIH, PYHKLMACHIH
>KoHe e3apa apeKeTTeCyIH 3epPTTENTIH FbIIbIM casackl. [IpoTeomMAblK AepeKkTep akybl3gapAblH
AMUHKbILLKbI PETTIIMNH, ONapAblH, YLWeWweMAl KYpblibiMAapblH, GYHKLUMOHANAbIK,
aiMaKTapblH, COHAAM-akK onapAblH XacyLlanblK NpoLecTepaeri peniH KaMTuabl.

[MpoTeomMAabiK AepeKTepAalH, Typaepl:

1. AMUHKbILIKbIN PeTTUIIKTEPI: AKybI34apAblH, aMUHKbILLKbITAAPbIHAH TYyPaTbIH
PeTTINIKTEpI.

2.AKnapaTTbiK cmnaTtrtama: AKybi3gapAbiH 611010rVs/bIK PO, XacyLwagafrbl KbI3MeTI.

3.Ywenwempl KypbinbiMAaap: AKYbI3AapAblH KeHICTIKTer Kypbl1bIMbl, Of1apAblH,
OYHKUMOHaNAbIK epekLlenIKTepIH TYCIHYre KkemMekTece|.

4. DyHKUMOHaNAbIK aMaKTap: AKybI3AblH 6enceHl amakTapbl MeH onapAblH 6acka
MonekynanapmMmeH 6asiaHbicy OpbiHAAPbI.

5.AKybI3AapAablH, ©3apa apekeTTecyl: AKybi3ap apacbiHAaFbl 6aIaHbICTap MeH OlapAblH,
6Ip-0IpIMeH Kananm sapekeTTeceTIHI Typanbl gepekTep.



* MpoTeoMAbIK aepekTep 6asanapbl:

1.UniProt (Universal Protein Resource)

1.Ma3MyHbI: AKybI3 PETTIIIKTEPI MeH 0NapAblH PyHKUMANAPLI Typaibl
TONbIK aKknaparT. FblbIMX KOFaMAACTbIKKA aKybl3 PETTIAIN MEH
OYHKUMOHANAbIK aknapaTTblH XaH-XXaKTbl, XXOFapPbl Carasbl XXaHe
epPKIH KO/ XeTIMAI PeCYPCbIH KaMTaMachi3 eTy.

2.CvinaTtTamMa: UniProt - akybI3 peTTINIKTepl MeH o/1apAbliH
cmnaTtTamMasiapblH KAMTUTbIH €H, IPI XXaHe CeHIMAI AepeKKop.

3.CaunT: UniProt

mli )
. [ ]
UmPro.t..- BLAST Align Peptide search ID mapping SPARQL Release 2024_04 | Statistics & @

Find your protein

Examples: Insulin, APP, Human, P05067, organism_id:9606



https://www.uniprot.org/

Protein Data Bank (PDB)
Ma3MyHbI: AKybI34apAblH YLleweMAl KYPblabIMAAPbl.

CvinatTtama: PDB akybi3gapAblH XaHe 6acka
6momonekynanapAbliH ywenwemal KypbiibiIMAapbIH
cakTangbl. byn gepekkop 3epTTeyLuiiepre akybi3gapablH
KYPbIIbIMBIH Kepyre XaHe Tangayra MyMKIHAIK bepejl.

by [ ]
Ca nT. PDB SPDB gonureore §NAKB (G yveos € PDB-Dev OYODOi

al ore
September Molecule of the Month

RCSB Protein Data Bank (RCSB PDB) enables breakthroughs in
science and education by providing access and tools for exploration,
visualization, and analysis of:

¢ Deposit Experimentally-determined 3D structures from the Protein Data
Bank (PDB) archive

Q Search E Computed Structure Models (CSM) from AlphaFold DB and
ModelArchive

Cal Visualize These data can be explored in context of external annotations providing

a structural view of biology.

it Analyze

sss PDB-101
sss Training
Resources

& Download



https://www.rcsb.org/

PRIDE (PRoteomics IDEntifications Database)

* Ma3mMyHbI: AKybI3gapAblH, MacC-CNekKTPOMeTPUAbIK
MaNIMeTTepI MeH onapAblH 3KCNpeccuackl Typasbl aknapar.

* CnatTtama: PRIDE pgepekkopbl akybi3gapablH, Macc-
CNeKTPOMEeTPUANbIK AepeKTepIH XaHe onapabliH TIHAepAer!
HemMece XacyLlanapaasbl aKCnpeccns geHrennepiH

CakTanabl.
« CanT: PRIDE e PriOc

# Home QResources ~ #2Tools v = Help~ @®License @ About @ Contact

SSSSSS

OOOOOOOOO

Submission Date



PeptideAtlas
Mas3MyHbl: [lenTuaTep Typasnbl aknapar. Ceptide /A tlgs

" -
i
-

CvinatTtama: PeptideAtlas nentnarepAaiH seacnPeptcentos [ ¥

Expanded Search

3 KC I-I e p I/I M e HTTI K M an I M eTTe pl H PeptideAtlas is a multi-organism, publicly accessible compendium of peptides identified in a large set of tandem mass

spectrometry proteomics experiments. Mass spectrometer output files are collected for human, mouse, yeast, and several

\ 4
)KI/I H a KTa I/I A bl )Ka H e a Kybl 3p|a ppl bl I-II TO.I-I bl I<| other organisms, and searched using the latest search engines and protein sequences. All results of sequence and spectral

library searching are subsequently processed through the Trans Proteomic Pipeline to derive a probability of correct

cMnaTTaMacblH bepyre kKemMekTeces|. il GUualiell i Jnlicin o Ll el
PeptideAtlas - ken ar3anbl, Xannoifa T

KOJDKETIMAI MenTnarep XMHatbl, TaHAEMAIK

MacCC-CNeKTPOMETPNIK NPOTeoOMUMKa

IKCMNEPUMEHTTEPIHIH Y/IKEH XWNHAfbIHAA

aHblKTanFaH. Macc-cnekTpomMeTpAlH | Human Builds

LbIFbIC Ganngapbl agam, TIHTYIP, alUbITKbI

XoHe bIpHeLle backa opraHusmaep yLuiH e
XXMHanazbl XaHe COHFbI 134ey Xynenepl

MEeH aKyblI3 TI36eKTepl apKblabl I34en1es,.
CaunT: PeptideAtlas



http://www.peptideatlas.org/

MpoTeompabIiK AepeKTepalH, MaHbI3AbIJIbIFbI:

* Aypynapabl 3epTTey: [lpoTeomMablk gepeKkTep
aypynapAblH AaMyblH, onapAblH, AiarHoCTUKachI
MeH eMAey 9ICTepIH TYCIHyre KemeKkTecel.

« Aapinepal asipney: AKybi3gapAblH KYpPblbIMbl o EEREEED 5
MeH QYHKUMANAPbIH 6171y apKblibl A43PINIK @ g | 2025
npenapatTapAbl A9/ baFbiTTayra 6onajbl.

* DBOJIIOLUSAHbI 3epTTey: AKybI34apAblH $ 3
IBONMKOUUANDBIK e3repicteplt MeH onapibiH Typaep % w o
apacbIHAAFbl aliblpMaLUbIIbIKTapPbIH Tanaay. 1

[poTeoMAbIK, AepekTep 6MONornsanbIK,
3epTTeynepae, aypynapasl AnarHocTMkanayaa
KOHE XaHa Tepanusanapabl a3ipaeyae MaHbI3Abl =
pen atkapagpl.




MunkpoPHK MonekynacblHbIH, HblICAHaHAApbI: 601Kay
KypangapblHaH 3KCNEePUMEHTTIK Banngaunara 4eniH
(miRNA Targets: From Prediction Tools to Experimental Validation)

MukpoPHK, — y3biHAbIFbI LLaMaMeH 20-25 HykneoTua
m i R NAS 6onatbiH Kbicka PHK mMonekynanapsl, onap MPHK
(MaTpuyanelk PHK) MmonekynanapbsiMeH 6ainaHbICbIMN,
oNnapAblH aygapmacbkliH 6backapasbl HemMmece onap/bl
Aerpagaumnsara ywbeipatagbl. MMPHK-nap reHaepain,
3KCNpPeCcCcrAChbIH peTTeyae MaHbi3Abl pesn atkapajbl XXaHe
_— KenTereH 6MONOrNANbIK NpoLecTepre KaTbiCagbl, COHbIH,
ILWIHAE AaMYy, XKacyLLaHblH, 66/1HYI, anonTo3 X3He cTpecc
XarpamnapbliHa xayan 6epy. MMPHK-nap pak,
HeMpoaereHepaTUBTI aypynap, XypeKk-kaH TaMblpiapsbl

aypynapbl CUAKTbI MATONOMMANbIK XaFganapMeH
6alNaHbICThI.




Humans have fewer genes

In Thursday's issue of the journal Nature, researchers

who decoded the human genome concluded that

people have only 20,000 to 25,000 genes, a drop

from the 30,000 to 40,000 estimated in 2001.
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13,600 19,500 25,000 45,000

SOURCE: Nature

AP

Nature >xypHanbiHbIH 6enceHbI1IK CaHbIHAA
aZlaM reHOMbIH allKaH 3epTTeyLuinep
agamgapgaa tek 20 000-HaH 25 000-Fa gewiH
reH 6ap ekeHIH aHbIKTaabl, 6y1 2001 Xbnbl
6aranaHfaH 30 000-HaH 40 000-Fa geniHri
CaHHaH as.

FeHpep:

*>Kemic Wwibi16bIHbI: 13 600

*C. Elegans (HemaTopa): 19 500

‘Apampap: 20 000 - 25 000

*Kypiwi: 45 000

*)Xyrepi: 50 000

Aepekke3: Nature



>HTT-v-1 | 1-145 | 146-9574 | 9575-1347¢6

GCTGCCGGGACGGGTCCAAGAT GGACGGCCGCTCAGGTTCTGCTTTTACCTGCGGCCCAGAG
CCCCATTCATTGCCCCGGTGCTGAGCGGCGCCGCGAGTCGGCCCGAGGCCTCCGLGGACTGC
CGTGCCGGGCGLGGAGACCGCCATGGCGACCCTGGAAAAGCTGATGAAGGCCTTCGAGTCCCT
CAAGTCCTTCCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC
AGCAGCAACAGCCGCCACCGCCGCCGCCGCCGCCGLCCGCCTCCTCAGCTTCCTCAGCCGCCG
CCGCAGGCACAGCCGCTGCTGCCTCAGCCGCAGCCGCCCCCGCCGCCGECCCCCGCCGCCACCT
CGGCCCGGCTGT GGCTGAGGAGCCGCTGCACCGACCAAAGAAAGAACTTTCAGCTACCAAGA

. ATTGTCTGACAATATGTG AAAT
CTCCHGAATTTCAGAHA yJTCTGGGCATCGCTA CTTTTTCTGCTGTGCAG GA
' AGGATGGTGGCTGACGAATGCCTCAACAAAGTTATC GCTTTGA

TGGHTTCTARTCTTCCHAGGTTACHGCTCGAGCTCTATAHGGAEATTEAAAAGHATGGTGCC
CCTCGGAGTTTGCGTGCTGCCCTGTGGAGGTTTGCTGAGCTGGCTCACCTGGTTCGGCCTCA
GAAATGCAGGCCTTACCTGGTGAACCTTCTGCCGTGCCTGACTCGAACAAGCAAGAGACCCG
AAGAATCAGTCCAGGAGACCTTGGCTGCAGCTGTTCCCAAAATTATGGCTTCTTTTGGCAAT
TTTGCAAATGACAATGAAATTAAGGTTTTGTTAAAGGCCTTCATAGCGAACCTGAAGTCAAG
CTCCCCCHCCHTTCGGCGGACHGCGGCTGGHTCHGCHGTGAGCHTCTGCCHGCACTCAAGRH
GGACACAATATTTCTATAGTTG . CTGTCGAG
GATGAACACTCCACTCTGCTGN GCCCTT
GCTGCAGCAGCAGGTCAAGGACACAA AAGGAAAGAAA
TGGA&GTCTCTCCTTCTGCAGHGCHGCTTGTCCAGGTTTHTGA&CTGACGTTACHTCRTHCA
CHGCACCAAGACCACHATGTTGTGﬁCCGGAGCCCTGGAGCTGTTGCHGCHGCTCTTCAG&AC
GCCTCCACCCGAGCTTCTGCAAACCCTGACCGCAGTCGGGGGCATTG

GGET CAGCCCTGTCCTTTCAAG
AGAAGCCTTGGAGGATSGATTCT S

T T S T T e T S BT T S A e T e T PTG T e A ST o T PR s~ o AT G T T T A T PTG e e

miRNA




miRNA Ouorenesi ;koHe HbICAHBI

Kawtanoimge: mRNA
IKCNAHCHA TYHipwikTepi

A

|

A 1PO

DO 3 o

Pol Il g TPAHCKPHILIS %
*&

g

npu-miRNA

3
i
Z
S
e
o
Y
\
D
)

npe-miRNA

DROSHA

Exportin-$

HHHTOILTA3SMA



MIiRNA target prediction

TargetScan

TargetScanHuman = =~ «Cunattamacbl: MUPHK-AbIH XXaHyapnap MeH ajam
MPHK-napbiMeH 6ainaHbliCyblH 60/1KaWTbIH eH,
TaHbIMan KypanaapabiH, 6ipl. On MnPHK-HbIH "seed
region" KOMNJieMeHTapPbIFbIH XX9HEe 3BONHUNANBIK,
KOHCepBaLUWAHbI Heri3re asa oTbIpbIn, bIKTUMan
MaKCcaTTbl reHAepAl aHbIKTaAbl.
«CanT: http://www.targetscan.org/

miRDB

‘Cunatrtamacsbl: MMPHK MakcaTtTapbliH 60/1KayFa E
apHanfaH gepekkop. On aKCNepUMeHTTIK AepeKkTepre

HerizgenreH MMPHK-HbIH, bIKTVIMan MakcaTTbl reHAepIH

Taby ywiH ML anroputmaepiH nanganaHagsl.

«CanT: http://www.mirdb.org/



http://www.targetscan.org/
http://www.mirdb.org/

miRTarBase

*‘CunaTttamacbl: MMPHK-HbIH, MPHK-Fa acep ety
Typasibl SKCNEePUMEHTTIK Ad/1eNnAep XNHaFbl. byn
Aepekkopga MMPHK-HbIH MakKcaTTbl reHaepiHe
6aNaHbICTbl pacTanfaH 3KCNEePUMEHTTIK AepekTep
6ap.

*CalnT: http://mirtarbase.mbc.nctu.edu.tw/
Diana-microT-CDS

‘Cunattamacbl: MMPHK-HbIH MPHK-MeH e3apa
apekeTTecylH 60/KanTbIH Kypan. On MPHK
peTTININHEeH 6acka, KoaTay aMaFbIHAAF bl
6o/mKaMaapabl 4a KaMTuAbl.

‘CalT:

http://diana.imis.athena-innovation.gr/DianaTools/ind " o et
BN@ylrichicroT_CDS/index

‘Cunattamacsbl: MrMPHK >xaHe MPHK-HbIH XynTacy SHepruscbiH ecenTenTIH -
kypan. On MUPHK meH MPHK-HbIH biKTMan 6annaHbICTbIPYL bl CAUTTapPbIH RNAhYbrld

6aFanayra XKaHe onapAblH, TePMOANHAMUKANbIK TYPAKTbIIbIFbIH aHbIKTayFa
apHanfaH.
H BV aliktps://bibiserv.cebitec.uni-bielefeld.de/rnahybrid

CunaTtTtamachbl: MUPHK-napgbiH 3'-UTR, 5'-UTR xaHe KoATay aiMakTapbiMeH 6anaHbIiCyblH 6OKayFa
MYMKIHAIK 6epeTIH KelweHAl Kyparn.
*CanT: http://mirwalk.umm.uni-heidelberg.de/




méRWalk

[HHOME HFAQ ERESOURCES HABOUT

News and Updates: Migration Report

» Aug/2024 - New GSEA Module - new gsea module is online.

. ) . o . miRWalk is online again. The migration is almost complete. Some functions have not
« Jan/2024 - Migration - miRWalk database migration to a new server is

yet been activated, but will be available in the course of next week. Our team is

completed.
o Oct/2023 - bed_format - In addition to the csv format, the results can now also working flat out to finalise the migration. We are also working on the destination
be saved in bed format. prediction tools, which should be available in the course of the year. If any errors occur,

» Jan/2022 - release_2022_01 - 2022 release update with new features. Detail
view on miRNA-Gene-Duplex. Disease ontology search.

» Jan/2021 - new_update_2021 - Annual update for the year 2021 was
completed. At the request of numerous users, the duplex information has been Kind regards, the miRWalk team.
integrated and can now be saved.
read more...

please let us know.

Search for a single gene or miRNA

miRNAs: miRNA names (e.g. hsa-miR-214-3p) or Accession numbers (e.g. MIMAT0000271) based on current miRBase. While searching single miRNAs, also short names or family
miRNA(e.g. let-7) belongs to several miRNAs are also acceptible. A list of miRNAs will be shown. mRNAs: Official Genesymbols (e.g. GAS2), EntrezIDs (e.g. 10608), Ensembl-IDs (e.g.
ENSG00000148935 or ENST00000454584) and RefseqlDs (e.g. NM_001143830) were accepted.

species. human -~ Gene HTT miRNA search



méRWalk
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HTT

Details Transcripts

Entrezid 3064 Refseq Ensemblid Length Startcds Endcds
i s A NM_001388492 ENST00000355072 13472 146 9574
Alias HD;IT15;LOMARS

Description Homo sapiens huntingtin (HTT), transcript variant 1, mRNA.

Chromosome 4

Ensemblid ENSG00000197386



Mirna = Refseqid = Genesymbol = | Duplex = | Score < | Position < | Binding Site = Au = | Me = |N Pairings = | Targetscan < | Mirdb = | Mirtarbase =
hsa-let-7a-5p NM_001388492 | HTT details 1.00 CDS 3100,3118 0.66 -8.107 | 17 = = =
hsa-let-7a-5p NM_001388492 | HTT details 0.92 CDS 3773,3794 0.54 -6.251 | 18 — — —
hsa-let-7a-2-3p | NM_001388492 | HTT details 1.00 3UTR 9804,9825 0.4 -5.692 | 18 = = =
hsa-let-7a-2-3p | NM_001388492 | HTT details 1.00 3UTR 13013,13035 0.35 -13.114 17 — — —
hsa-let-7a-2-3p | NM_001388492 | HTT details 1.00 CDS 3747,3771 0.47 -6.45 18 = = =
hsa-let-7b-5p NM_001388492 | HTT details 0.81 CDS 7047,7068 0.41 -7.128 |19 — — MIRTO052338
hsa-let-7b-3p NM_001388492 | HTT details 0.92 3UTR 11783,11846 0.47 -3.793 | 16 = = =
hsa-let-7b-3p NM_001388492 | HTT details 0.85 3UTR 12249 12264 0.57 -20.281 | 12 — — —
hsa-let-7c-5p NM_001388492 | HTT details 0.85 CDS 3084,3118 0.66 -6.515 | 19 = = =
hsa-let-7c-3p NM_001388492 | HTT details 0.95 CDS 6492,6507 0.48 -11.501 | 14 — — —

Export BED

« 2 3 4 5 6 7 8 9 10 N 12

Export CSV

»

Filter




Details of Duplex

2D Structure dot-bracket from RNAduplex”

TGAGGTAGTAGGTTGTATAGTTEEGC TATAACCTACTACCA
e COCCCOCOCC - COOCCCE@) 23 030030003000) -

Details 2D Structure
MiRNA hsa-let-7a-5p
RefseqlD NM_001388492
GeneSymbol HTT

Binding site 3100,3118
Score 1.0

Seed o]

Au 0.662

Energy -21.9

Binding len 18

Me -8.107
Phylopstem 0.0
Phylopflank 0.0

Longest consecutive pairings 17

Position of longest consecutive pairings 1

Pairings in 3prime end 7

Position CDS
show with forna




2D Structure dot-bracket from RNAduplex”

TEAGGTAGTAGGTTGTATAGT T SE M. Ay .y

e CCCCCCCOOC. - COCCCCCEDIIIIIIIIIIND)-

GGCTATAACCTACTACCAAGCATAACAGACGTCAC
TGCAGCAGTTTCTCATGAACTAATCACATCAACCE
AAGCTTTGTGTCTTCTTTCCACTGCCTTCCCAGT]

Haitn

X

GGAGTGCCTCCACTGAGTGCCT CAGAT GAGTCTAC WT®  |GGCTATAACCTACTACCA

| | Haitu nanee |

AATGATTCTGACCCTGCTCTCGTCAGCTTGGT TCC
CTTTGATTTTGGCCGGAAACTT GCTTGCAGCCAG] L TombKo cnoso uenvkom
GCCTCTGAAGAAGARGCCAACCCAGCAGCCACCAL [ ¢ yuerom pervctpa
GGACCGGGCCCTGETGCCCATGGTGGAGCAGCTCT
TTTGTGCCCACGTCCTGGATGACGTGGCTCCTGGE
CTAACAAACCCCCCTTCTCTAAGTCCCATCCGACGAnmouoSnmoSmanmmanms s aan
ACAAGCATCTGTACCGTTGAGT CCCAAGARAGGCAGTGAGGC CAGTGCAGCT TCTAGACAAT
CTGATACCTCAGGTCCTGTTACAACAAGTAAATCCTCATCACTGGGGAGTTTCTATCATCTT
CCTTCATACCTCAAACTGCATGATGTCCTGAAAGCTACACACGCTARACTACARGGTCACGCT
GGATCTTCAGAACAGCACGGAAAAGTTTGGAGGGTTTCTCCGCTCAGCCTTGGATGT TCTTT
CTCAGATACTAGAGCTGGCCACACTGCAGGACATTGGGAAGTGTGTT GAAGAGATCC TAGGA
TACCTGAAATCCTGCTTTAGTCGAGAACCAATGATGGCAACTGTTTGTGTTCAACAATTGTT
GAAGACTCTCTTTGGCACAAACTTGGCCTCCCAGTTTGATGGCTTATCTTCCAACCCCAGCA
AGTCACAAGGCCGAGCACAGCGCCTTGGCTCC TCCAGTGTGAGGCCAGGCTTGTACCACTAC
TGCTTCATGGCCCCGTACACCCACTTCACCCAGGCCCTCGCTGACGCCAGCCTGAGGAACAT
GGTGCAGGCGGAGCAGGAGAACGACACCTCGGGATGGTTTGATGTCCTCCAGARAGTGTCTA
CCCAGTTGAAGACAAACCTCACGAGTGTCACARAGAACCGTGCAGAT AAGAATGCTATTCAT
AATCACATTCGT TTGTTTGAACCTCTTGTTATAAAAGCTTTAAAACAGTACACGACTACAAC
ATGTGTGCAGTTACAGAAGCAGGTTTTAGATT TGCTGGCGCAGCTGGTTCAGTTACGGGTTA
ATTACTGTCTTCTGGATTCAGATCAGGTGTTTATTGGCTTTGTATTGAARCAGTTTGAATAC
ATTGAAGTGGGCCAGTTCAGGGAATCAGAGGCAATCATTCCAARACATCTTTTTCTTCTTGGT
ATTACTATCTTATGAACGCTATCATTCAAAACAGATCATTGGAATTCCTAARATCATTCAGC
TCTGTGATGGCATCATGGCCAGTGGAAGGAAGGCTGTGACACATGCCATACCGGCTCTGCAG
CCCATAGTCCACGACCTCTTTGTATTAAGAGGAACAAATAAAGCTGATGCAGGARALGAGCT

OTmMeHa




HTT huntingtin [ Homo sapiens (human) ]

Gene ID: 3064, updated on 8-Sep-2024

»»
3

“ Summary

Official Symbol HTT provided by HGNC
Official Full Name huntingtin provided by HGNC
Primary source HGNC:HGNC:4851
See related Ensembl:ENSG00000197386 MIM:613004; AllianceGenome:HGMNC:4851
Gene type protein coding
RefSeq status REVIEWED
Organism Homo sapiens
Lineage Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Mammalia; Eutheria; Euarchontoglires; Primates; Haplorrhini; Catarrhini;
Hominidae; Homo
Alsoknown as HD; IT15; LOMARS
Summary Huntingtin is a disease gene linked to Huntington's disease, a neurodegenerative disorder characterized by loss of striatal neurons. This is
thought to be caused by an expanded, unstable trinucleotide repeat in the huntingtin gene, which translates as a polyglutamine repeat in the
protein product. A fairly broad range of trinucleotide repeats (9-35) has been identified in normal controls, and repeat numbers in excess of 40
have been described as pathological. The huntingtin locus is large, spanning 180 kb and consisting of 67 exons. The huntingtin gene is widely
expressed and is required for normal development. It is expressed as 2 alternatively polyadenylated forms displaying different relative
abundance in various fetal and adult tissues. The larger transcript is approximately 13.7 kb and is expressed predominantly in adult and fetal
brain whereas the smaller transcript of approximately 10.3 kb is more widely expressed. The genetic defect leading to Huntington's disease may
not necessarily eliminate transcription, but may confer a new property on the mRNA or alter the function of the protein. One candidate is the

huntingtin-associated protein-1, highly expressed in brain, which has increased affinity for huntingtin protein with expanded polyglutamine
repeats. This gene contains an upstream open reading frame in the 5' UTR that inhibits expression of the huntingtin gene product through
translational repression. [provided by RefSeq, Jul 2016]
Expression Ubiguitous expression in brain (RPKM 9.1), skin (RPKM 8.2) and 25 other tissues See more
Orthologs mouse all
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