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Search across the Genome Browser site
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[Human v|
| Human Dec. 2013 (GRCh38/hg38) | for
|TP53

Use the tree to hide/show results from only these categories. Hover

your mouse over each category for an explanation:

¥ GENCODE V41 (351 results)
Tl hg38 Track Data (672 results)

¥ Visible Tracks (59 results)

¥ RefSeq Gurated (59 results)

- ¥ Gurrently Hidden Tracks (613 results)

4 [ Genes and Gene Predictions (575 results)
¥l RetroGenes V3 (11 results)

W Other RefSeq (68 results)

¥ MANE v1.0 (3 results)

¥ HGNC (13 results)

¥ NCBI RefSeq (216 results)

¥l All GENCODE (27 results)

4 [l Phenotype and Literature (1 results)

W GeneReviews (1 results)

- [ MRNA and EST (24 results)

W Human mRNAS (24 results)
Variation (13 resulits)

- [ gnomAD Variants (12 results)
¥ hg3s Track Labels/Descriptions (1 results)
¥ Public Hubs (2 results)
¥ Help Pages (1 results)
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[-]Gencode Genes:

TP53 (ENST00000269305.9) - chr17:7668421-7687490 - TF
TP53TG1 (ENST00000661943.3) - chr7:87322943-8734555
TP33TG1 ABOO7455 ENSTO0000661943.1

o TRIAP1 (ENST00000546954.2) - chr12:120443964-1204467

E| NCBI RefSeq genes, curated subset (NM_", NR_", NP_" or YP_"):

apoptosis 1 TRIAP1 mRNA from RefSeq

TIGAR (ENST00000179259.6) - chr12:4321213-4360028 - 1
phosphatase TIGAR mRNA from RefSeq NM_020375
TP53TG3F (ENST00000617705.1) - chr16:33459650-33462
F TPS3TG3F transcript variant 2

TP53TGS (ENST00000372726.5) - chr20:45372557-453783
from RefSeq NM_014477 C200rf10 ENST00000372726.1

About Us

Results on hg38 (Human Dec. 2013 (GRCh38/hg38))
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ENSG00000275869 (ENSTO0000621028.1) - chr16_KI270728v1_random:933862-936467 - ENSG00000275869 ENST00000621028.1 Homo
sapiens TP33-target gene 3 protein LOC102723713 mRMNA from RefSeq NM_001368231 NM_001368231
ENSGO00000274175 (ENSTO0000616638.1) - chr16_KI270728v1_random:17234-19833 - ENSGO0000274175 ENST00000616638.1 Homo
sapiens TP33-target gene 3 protein LOC102723655 mRNA from RefSeq NM_D01368237 NM_001368237
RPRM (ENST00000325926.4) - chr2:153477338-153478762 - RPRM ENST00000325926.4 Homo sapiens reprimo TP53 dependent G2 arrest

mediator homolog RPRM mRNA from RefSeq

RRM2B (ENST00000251810.8) - chr8:102204502-102238961 - RRM2B ENST00000251810.8 Homo sapiens ribonucleotide reductase
regulatory TP53 inducible subunit M2B RRM2B transcript variant 1 mRNA from

[+] Show 341 more matches for Gencode Genes

NM_001126116.2 - chr17:7668421-7675244
NM_001276688.3 - chr17:7668421-7675244
NM_001126117.2 - chr17:7668421-7675244
NM_001276689.3 - chr17:7668421-7675244
NM_001126115.2 - chr17:7668421-7675244
NM_001276687.3 - chr17:7668421-7675244
NM_001126118.2 - chr17:7668421-7687490
NM_001126114.3 - chr17:7668421-7687490
NM_001276686.3 - chri17:7668421-7687490
NM_001126113.3 - chr17:7668421-7687490

[+] Show 75 more matches for NCBI RefSeq genes, curated subset (NM_*, NR_*, NP_* or YP_")
[-] NCBI RefSeq genes, predicted subset (XM_* or XR_"):
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General formats

m Axt format
m BAM format
m BED format

— JBEED 7 7+

m BED detail format

—<v b

m bedGraph format & |- — \ s _ "

® barChart and bigBar rmat }_I_7FT L\— X\\ El / %\\iﬂ‘d— 71\\ ? A —z /

= bigBed format fT, 779V LTI IRRE
o

m bigGenePred table format —g_ %) 7LC &b D ;Trﬁ:_l:t

B bigPsl table format

m bigMaf table format A

® bigChain table format &\qut

m bigNarrowPeak table format

B bigLolly table format

m bigWig format

m Chain format

FERE (2 O 7 AT

TH+#—<v b NAF 1 —

ENCODE-specific formats
m ENCODE broadPeak format
m ENCODE gappedPeak format
® ENCODE narrowPeak format
m ENCODE pairedTagAlign format
m ENCODE peptideMapping format
B ENCODE RNA elements format

u ENCODE tagAlign format BLAT#175 & =(C

Download-only formats

m .2bit format
m .fasta format
m .fastQ format

m _nib format

— 5' %%& (IZI

L7774 —<v b

m CRAM format

B GenePred table format 'TK%dK% ﬂ:@\ t 0) ) / T -
" GFF format ‘::;’73/%£W7%%ﬂOGW

m GTF format N N

m HAL format m}mgﬁﬂzﬂt [/TGTFﬁ\%%o
m Hic format

m Interact and biginteract format

m Longrange longTabix format

B MAF format

m Microarray format

- Persomm ‘(y//BUW@%%@—ﬁﬁﬁ%ﬂ
m Personal Genome SNP for

B PSL format

m VCF format

u WIG format

N Ty NERZEREHT 5 —
AN

—ZNRN—X LB
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L TR A8

https://genome.ucsc.edu/FAQ/FAQformat.html
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Main tools

Genome
Browser

- BLAT

In-Silico PCR

« Table Browser

LiftOver

Gene Sorter

Genome Graphs

Data Integrator
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https://genome.ucsc.edu/cgi-bin/hgTracks
https://genome.ucsc.edu/cgi-bin/hgBlat
https://genome.ucsc.edu/cgi-bin/hgPcr
https://genome.ucsc.edu/cgi-bin/hgTables
https://genome.ucsc.edu/cgi-bin/hgLiftOver
https://genome.ucsc.edu/cgi-bin/hgNear
https://genome.ucsc.edu/cgi-bin/hgGenome
https://genome.ucsc.edu/cgi-bin/hgIntegrator

UnShER

VisiGene

Gene
Interactions

Variant
Annotation
Integrator

DNA Duster and

Protein Duster

Phylogenetic
Tree PNG
Maker
Executable and
Source Code
Downloads
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https://genome.ucsc.edu/cgi-bin/hgNear
http://hgdownload.soe.ucsc.edu/downloads.html#source_downloads
http://hgdownload.soe.ucsc.edu/downloads.html#source_downloads

LiftOver

Lift Genome Annotations

This tool converts genome coordinates and annotation files between assemblies. The input data can be entered into the text box or uploaded as a file. For files over 500Mb, use the command-line tool described in our

LiftOver documentation. If a pair of assemblies cannot be selected from the pull-down menus, a sequential lift may still be possible (e.g., mm9 to mm10 to mm39). If your desired conversion is still not available, please
contact us.

Original Genome: Original Assembly: New Genome: New Assembly:
[Human ~ [Dec. 2013 (GRCh38/hg38) ~ [Human ~ [Jan. 2022 (T2T-CHM13v2.0/GCA_009914755.4) v |

Minimum ratio of bases that must remap:

hgl9
Chrl 0 10 7

hg38
)=~ Chrl 100 110

BED 4 to BED 6 Options

Allow multiple output regions:
Minimum hit size in query:
Minimum chain size in target:

BED 12 Options
Min ratio of alignment blocks or exons that must map:
If thickStart/thickEnd is not mapped, use the closest mapped base: [

] o E

Paste in data below, one position per line. You can use the BED format (e.g. "chr4 100000 100001", O-based) or the format of the position box ("chr4:100,001-100,001", 1-based). See the documentation. We do not
recommend liftOwver for SNPs that have rsIDs. See our FAQ for more information.

Submit

Clear

Or upload data from a file (BED or chrN:start-end in plain text format):

ZFIEER | BREWTVWEEA Submit File

Command Line Tool

To lift genome annotations locally on Linux systems, download the LiftOver executable and the appropriate chain file. Run liftOver with no arguments to see the usage message. See the LiftOver documentation.




Genome Graphs

) Genomes Genome Browser Tools Mirrors Downloads My Data View Projects Help

About Us

Human Genome Graphs

clade: | Mammal ~| genome:|Human ~| assembly: |Dec. 2013 (GRCh38/hg38) w | 2%@%‘15\6: éé]\ H—E_I-
graph [-- nothing -+ |in [blue  ~|,[-nothing —-+|iN[red «| <o .
upload | | import | | configure significance threshold:[35 | l— Gene sorterlZ L 5 % @%}E\ﬁj@@%'fi%}ﬁﬂ ﬁ
FVIFILT—2DT 74 ILDAT]
Mo graph data is available for this assembly. Upload your own data or import from a table or custom track.
Using Genome Graphs
1[I]]ZIZI]ZI]ZII_ZI]fIZI]}_ZIZI]ZEI]ZIZI:IZ-EI.ZIIZICI]m:2; e G-bandbic. /'S TAERTCEBY—I
T AN TN EEETE (I BTN N TEE TN N NI «  Gene Sorter & #E#, SNP to genelli A & ITER B H ?
I EEN TN A EDE NN T NI NN (M DI NN W ]
(I AN N I A EITETE NN T EEN T IZI]ZIIZI]]ZI]:Z lnDUt format
s(IMEN T INE AN FNITE §F I oo IZl]ZPC-ZIZI]Zl]ZI:1BB rs1007298
5 chrZ 100100000 2.3 rs1007863
sIHIMEETY WIDGE Y N TN EEE EIZIDCIIZIZ.]]ZIZIZI;B? chrZz 100100500 4.5 10154509
O I TN TR NN W T I T s chrz 1007101000 1.2 rs10154678
s I D EETIE N T NN NN AT T TN WS rs10154785
I HITENINDGEN TETN TN TN NT] IZ-C-]]ZIIIZI]ZI]]]]]:i rs1018448
. - rs10212022
- rs1022478
[T W PEI TN NI T EIZ[I]D-]ZI]]ZIZI]ZIIZI]]ZIZ!;BZ rs1042311
N 18] B DEJIEI | | BN B _bEi BN [ O rs1042435

N
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Data Integrator

Data Integrator R

= s NAFAVT7+2T 47 ABIAT—2E
elect Genome Assembly and Region o S =

group genome assembly #7077 L — o

[ Mammal ~ | |Human ~ || Dec. 2013 (GRCh38/hg38) | ® UCSC GBa)I:F‘:%% I~ 7Y 7—6‘%“‘1
region to annotate RALZIEINTEZES

(position or search term | |f:hr1 :212565334-212620777 | *ﬁ il | =g —] b f— *ﬁ? s o5 - s
-nmmﬂﬂlgb—— . 2. T/ LEETHZ R EZADNI=—

Configure Data Sources 7

please add af least one dala source

Add Data Source
track group track

|Cu5tnm Tracks v||lesl1 fct_test1_8193‘)v| \View table schema | Add I~ 5 W 7 7“”/_ 7°t % 0):': ‘:5 6 I~ .5 v 7 &*E;—i
getmors dota: "Add"DRRE N B F Y AT AE

track hubs | custom tracks

Select Genome Assembly and Region

group genome assembly
Dl.ltpl.lt Dptiana [Mammal ~] [Human ~] [Feb. 2009 (GRCh37/hg19) ~
region to annotate

Al least one data source must be || [postion or search term | [chra:12393001-12475855

Configure Data Sources

1 GTEx Gene V8 View lable schema
1 adipose tissue - omental fat pad signal View table schema
- - —
1 Caltech RNA-seq - GM78 1x75D - 1 View table schema 1‘"] E%ﬂ: L f- —_— 9 f_ -5
. 15. ~ XEirA faly, -
1 Caltech RNA-seq - GMT8 1x75D - 2 View table schema
1 Caltech RNA-seq - H1ES 1x75D - 1 View table schema
]

Add Data Source

track group view subtrack
s ~|[Minus Raw Signal._. v | [H1ES 1x75D - 1 (wgEncodeCaltechRnaSeqH1hescR1x75dTh10148UMinusRawRep1V4) | View table schema

[Expression

get more data:
track hubs | custom tracks

# hgintegrator: database=hg19 region=chr3:12393001-12475855 Tue Jan 17 21:47:19 2023

#gtexGeneVB.chrom gtexGeneV8.chromStart  gtexGeneV8.chromEnd gtexGeneV8.name gtexGeneVEB.score gtexGeneVB.strand  gtexGeneVB.geneld  gtexGeneV8.geneType gtexGeneV8.expCount gtexGeneV8.expScores hub_2441861_f354a5d08a4396adc2cce0a04fb70841.chrom
hub_2441861_f354a5d08a43%6adc2cce0a04fb70841.chromStart hub_2441861_f354a5d08a4396adc2cce0a04fb70841.chromEnd hub_2441861_f354a5d08a4396adc2ece0a04fb70841.valueAverage wgEncodeCaltechRnaSeqGm12878R1x75dTh1014UMinusRawRep1V4.chrom
wgEncodeCaltechRnaSeqGm12878R1x75dTh1014UMinusRawRep1V4.chromStart wgEncodeCaltechRnaSeqGm12878R1x75dTh1014UMinusRawRep1V4.chromEnd  wgEncodeCaltechRnaSeqGm12878R1x75dTh101 4UMinusRawRep1V4.valueAverage  wgEncodeCaltechRnaSeqGm12878R1x75dTh1014UMinusRawRep2V4.chrom

wgEncodeCaltechRnaSeqGm12878R1x75dTh1014UMinusRawRep2V4.chromStart wgEncodeCaltechRnaSeqGm12878R1x75dTh1014UMinusRawRep2v4.chromEnd wgEncodeCaltechRnaSeqGm12878R1x75dTh1014UMinusRawRep2V4.valueAverage  wgEncodeCaltechRnaSeqH1hescR1x75dTh101 4UMinusRawRep1V4.chrom
wgEncodeCaltechRnaSeqH1hescR1x75dTh1014UMinusRawRep1V4.chromStart ~ wgEncodeCaltechRnaSeqH1hescR1x7 5dTh1014UMinusRawRep1V4.chromEnd wgEncodeCaltechRnaSeqH1hescR1x7 5dTh1014UMinusRawRep1V4.valueAverage

chr3 12328866 12475855 PPARG 441+ ENSGO00D00132170.19 protein_coding 54
111.1,100.8,2.817,4.412,11.615,4.447,15.31,1.268,1.835,0.962,2.774,2.425,1.834,2.175,1.344,1.058,1.546,0.712,1.473,0.827,71.26,0.31,20.425,14.11,8.176,5.916,21.575,3.985,5.033,3.615,7.896,5.217,4.716,7.852,8.1 48,3.55,19.455,4.966,2.097,13.79,17.47,0.893,0.456,5.365,4.717,6.024,9.239,11.03,10.46,

7.023,18.51,10.755,9.384,1.777, chr3 12393000 12475855 0.044918 chr3 12428944 12429019 -0.031200
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UShER: Ultrafast Sample placement on Existing tRee

v i Garrra Browisr | vhow diwnsangied ol wes i Msstaira || vhow sbira 1 2 Naslsn || o sukioes 2 n Mo,

1y v okt wish 10 ek, cick 8 view obiren n st hon, e i yeus can e on & CE i o

Choose your pathogen: [SARS-CoV-2 v — messecee—mmaees T
Select your FASTA, VCF or list of sequence names/IDs: | 7 7 TILESER R hTuEEA ;: ::; m" : n " :i " " :ﬂ .. N : °
[N o lom o s0a 61 ' B

or paste in sequence names/IDs:

Subltroe 1: 3 rolated samples

e s | et

NC_045512v2 Il

Phylogenetic tree version:
6,653,976 genomes from GenBank, COG-UK and CNCB (2023-01-17); sarscov2phylo 13-11-20 tree with newer sequences added by UShER

10 Kb} { wuhCor1
| 3,000 4000 5000 8000 7,000 8000 9000 10,000 11,000/ 12,000| 13,000| 14,000| 15000/ 16,000] 17,000] 18,000] 19,000] 20,000| 21,000 22,000| 23,000| 24,000 25.000| 26,000| 27,000| 28,000| 29,000
| | I Subiree 1: uploaded sn?\plns hypothetical_uploaded_sequance_1 hywhaum‘\,up\aa‘m,seqwnce,z and 1 other samples and nearest nmgnwmgl public it | | |
| | Subtree 2: uploaded samples hyDOthelicaLuD‘waded,swquenc‘ej. hypothetical_uploaded_sequence 5 aﬂd‘nealest He\ghb‘oﬂng public seﬂuemeﬁ | | |
sublree?
Uploaded sample genotypes [
N y hypothetical_uploaded s
| Upload | | Upload Example File | More example files laivirios iy
hypothetical_uploadad_se
hypothetical_uploaded_se | |

MNumber of samples per subtree showing sample placement:

hypothetical_uploaded_se

|
NCBI Ganes from NC_045512.2

s : a o ] 7
More information e e S
M N
. ) L . . orFsll
Upload your SARS-CoV-2 seguence (FASTA or VCF file) to find the most similar complete, high-coverage samples from GISAID or from public seque | Uit ot s bt o s beens orF7a [l
databases (INSDC: GenBank/ENA/DDBJ accessed using NCBI Virus, COG-UK and the China National Center for Bicinformation), and your sequenc (| ENRERARERARA RSN ARREEERER RN RERRRERE AR RRRRRE R R AN RN '.
. . . . . L UniProt Protein Products (Polypeptide Chains. after cleavage) )
placement in the phylogenetic tree generated by the sarscov2phylo pipeline. Placement is performed by Ultrafast Sample placement on Existing tRe Rl ) il | B ey “PCIE Scie b (e M | | |5 700 |
(UShER) (Turakhia et al.). UShER also generates local subtrees to show samples in the context of the most closely related sequences. The subtrees | e o I ] rsp1 HEEEL %F';?ﬁcl- OPF‘S%RFB(%F*I
be visualized as Genome Browser custom tracks and/or using Nextstrain's interactive display which supports drag-and-drop of local metadata that el Sg et OHF’“O.RF%.
. Pi ORFad... I Putative ORF10... |
remains on your computer. W UriFret R s iiswsinn 8 inbetogtt i P
Disordered Rl Disordered [l Disordered [l Int:RMP Remd | GpppA-binding | Diserdered | Disordered | Disordered | Disordered |
Binding to 40s.. |I Di.anrderedp!jl D\suaderargl i Disgrdemdl | gl)’\ls;:nszjed
it i i i, CaHz | is ordie isordared isorderad iy
GISAID data displayed in the Genome Browser are subject to GISAID's Terms and Conditions. SARS-CoV-2 genome sequences and metadata are ik iy Pk T et 2] Rl
available for download from GISAID EpiCoV™. el R e bl ot o) eceret |
Receptor-bindi Dimerization '
N Disordered | Putative NLRP3,
COVID-19 Pandemic Resources at UCSC Integrinbindi...| Disordered §
binds ACE2 [
Immunedominant. .. |
Disordered |
Disordared |
Putative super... |

Fusion peptide 1]
Fusion peptide 2 |
Heplad repeat 1

UniPrat Domains
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Gene interactions and pathways from curated databases and text-mining 0

MTOR: top 25 interacting genes (chri:11166587-11322608)

Mouse over or click genes or lines for details. Dashed lines indicate interactions without text mining support. Click any gene to make it the new center. Click any line to show details about the inte

for details.

Gene: | MTOR [Show all interactions, even only text-mining support v | L) Hide non-MTOR interactions  Show top @ Genes on graph = Annotate Genes~ || Download ~

RHEB RPS6KB1 @ T ﬁ?%7 )y 7—;_5 & %@ﬁ%%q:
L DI

PRKAA2 PRKAB1

IF4EBP1

VEGFA \ —— @ \®
: . €
-~
MLST8 l “

-

/

5 —.’.’AKTI ’
»\ "“. ¥ 4“

\\‘ -

"’,‘ TSC1 T7FHIVPNTTILT PRy ""LE‘:

PIK3R1 HIEAEA t')—CL\%@—C\ 7 U V4 7£‘§El

PRKAG2

PRKAB2

RPTOR

Other genes interacting with MTOR. Mouse-over to show number of abstracts or databases. Sorted alphabetically (sort by article count).
Like above, interactions are colored by support. Grey:only text mining, light-blue:interaction database, blue:pathway database

— DTFERVA—=VF—N=F B L,

ABL1» » » AKT1S1» » » » R = y\]2 o
» > » ATG13» » » ATM » Irﬁkﬁ“l\ ( Oﬁzé Lf:wh\ﬁ\bh\é
» ATR » » » BCL2L1 » » » S
: . . : ; . : a7, Bk(GCTHERBSE, PIN, pathway databaseZ: &),
BRCA1» CT7orf25 » CAD » » » » »
» » » » » » »
4 4 » CCNET1 » CCNE2 » » »
» » » » » » »
» CCT2» » > » » »
CDK2 » » CDYL » CFP» CHUK » CLIP1 » CLTC »



VisiGene Image Browser < xp518 ®In Situ Hybridization Image

VisiGene Image Browser

VisiGene is a virtual microscope for viewing in situ images. These images show where a gene is used in an organism, sometimes down to cellular resolution. With VisiGene users can retrieve images that meet specific search crit

[aTF3 | search

Good search terms include gene symbols, authors, years, body parts, organisms, GenBank and UniProt accessions, Known Gene descriptive terms, Theiler stages for mice, and Nieuwkoop/Faber stages for frogs. The wildcard ¢

must match. > Y
Sample queries ’

|
Request: VisiGene Response: |
nkx2-2 Displays images associated with the gene nkx2-2 !
hoxa*® Displays images of all genes in the Hox-A cluster (Note: * works only at the end of the word) !
NM_007492 Displays images associated with accession NM_007492
theller 22 Displays all images that show Theiler stage 22
vgPrb_16 Displays images associated with VisiGene probe ID 16
allen institute Displays all images from the Allen Brain Atlas |
mouse Displays all mouse images
Xenopus Displays all images associated with frogs of genus Xenopus

mouse midbrain Displays mouse images that show expression in the midbrain
smith jc 1994 Displays images contributed by scientist J.C. Smith in 1994

Images Available

The following image collections are currently available for browsing:

High-quality high-resolution images of eight-week-old male mouse sagittal brain slices with reverse-complemented mRNA hybridization probes from the Allen Brain Atlas, courtesy ¢
Mouse in sifu images from the Jackson Lab Gene Expression Database (GXD) at MGI

Transcription factors in mouse embryos from the Mahoney Center for Neuro-Oncology

Mouse head and brain in situ images from the Gene Expression Nervous System Atlas (GENSAT) database

Xenopus laevis in situ images from the National Institute for Basic Biology (NIBB) XDB project

1. BERF CTHRXR

2. 7AWV KAH—KRT, 773 U—ZELERRBTES
3. HWRICTTEB > TWVWABXZT—ZH L >Hh Y LEH,
A, BIRHENA7F Y T4 TX7>A— KA A]EE ]

source: Mahoney Lab source: MGl Reference: Mouse Brain Organization Revealed Through Direct Genome-Scale TF Expression Analysis.

Year: 2004 Contributors: Gray PA.Fu H.Luo P.Zhao Q.Yu J.Ferrari A Tenzen T.Yuk D.l.Tsung E.F.Cai Z Alberta J.A.Cheng LP.Liu Y..Stenman J.M.Valerius M.T. Billings N.Kim HA. Greenberg M.E.McMahon A P.Rowitch D.H. Stiles
CcD.MaQ,

Gene: Atf3 Probe: RNA from primers GenBank: NM 007498

Organism: Mus musculus Sex: n/a Strain: C57BL Genotype: wild type

Stage: 10.5 day old embryo (Theiler 17) Body Part: whols

Expression: central nervous system(0.17) Section Type: whole mount

Acknowledgements: Thanks to Paul Gray for transferring the images.

Acknowledgements: Thanks to the Gene Expression Database group at Mouse Genome Informatics (MGI) for collecting, annotating and sharing this image. The MGl images were last updated in VisiGene on March 28, 2006.
Additional and more up to date annotations and images may be available directly at MGL.

|
|
|
|
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Variant Annotation Integrator NYTURNIT/T—avaEMA5

Genomes Genome Browser Tools Mirrors Downloads Projects Help

Variant Annotation Integrator

Select Genome Assembly and Region

clade genome assembly —
[Mammal ~ |[Human + | [Dec. 2013 {GRCh38/hg38) - }
region to annotate

[chr2:25,160,915-25,168,903 |

Select Variants

Your session doesn't have any custom tracks or hub tracks in pgSnp or VCF format. | add pgSnp or VCF custom track | | add track hub
variants: |Arlificial Example Variants + |
maximum number of variants to be processed: [10,000 +

manage custom tracks || track hubs | To reset all user cart settings (including custom tracks), click here.

Select Genes

The gene predictions selected here will be used to determine the effect of each variant on genes, for example intronic, missense, splice site, intergenic etc.
[NCBI RefSeq HGMD subset: transcripts with clinical variants in HGMD |

Select Regulatory Annotations
_] DNase | Hypersensitivity Peak Clusters from ENCODE (95 cell types)
EE A
ZIN
[-] Database of Non-synonymous Functional Predictions (dbNSFP)
Setall || Clear all
PolyPhen-2 with HumVar training set (D = probably damaging, P = possibly damaging, B = benign) N J (o] 7\\ —_ i %:t % > I — ~ I\ 'IEE =+ t
= — - . — 1 . _ . _ A : kY
MutationTaster (A = disease causing automatic, D = disease causing, N = polymorphism, P = polymorphism automatic) /E\I 7 I:l 7 z \ % 0) O % /\ J j / 0) ﬁ :Fli
GERP++ Rejected Substitutions (RS)

The annotations in this section provide predicted regulatory regions based on various experimental data. When a variant overlaps an annotation selected here, the consequence term regulatory_region_variant will be assigned. Follow the links to description pages that explain how each dataset
[+] filter items d bSN P7b\ l\
dbMNSFEP (Liu ef al. 2015) release 3.1a provides pre-computed scores and predictions of functional significance from a variety of tools. Every possible coding change to transcripts in Gencode release 22 (Ensembl 79, Mar. 2015) gene predictions has been evaluated. Note: This may not
[CJ Variant Effect Scoring_Tool (VEST) (scores [0-1] predict confidence that a change is deleterious
MutationAssessor (high or medium: predicted functional; low or neutral: predicted non-functional)
GERP++ Neutral Rate (NR)

was constructed. Some datasets cover a significant portion of the genome and it may be desirable to filter these annotations by cell type and/or score in order to avoid an overabundance of hits.
Select More Annotations (optional)
encompass all transcripts in your selected gene set.
. A — N N, o I
SIFT (D = damaging, T = tolerated) Va rla nt%ﬁ {/\_ ‘j: Li Li lk:\;g t 79: ) z k, \ % 4‘% HE
PolyPhen-2 with HumDiv training set (D = probably damaging, P = possibly damaging, B = benign) =7 I
Likelihood ratio test (LRT) (D = deleterious, N = Neutral, U = unknown) 2y
InterPro protein domains [_/ Z N I:I 2 N % o

ooooOooa




DNA Duster and Protein Duster FRFDIE~ELEEEISEL ST
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DNA Duster

by Jim Kent

uff from a sequence. It outputs in a variety of formats including as translated protein.

GGGTG CCCGTC GAGNTC CCCCC

DNA Duster® 53

GGGTGCCCGTCGAGNTCCCCCC

« KL< HBEETFr—T v b
DEPZEFVWTIND
Output format: » NiEERA»&H o7
spaces line breaks: show numbers (| case
strand| unchanged V|

translate | start at AUG [ lower case is intron



Executable and Source Code Downloads iimkentautility tools

Name Last modified Size Description

Parent Directory -
external.i386/ 2017-05-25 15:04 -
external.x86_64/ 2021-11-01 14:04 -
linux.x86_64.v369/ 2019-02-01 18:05
linux.x86_64.v385/ 2021-08-04 10:50

linux.x86_64/ 2023-01-17 16:04 -
macOSX.arme4/ 2022-12-2113:112 -
macOSx.x86_64/ 2023-01-17 21:59
testFiles/ 2022-11-14 16:52 -

userApps.archive/ 2023-01-17 16:41 -
userApps.src.tgz 2023-01-17 16:40 23M

UCSC GB#%1Epk - FIFHd 5 LT, E L X T
T DRI TS
ZENAFY 774 ILHPBAEINTHWT, OV
INAILD WAL N

SR T, NTHD A0

HH R A R A R e R i R R R R R R R R R T R R R R R
This file is from:

http://hgdownload.soe.ucsc.edu/admin/exe/macOSX.x86_64/README.txt

This directory contains applications for stand-alone use,
built on a Mac 05X 10.15.7 intel machine. {Catalina)
Darwin Kernel Version 19.6.0, gcc version:

Apple clang version 12.0.0 (clang-1200.0.32.29)
Target: xB6_64-apple-darwin19.6.0

Thread model: posix

kent source tree v442 January 2023.
[ =

For help on the bigBed and bigWig applications see:

http://genome.ucsc.edu/goldenPath/help/bigBed.html

http://genome.ucsc.edu/goldenPath/help/bigWig.html

Wiew the file 'FOOTER.txt' to see the usage statement for
each of the applications.

The shared libraries used by these binaries are: (from: otool -L <binary=)
Jusr/lib/libe++.7.dylib (compatibility version 1.0.0, current version 902.1.0)

Jusr/lib/libSystem.B.dylib (compatibility version 1.0.0, current version 1281.100.1)
Jusr/lib/libz.1.dylib {compatibility version 1.0.0, current version 1.2.11)



http://hgdownload.soe.ucsc.edu/downloads.html#source_downloads
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TogoTV (https://togotv.dbcls.jp/)
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H3K27Ac Marﬁ( ften Found Near Active Regulatory Elements) on 7 cell lines from ENCODE
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100 vertebrates Basewise Conservation by PhyloP

UCSC Genome Browser

@ucscgenomebrowser
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UCSC Genome Browser

The UCSC Genome Browser is a public, freely available, open-source web-based
graphical viewer for the display of genome sequences and their annotations.

Twitter-account: @GenomeBrowser
1.858
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