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Human BLAT Search

BLAT Search Genome

Genome: [] Search all Assembly: Query type: Sort output: Output type:

[Human v | Dec. 2013 (GRCh38/hg38) BLAT's guess v hyperlink v

> test_SOD1 v,
GTCCTCGGAACCAGGACCTCGGCaTaGecTAGes ¢ fastafzzt

[J All Results (no minimum matches) Submit I'm feeling lucky | Clear

Paste in a query sequence to find its location in the the genome. Multiple sequences may be searched if separated by lines starting with '>'
followed by the sequence name.

File Upload: Rather than pasting a sequence, you can choose to upload a text file containing the sequence.
Upload sequence: | 7 77 JL&ERR [FIRShTWEEA submit file

Only DNA sequences of 25,000 or fewer bases and protein or translated sequence of 10000 or fewer letters will be processed. Up to 25
sequences can be submitted at the same time. The total limit for multiple sequence submissions is 50,000 bases or 25,000 Ietters
A valid example is GTCCTCGGAACCAGGACCTCGGCGTGGCCTAGCG (human SOD1).  + 0){&”0)2%@] EADULELLS

BlatiCtR R 2 XFFZ ANT IEEICKED £29, SEIEZDR—ITRBNINTWVS
SOD1DIBEINZHFIHRELTHEL S ERBWET, CDRIC, fastalbX TANT B &7/
LT ZIY TRREETDEZFINRREINZD T, BEHLEI, Z0HE. submitd L < &
Im feeling luckyZ# U £ 9, Im feeling luckyld. googleDtRR & [AHKIC. BWERFER Dtopk
DYV IFEETA LY MIRRLTINE T, SEIDAEIDEFIESODTICtopk v kT
5 ENBEBELZDT, £9Imfeeling luckyzZ#H UL THEL &£ 5,



UCSC Genome Browser on Human (GRCh38/hg38)
move <<< << < > >> >>> zoomin|15x 3x 10x base zoomout| 1.5x 3x 10x 100x

multi-region | chr21:31,659,732-31,659,765 34 bp. [gene, chromosome range, search terms, help pages, see exa| | go | examples
chr21 (g22.11) Akl -0 PN 21q21.1

Scale 10 bases
chr21: 31,659,735| 31.659A74o| 31.659A745| 31.659.750| 31,659,755| 31,659,760/
-G T CCTCGGA CCAG ACCT GGCGTGGCCTAGTCG
‘\. Fix Patch S A nents
Reference Assembly Alternate Haplotype Sequence Alignments

Your Sequence from Blat Search
&%2 > test_human_SOD1

5001)31 ENCODE o1 (K GENCODE V41 (2 items filtered out)
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RefSeq genes from NCBI
RefSeq Curated

OMIM Allelic Variant Phenotypes
OMIM Alleles
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Gene Expression in 54 tissues from GTEx RNA-seq of 17382 samples, 948 donors (V8, Aug 2019)
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Repeating Elements by RepeatMasker

RepeatMasker
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Human (hg38) BLAT Results

BLAT Search Results

Go back to chr21:31659732-31659765 on the Genome Browser.

Custom track name: |blat test_human_SOD1 \
Custom track description: |blat on test_human_SOD1

Build a custom track with these results

ACTIONS  QUERY SCORE START END QSIZE IDENTITY CHROM STRAND START  END SPAN

browser details test_human_SOD1 34 1 34 34 100.0% chr21 + 31659732 31659765 34

SEDFERTIE. EEN—D2DH. T/ LICAZ—JICT A4 AXAY hEhicZ Edbh

D £9, BLASTTIFIZXE Tside by side 7 T4 XY MR EDERNEBRINDDICKT LT,
17TV Y TV BERRRDBLATORHEO—DTY, EREZFDEFHAILNSYIEL
TR T 29 Jb—BICERRESNET, T/ LDKETORRODEWEIT TR, TOHA
SLONTYIERZFEST, I TICEDADICT ZAX Y AENTWSHhbh > TWLWBED
HEHE5MUHARLTRIFIE, BLATZEENICERY —ILE UTHFIETE S DT T
ER

—7 T, BLASTD & S73side by sideD 7 714 XY hHRIW. HULIE. By b UTEIR
DEFEWMEBLIEVWEWVWSEREHDEBWNET, DHFEIE. detailz7 Vv LTL
=LY\,

Alignment of test_human_SOD1 and chr21:31659732-31659765

Click on links in the frame to the left to navigate through the alignment. Matching bases in cDNA and genomic sequences are colored blue and capitalized. Light
blue bases mark the boundaries of gaps in either sequence (often splice sites).

cDNA test_human_SOD1
TCCTCGGAA CCAGGACCTC GGCGTGGCCT AGC
Genomic chr21 :

agagtgggcg aggcgeggag gtctggecta taaagtagte gcggagacgg 31659681
ggtgctggtt tgcgtcgtag tetectgeag cgtetggggt tteegttgea 31659731

TCCTCGGAA CCAGGACCTC GGCGTGGCCT AGCGagttat ggcgacgaag 31659781
geegtgtgeg tgctgaaggg cgacggecca gtgcagggea teatcaattt 31659831
cgagcagaag gcaagggctg ggacggaggce ttgt

Side by Side Alignment

00000001 gtcctcggaaccaggacctcggegtggectageg 00000034
>>>>>>>> NN >>>>>>>>
31659732 gtcctcggaaccaggaccteggegtggectageg 31659765

*Aligned Blocks with gaps <= 8 bases are merged for this display when only one sequence has a gap, or when gaps in both sequences are of the same size.
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In-Sillico PCR

BLATDZA4%ZIRD R > T... gPCR primerD & SHIEWEFIDZEEIZEST D
h?

QPCRZZAN—DESBRIFY U Iv I avichhd & 5B IEEICEVWETIL.
BLATCIZY / AICFEEUVRBRWEHRDIFID I ENTEXFFA. TDOLSHBIGEIE. In-
Silico PCRZfEW., #—47 v N ERBZELRTFEY FZEBIRLTHATL SV, In-Silico
PCROFHDBRBEHLBEWVWD T, T7ANV¥—DRTICIEZESEZFATZANVNNEBNE
ED

Fie. BEOERBRRZFORETTIX. 754 Y—XRETEZFESLDORXR 7O T LZHN
TIID T EN—MMLERWVWE T, BERE PPCREMIC D LWTFHlRBRIE SN,
PCRODEEHCKEZMNTBRWTEL D, 7U—FA N TER TSI ENFEAEHD X
The UNULEHS, FESHDO IOV TLICEBNIEATERITE EITNBPCRAMILS
BWERP, £ENVYY FEITFEETES LKL TIREWIFTERWKRR. fER U f<PCR primer
Z7/LEICERRUEERZED EWIRRIEKREZICEBLE T, FO5Wolc&EElL, DY —
IWHMEZ B L SICHB>THELL EFEFRIEBWET,

Tools -> In-Silico PCR%Z 2R LT £ L\,
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UCSC In-Silico PCR

Genome: Assembly: Target: Forward Primer: Reverse Primer:
[Human v| [Feb. 2009 (GRCh37/hg19) v| | genome assembly v| [ [ | submit

Max Product Size: [4000 | Min Perfect Match: [15 | Min Good Match: [15 | Flip Reverse Primer: [

About In-Silico PCR
In-Silico PCR searches a sequence database with a pair of PCR primers, using an indexing strategy for fast performance. See an example video on our YouTube channel.
Configuration Options

Genome and Assembly - The sequence database to search.

Target - If available, choose to query transcribed sequences.

Forward Primer - Must be at least 15 bases in length.

Reverse Primer - On the opposite strand from the forward primer. Minimum length of 15 bases.

Max Product Size - Maximum size of amplified region.

Min Perfect Match - Number of bases that match exactly on 3' end of primers. Minimum match size is 15.
Min Good Match - Number of bases on 3' end of primers where at least 2 out of 3 bases match.

Flip Reverse Primer - Invert the sequence order of the reverse primer and complement it.

Output

When successful, the search returns a sequence output file in fasta format containing all sequence in the database that lie between and include the primer pair. The fasta header describes the region in the
database and the primers. The fasta body is capitalized in areas where the primer sequence matches the database sequence and in lower-case elsewhere. Here is an example from human:

>chr22:31000551+31001000 TAACAGATTGATGATGCATGAAATGGG CCCATGAGTGGCTCCTAAAGCAGCTGC
TtACAGATTGATGATGCATGAAATGGGgggtggccaggggtggggagtga
gactgcagagaaaggcagggctggttcataacaagcetttgtgegtcccaa
tatgacagctgaagttttccaggggctgatggtgagccagtgagggtaag
tacacagaacatcctagagaaaccctcattccttaaagattaaaaataaa
gacttgctgtctgtaagggattggattatcctatttgagaaattctgtta
tccagaatggcttaccccacaatgctgaaaagtgtgtaccgtaatctcaa
agcaagctcctcctcagacagagaaacaccagccgtcacaggaagcaaag
aaattggcttcacttttaaggtgaatccagaacccagatgtcagagcetee
aagcactttgctctcagetccacGCAGCTGCTTTAGGAGCCACTCATGaG

The + between the coordinates in the fasta header indicates this is on the positive strand.

In-Silico PCRI%. PCRDIRERE 7R SHFITEK S IRV Y TIVIBATARARICE>TWDS
ERWEY, HNET24YEZFEIRL. ﬁﬁ?ﬁd)j%/(?—ﬁﬂﬁu%)\j] LT, ET95ET
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BRENET, PCR7’547—®§)&#—517§“5§%3‘%$57375’(7—{15)5&“/—)[/73“%
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UCSC Genome Browser on Human (GRCh38/hg38)
move <<< << < > >> >>>/zoomin| 1.5x 3x 10x base zoomout| 1.5x 3x 10x 100x

multiregion | chr2:25,160,915-25,168.903 7,989bp. (ATl " ]/go examples

‘ATFS (Homo sapiens activating transcription factor 3 (ATF3), transcript variant 3, mRNA. (from RefSeq
11-4nM_001030287))
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GENCODE V41 (5 items filtered out)
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NCBI RefSeq genes, curated subset (NM_*, NR_*, NP_* or YP_") - Annotation Release NCBI Homo sapiens Annotation Release 110 (2022-04-12)

ATF3/NM_001030287.4
ATF3/NM_001206488.3
ATF3/NM_001674.4
ATF3/NM_001040619.3
ATF3/NM_001206484.3
ATF3/NM_001206486.2
OMIM Allelic Variant Phenotypes
OMIM Alleles

OMIM Gene Phenotypes - Dark Green Can Be Disease-causing
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ENCODE cCREs

Gene Expression in 54 tissues from GTEx RNA-seq of 17382 samples, 948 donors (V8, Aug 2019)

ENCODE Candidate Cis-Regulatory Elements (cCREs) combined from all cell types
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BWEXT, h—YV—-IllzEdhETHEI Vv IZ LTSI,
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4 zoom to NM_001030287.4 Gene Expression in 54 tissues from GTEx RNA-seq of 17382 samples, 948 donors (V8, Aug 2019)

‘ NCBI RefSeq genes, curated subset (NM_*, NR_*, NP_* or YP_") - Annotation Release NCBI Homo sapiens Annotation Release 110 (2022-04-12)
J ATF3 ||| Highlight NM_001030287.4

ENCODE Candidate Cis-Regulatory Elements (cCREs) combined from all cell types
ENCODE cCREs U8 open details page in new window... | | 1

move start Click onafe ([} gpow details for NM_ 001030287.4. »om in. Click grey side bars for track options. Drag side bars or labels up or down to reorder tracks. Drag tracks left or right to new position. move end
< \2.0 | > - o for keyboard shortcuts. Use drop-down controls below and press refresh to alter tracks displayed. < \2,0 | >

/ Configure RefSeq Curated track search = hide all = add custom tracks | configure = reverse  resize expand all

/2 Configure NCBI RefSeq track s... Mapping and Sequencing

> View image P13 Fix Patches P13 Alt Haplotypes Assembly Centromeres hromosome
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NCBI RefSeq genes, curated subset (NM_*, NR_*, NP_* or YP_*) - NM_001030287.4

RefSeq Gene ATF3

RefSeq: NM_001030287.4 Status: Reviewed
Description: activating transcription factor 3, transcript variant 3
Molecule type: mRNA

Source: BestRefSeq

Biotype: protein_coding

Other notes: isoform 1 is encoded by transcript variant 3
OMIM: 603148

Protein: NP_001025458.1

HGNC: 785

Entrez Gene: 467

GeneCards: ATF3

AceView: ATF3

Summary of ATF3
This gene encodes a member of the mammalian activation transcription factor/cAMP responsive element-binding (CREB) protein family of transcription factors. This ge

those encountered by cancer cells, and is involved in the complex process of cellular stress response. Multiple transcript variants encoding different isoforms have bee
of this gene may be physiologically important in the regulation of target genes. [provided by RefSeq, Apr 2011].

mRNA/Genomic Alignments (NM_001030287.4)
BROWSER | SIZE IDENTITY CHROMOSOME STRAND START  END QUERY  START END TOTAL

browser | 1847 100.0% 1 +212565407 212620775 NM_001030287.4 1 1847 1847

View details of parts of alignment within browser window.

NM 00~%2 w2 LTLIEEW, NCBI Genbank|iCBEI TE 3139 T,



National Library of Medicine [Login |

National Center for Biotechnology Information

Nucleotide [Nucleotide  v|

Advanced

GenBank ~ Send to: v N
Change region shown

Homo sapiens activating transcription factor 3 (ATF3), transcript variant 3, mRNA

NCBI Reference Sequence: NM_001030287.4
FASTA Graphics

Customize view

Analyze this sequence

Go to: (v Run BLAST

LOCUS NM_001030287 1847 bp mRNA linear PRI29-DEC-2022 Pick Primers
DEFINITION Homo sapiens activating transcription factor 3 (ATF3), transcript

variant 3, mRNA. Highlight Sequence Features
ACCESSION NM_001030287
VERSION NM_001030287.4

KEYWORDS RefSeq. Show in Genome Data Viewer

Find in this Sequence

SOURCE  Homo sapiens (human)
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Euarchontoglires; Primates; Haplorrhini; Articles about the ATF3 gene
Catarrhini; Hominidae; Homo. ATF3 in atherosclerosis: a controversial
REFERENCE 1 (bases 1to 1847) transcription factor. [J Mol Med (Berl). 2022]

AUTHORS Wang B, Yang X, Sun X, Liu J, Fu Y, Liu B, Qiu J, Lian J and Zhou
. ATF3 -activated accelerating effect of

TITLE  ATF3 in atherosclerosis: a controversial transcription factor LINC00941/InclAPF on fibroblz [Autophagy. 2022]

JOURNAL J Mol Med (Berl) 100 (11), 1557-1568 (2022)
PUBMED 36207452
REMARK GeneRIF: ATF3 in atherosclerosis: a controversial transcription
factor.
Review article
REFERENCE 2 (bases 1 to 1847)
AUTH()ZRS Zhang J, Wang H, Chen H, Li H, Xu P, Liu B, Zhang Q, Lv C and Song Reference sequence information
TITLE  ATF3 -activated accelerating effect of LINCO0941/InclAPF on RefSeq alternative splicing
fibroblast-to-myofibroblast differentiation by blocking autophagy Siee 11 referance m’RNf\ sequence splice
depending on ELAVL1/HuR in pulmonary fibrosis variants for the ATF3 gene
RNAL Autophagy 18 (11), 2636-2655 (2022) RefSeq protein product
Q

Nuclear Receptor PXR Confers Irradiation
Resistance by Promoting DN; [Front Oncol. 2022]

See all...

KEIDFASTAZ 7 ) w27 LTL2E W, 9% &. mRBNADERSAMfastafe R RSN E T
DT, AE—ULThEWnWTLLiEEW, Z7T1ILICEREFELIZVWEESIE. sendtox ) v I 9%
ETINT ITIUAZ 2 —HRREN., FileZm:BIRI B EBETEEY,

FASTA ~ Send to: v

@® Complete Record

Homo sapiens activating transcription factor 3 (ATF3), transcript ' Ocoding sequences

NCBI Reference Sequence: NM_001030287.4 (U Gene Features

GenBank  Graphics Choose Destination

>NM_001030287.4 Homo sapiens activating transcription factor 3 (ATF3), transcript variant 3, mRNA @File O Clipboard
GTGACAAGAAGAGAAATCCTCCTCTATATAGGATGCTCTGCTGTTTCCTAAGGATTTTCAGCACCTTGCC
CCAAAATCAAAATGATGCTTCAACACCCAGGCCAGGTCTCTGCCTCGGAAGTGAGTGCTTCTGCCATCGT
CCCCTGCCTGTCCCCTCCTGGGTCACTGGTGTTTGAGGATTTTGCTAACCTGACGCCCTTTGTCAAGGAA
GAGCTGAGGTTTGCCATCCAGAACAAGCACCTCTGCCACCGGATGTCC CGCTGGAATCAGTCACTG Download 1 item.
TCAGCGACAGACCCCTCGGGGTGTCCATCACAAAAGCCGAGGTAGCCCCTGAAGAAGATGAAAGGAAAAA Format
GAGGCGACGAGAAAGAAATAAGATTGCAGCTGCAAAGTGCCGAAACAAGAAGAAGGAGAAGACGGAGTGC [FasTA V|
CTGCAGAAAGAGTCGGAGAAGCTGGAAAGTGTGAATGCTGAACTGAAGGCTCAGATTGAGGAGCTCAAGA = T
ACGAGAAGCAGCATTTGATATACATGCTCAACCTTCATCGGCCCACGTGTATTGTCCGGGCTCAGAATGG Show GI [J
GAGGACTCCAGAAGATGAGAGAAACCTCTTTATCCAACAGATAAAAGAAGGAACATTGCAGAGCTAAGCA o
GTCGTGGTATGGGGGCGACTGGGGAGTCCTCATTGAATCCTCATTTTATACCCAAAACCCTGAAGCCATT [ Create Fie |
GGAGAGCTGTCTTCCTGTGTACCTCTAGAATCCCAGCAGCAGAGAACCATCAAGGCGGGAGGGCCTGCAG
TGATTCAGCAGGCCCTTCCCATTCTGCCCCAGAGTGGGTCTTGGACCAGGGCAAGTGCATCTTTGCCTCA transcription factor.
ACTCCAGGATTTAGGCCTTAACACACTGGCCATTCTTATGTTCCAGATGGCCCCCAGCTGGTGTCCTGCC :
CGCCTTTCATCTGGATTCTACAAAAAACCAGGATGCCCACCGTTAGGATTCAGGCAGCAGTGTCTGTACC ATF3 -activated accele
TCGGGTGGGAGGGATGGGGCCATCTCCTTCACCGTGGCTACCATTGTCACTCGTAGGGGATGTGGAGTGA LINC00941/InclAPF o
GAACAGCATTTAGTGAAGTTGTGCAACGGCCAGGGTTGTGCTTTCTAGCAAATATGCTGTTATGTCCAGA Nuclear Receptor PXR
AATTGTGTGTGCAAGAAAACTAGGCAATGTACTCTTCCGATGTTTGTGTCACACAACACTGATGTGACTT Resistance by Promoti
TTATATGCTTTTTCTCAGATCTGGTTTCTAAGAGTTTTGGGGGGCGGGGCTGTCACCACGTGCAGTATCT
CAAGATATTCAGGTGGCCAGAAGAGCTTGTCAGCAAGAGGAGGACAGAATTCTCCCAGCGTTAACACAAA
ATCCATGGGCAGTATGATGGCAGGTCCTCTGTTGCAAACTCAGTTCCAAAGTCACAGGAAGAAAGCAGAA
AGTTCAACTTCCAAAGGGTTAGGACTCTCCACTCAATGTCTTAGGTCAGGAGTTGTGTCTAGGCTGGAAG
AGCCAAAGAATATTCCATTTTCCTTTCCTTGTGGTTGAAAACCACAGTCAGTGGAGAGATGTTTGGAAAC
CACAGTCAGTGGAGCCTGGGTGGTACCCAGGCTTTAGCATTATTGGATGTCAATAGCATTGTTTTTGTCA
TGTAGCTGTTTTAAGAAATCTGGCCCAGGGTGTTTGCAGCTGTGAGAAGTCACTCACACTGGCCACAAGG RefSeq altemaiive spii
ACGCTGGCTACTGTCTATTAAAATTCTGATGTTTCTGTGAAATTCTCAGAGTGTTTAATTGTACTCAATG See 11 reference mRN
GTATCATTACAATTTTCTGTAAGAGAAAATATTACTTATTTATCCTAGTATTCCTAACCTGTCAGAATAA variants for the ATF3 g
TAAATATTGGAACCAAGACATGGTAAA RefSeq protein produc
See the reference protq

Collections O Analysis Tool

Reference sequencq

2. UCSC GB®DTable browserz#|fHd %



1. D & @K ICShow details for NM_00~% 27 U w2 LTL f2& L\,

/ﬁ“ Genomes Genome Browser Tools Mirrors Downloads My Data Projects Help About Us

NCBI RefSeq genes, curated subset (NM_*, NR_*, NP_* or YP_*) - NM_001030287.4

RefSeq Gene ATF3

RefSeq: NM_001030287.4 Status: Reviewed
Description: activating transcription factor 3, transcript variant 3
Molecule type: mRNA

Source: BestRefSeq

Biotype: protein_coding

Other notes: isoform 1 is encoded by transcript variant 3
OMIM: 603148

Protein: NP_001025458.1

HGNC: 785

Entrez Gene: 467

GeneCards: ATF3

AceView: ATF3

ZD%. NM_001030287.4DXF5 2 AE— LTS W, RiIT, FEEOAXA =1 —ICH D
ToolsHh 5 Table browserz 7 'J w27 LTL FZ2E L\,

Tools Mirrors Downloads
} Blat 5 -
In-Silico PCR
LiftOver
Gene Sorter

. Variant Annotation
% Integrator

Data Integrator

Genome Graphs

B5(
Gene Interactions

Other Tools

I5ERDELSBREERMNIENE T, Table Browserld. UCSC GBOFTHHK ELR>TWS
W—)L T, UCSCHRFLTWBT—IMSIXxIExLAY Ty NTF—F =gt = 2{EF]
fd:\\/_)l/_?\g—o



o Genomes Genome Browser Tools Mirrors Downloads My Data Projects Help About Us

Use this tool to retrieve and export data from the Genome Browser annotation track database. You can limit retrieval based on data attributes and intersect or merge

Select dataset

clade: [Mammal —v| genome:[Human v| assembly: [Dec 2013 (GRCh3BG3H) v
group: [Variation ] track: [dbSNP 155 v
table: | Common dbSNP(155) (dbSnp155Common) v | | describe table schema

Note: Most dbSNP tables are huge. Trying to download them through the Table Browser usually leads to a timeout.
Please see our Data Access FAQ on how to download dbSNP data.

Define region of interest

region: © genome @ position |chr1:212,565,334-212,620,777| | lookup || define regions

identifiers (names/accessions): | paste list | upload list

Optional: Subset, combine, compare with another track

filter: ' create
subtrack merge: | create
intersection: create

Explore gene/protein interactions and pathways
Retrieve and display data

output format: Send output to (] Galaxy [J GREAT
output filename: (add .csv extension if opening in Excel, leave blank to keep output in browser)

output field separator: @ tsv (tab-separated) O csv (for excel)
file type returned: @ plain text O gzip compressed

get output || summary/statistics

ULHhULZDRE. Z<DT7T—YHEORARICEZZNIC. KXEZ 1 DEHNEZ S & HWIC
BAHLBEWT Ty RHABSNTULESDTEENVDETY, SEIOBMICIFLTDORKD
Select datasetD Y 74 V7 & 1T > TL XL\,

= clade: Mammal

= genome: Human

= Group: Genes and Predictions
= Assembly: GRCh38

= track: NCBI RefSeq

= table: RefSeq All

Select dataset

clade: genome: assembly: [Dec. 2013 (GRCh3E v
group: | Genes and Gene Predictionsv | track: |[NCBI RefSeq v
table: | RefSeq All (ncbiRefSeq) v | | describe table schema

Define region of interest

region: O genome @ position |chr1:212,565,334-212,620,771| | lookup | | define regions

identifiers (names/accessions): | paste list | upload list

Z D, Define region of interestzfMALTrF Ity 3>y YI\—%Z ANT 5D
[C. pastelistz?7 ')v 27 LET,



Paste In Identifiers for ncbiRefSeq

Please paste in the identifiers you want to include. The items must be values of the name field of the curre
information about the table fields.) Some example values:

NM_002025.4

NM_031458.3

XM_006715562.5

GUCY2GP

SEMA3C

RHPN1-AS1

submit | | clear || cancel

925&, DURNZANTZDT7A—LHHDERIDT, KFEIE—LULTEWVNM FUN
—(NM_001030287.4) = A 71 L. submitL T<ZE LY,

Retrieve and display data

output format: Send output to [ Galaxy [ GREAT
output filename: (leave blank to keep output in browser)

file type returned: @ plain text O gzip compressed

get output || summary/statistics

9 % &. Table BrowserDEHICBRICED £9, mEIC. Retrive and display datalc {77
XY 7 71L& %Z AN ULT, getoutputL £9,

Select sequence type for RefSeq All

® genomic
submit | | cancel

genomic& WS BIRD A TI A, submitL T F2E LY,

REZIC, EQEBZEET2ONEIRTIHENHD XJ, SEIEMRNARTIE D BT I
%MD T, intronsDcheckZ 7} U Tget sequencelL T 2 & L)\,



ncbiRefSeq Genomic Sequence

Sequence Retrieval Region Options:

) Promoter/Upstream by
5'UTR Exons
CDS Exons
3'UTR Exons
) Introns
) Downstream by
@® One FASTA record per gene.
© One FASTA record per region (exon, intron, etc.) with [0 Jextra bases upstream (5') and [0 |extra downstream (3')
[J Split UTR and CDS parts of an exon into separate FASTA records
Note: if a feature is close to the beginning or end of a chromosome and upstream/downstream bases are added, they may be truncated in order to avoid extending past the edge of the chromosome.

Sequence Formatting Options:

@® Exons in upper case, everything else in lower case.
(O CDS in upper case, UTR in lower case.

O All upper case.

O All lower case.

) Mask repeats: @ to lower case O toN

get sequence || cancel

FE5ET7AIVDMREESNEIDT. FOT77MILDHEZTFIRNIT 1Y THRHWTL
2L\, FTOMIZIntronsZBRW B E EBRWTWERWEEZTRTBNALTWET,

B o B ATF3_NM_001030287.4.without.intron.txt

Qv CAAAATGATGCTTCA Qx CAAAATGATGCTTCA (%]

repeduasKing=none

GTGACAAGAAGAGAAATCCTCCTCTATATAGGATGCTCTGCTGTTTCCTA
AGGATTTTCAGCACCTTGCCCCAAAATCAAAATGATGCTTCAACACCCAG
GCCAGGTCTCTGCCTCGGAAGTGAGTGCTTCTGCCATCGTCCCCTGCCTG
TCCCCTCCTGGGTCACTGGTGTTTGAGGATTTTGCTAACCTGACGCCCTT
TGTCAAGGAAGAGCTGAGGTTTGCCATCCAGAACAAGCACCTCTGCCACC
GGATGTCCTCTGCGCTGGAATCAGTCACTGTCAGCGACAGACCCCTCGGG
GTGTCCATCACAAAAGCCGAGGTAGCCCCTGAAGAAGATGAAAGGAAAAA
GAGGCGACGAGAAAGAAATAAGATTGCAGCTGCAAAGTGCCGAAACAAGA
AGAAGGAGAAGACGGAGTGCCTGCAGAAAGAGTCGGAGAAGCTGGAAAGT
GTGAATGCTGAACTGAAGGCTCAGATTGAGGAGCTCAAGAACGAGAAGCA
GCATTTGATATACATGCTCAACCTTCATCGGCCCACGTGTATTGTCCGGG
CTCAGAATGGGAGGACTCCAGAAGATGAGAGAAACCTCTTTATCCAACAG
ATAAAAGAAGGAACATTGCAGAGCTAAGCAGTCGTGGTATGGGGGCGACT
GGGGAGTCCTCATTGAATCCTCATTTTATACCCAAAACCCTGAAGCCATT
GGAGAGCTGTCTTCCTGTGTACCTCTAGAATCCCAGCAGCAGAGAACCAT
CAAGGCGGGAGGGCCTGCAGTGATTCAGCAGGCCCTTCCCATTCTGCCCC
AGAGTGGGTCTTGGACCAGGGCAAGTGCATCTTTGCCTCAACTCCAGGAT
TTAGGCCTTAACACACTGGCCATTCTTATGTTCCAGATGGCCCCCAGCTG
GTGTCCTGCCCGCCTTTCATCTGGATTCTACAAAAAACCAGGATGCCCAC
CGTTAGGATTCAGGCAGCAGTGTCTGTACCTCGGGTGGGAGGGATGGGGC
CATCTCCTTCACCGTGGCTACCATTGTCACTCGTAGGGGATGTGGAGTGA
GAACAGCATTTAGTGAAGTTGTGCAACGGCCAGGGTTGTGCTTTCTAGCA
AATATGCTGTTATGTCCAGAAATTGTGTGTGCAAGAAAACTAGGCAATGT
ACTCTTCCGATGTTTGTGTCACACAACACTGATGTGACTTTTATATGCTT
TTTCTCAGATCTGGTTTCTAAGAGTTTTGGGGGGCGGGGCTGTCACCACG
TGCAGTATCTCAAGATATTCAGGTGGCCAGAAGAGCTTGTCAGCAAGAGG
AGGACAGAATTCTCCCAGCGTTAACACAAAATCCATGGGCAGTATGATGG

GGAAGTGAGTGCTTCTGCCATCGTCCCCTGCCTGTCCCCTCCTGGGTCAC
TGGTGTTTGAGGATTTTGCTAACCTGACGCCCTTTGTCAAGGAAGAGCTG
AGGTTTGCCATCCAGAACAAGCACCTCTGCCACCGGATGTCCTCTGCGCT
GGAATCAGTCACTGTCAGCGACAGACCCCTCGGGGTGTCCATCACAAAAG

ldcheckz= A 98I, Hld. IntronZRWiecb DT FEZIFXFYVYOMUBZEINTTFAIMNLT
HEUTco EDNCMRNAELY ZEBIS TE TWEXT |

3. mMRNA®Dexon-exon junctionZz SN 3 /= DBLAT D HEFT

ST, ERIDEFBIEDLD FLIED T, SEIFZDESZBLATLIZWERBWE T, fasta”
FAINZEIAE—ULTRE (77MINICERELTEBBWVWEEA) . Tools-> BLATABEI LT

<rfEEW, BEIE, BIZX—AMBH UL EFsubmitLTLT2a W, 771N ZREFLLIE
Bldx7 71 %E R, submit fileL T 2 L\,



Human (hg38) BLAT Results

BLAT Search Results

Custom track name: |blat hg38_ncbiRefSeq NM_00103!
Custom track description: |blat on hg38_ncbiRefSeq_NM_001030287.4

Build a custom track with these results
ACTIONS  QUERY SCORE START END QSIZE IDENTITY CHROM STRAND START  END SPAN

browser details hg38_nchiRefSeq_NM_001030287.4 1844 1 1847 1847 100.0% chrl + 212565407 212620775 55369
browser details hg38_ncbhiRefSeq_NM_001030287.4 25 1474 1505 1847 96.3% chrl - 71753904 71753938 35
browser details hg38_nchiRefSeq_NM_001030287.4 21 1710 1731 1847 100.0% chr5 - 137642976 137642998 23
browser details hg38_nchiRefSeq_NM_001030287.4 20 1483 1502 1847 100.0% chr1 - 91831502 91831521 20

BLATOFERMNEKREINE T, top hitDFERDdetailzFRRL T ZE LY,

Alignment of hg38_ncbiRefSeq_NM_001030287.4 and chr1:212565407-212620775

Click on links in the frame to the left to navigate through the alignment. Matching bases in cDNA and genomic sequences are colored blue and capitalized. Light blue bases
mark the boundaries of gaps in either sequence (often splice sites).

cDNA hg38_ncbiRefSeq NM_001030287.4

"TGACAAGAA GAGAAATCCT CCTCTATATA GGATGCTCTG CTGTTTCCTA 50
AGGATTTTCA GCACCTTGCC CCAAAATCAA AATGATGCTT CAACACCCAG 100
GCCAGGTCTC TGCCTCGGAA GTGAGTGCTT CTGCCATCGT CCCCTGCCTG 150
TCCCCTCCTG GGTCACTGGT GTTTGAGGAT TTTGCTAACC TGACGCCCTT 200
TGTCAAGGAA GAGCTGAGGT TTGCCATCCA GAACAAGCAC CTCTGCCACC 250
GGATGTCCTC TGCGCTGGAA TCAGTCACTG TCAGCGACAG ACCCCTCGGG 300
GTGTCCATCA CAAAAGCCGA GGTAGCCCCT GAAGAAGATG AAAGGAAAAA 350
GAGGCGACGA GAAAGAAATA AGATTGCAGC TGCAAAGTGC CGAAACAAGA 400
AGAAGGAGAA GACGGAGTGC CTGCAGAAAG AGTCGGAGAA GCTGGAAAGT 450
GTGAATGCTG AACTGAAGGC TCAGATTGAG GAGCTCAAGA ACGAGAAGCA 500
GCATTTGATA TACATGCTCA ACCTTCATCG GCCCACGTGT ATTGTCCGGG 550
CTCAGAATGG GAGGACTCCA GAAGATGAGA GAAACCTCTT TATCCAACAG 600
ATAAAAGAAG GAACATTGCA GAGCTAAGCA GTCGTGGTAT GGGGGCGACT 650
GGGGAGTCCT CATTGAATCC TCATTTTATA CCCAAAACCC TGAAGCCATT 700
GGAGAGCTGT CTTCCTGTGT ACCTCTAGAA TCCCAGCAGC AGAGAACCAT 750
CAAGGCGGGA GGGCCTGCAG TGATTCAGCA GGCCCTTCCC ATTCTGCCCC 800
AGAGTGGGTC TTGGACCAGG GCAAGTGCAT CTTTGCCTCA ACTCCAGGAT 850
TTAGGCCTTA ACACACTGGC CATTCTTATG TTCCAGATGG CCCCCAGCTG 900
GTGTCCTGCC CGCCTTTCAT CTGGATTCTA CAAAAAACCA GGATGCCCAC 950
CGTTAGGATT CAGGCAGCAG TGTCTGTACC TCGGGTGGGA GGGATGGGGC 1000
CATCTCCTTC ACCGTGGCTA CCATTGTCAC TCGTAGGGGA TGTGGAGTGA 1050
GAACAGCATT TAGTGAAGTT GTGCAACGGC CAGGGTTGTG CTTTCTAGCA 1100
AATATGCTGT TATGTCCAGA AATTGTGTGT GCAAGAAAAC TAGGCAATGT 1150
ACTCTTCCGA TGTTTGTGTC ACACAACACT GATGTGACTT TTATATGCTT 1200
TTTCTCAGAT CTGGTTTCTA AGAGTTTTGG GGGGCGGGGC TGTCACCACG 1250
TGCAGTATCT CAAGATATTC AGGTGGCCAG AAGAGCTTGT CAGCAAGAGG 1300
AGGACAGAAT TCTCCCAGCG TTAACACAAA ATCCATGGGC AGTATGATGG 1350
CAGGTCCTCT GTTGCAAACT CAGTTCCAAA GTCACAGGAA GAAAGCAGAA 1400
AGTTCAACTT CCAAAGGGTT AGGACTCTCC ACTCAATGTC TTAGGTCAGG 1450
AGTTGTGTCT AGGCTGGAAG AGCCAAAGAA TATTCCATTT TCCTTTCCTT 1500
GTGGTTGAAA ACCACAGTCA GTGGAGAGAT GTTTGGAAAC CACAGTCAGT 1550
GGAGCCTGGG TGGTACCCAG GCTTTAGCAT TATTGGATGT CAATAGCATT 1600
GTTTTTGTCA TGTAGCTGTT TTAAGAAATC TGGCCCAGGG TGTTTGCAGC 1650
TGTGAGAAGT CACTCACACT GGCCACAAGG ACGCTGGCTA CTGTCTATTA 1700
AAATTCTGAT GTTTCTGTGA AATTCTCAGA GTGTTTAATT GTACTCAATG 1750
GTATCATTAC AATTTTCTGT AAGAGAAAAT ATTACTTATT TATCCTAGTA 1800

TTCCTAACCT GTCAGAATAA TAAATATTGG AACCAAGACA TGGTAA,

#it#t CDURLTHRRICRIZ ENTEFT,

https://genome.ucsc.edu/cgi-bin/hgc?

0=212565406&g=htcUserAli&i=. ./trash/hgSs/hgSs_genome_34914_4ed890.pslx+.
.%2Ftrash%2FhgSs%2FhgSs_genome_34914_4ed890. fa+hg38_ncbiRefSeq_NM_001030
287 .4&c=chrl&1=212565406&r=212620775&db=hg38&hgsid=1545961743_RWsba2vqJlj
M1GjFppnyhnD669179

BLAT U Texon-exon junctionz/\1 24 F 52 ENTE, D> AV EDEFDIR
TMHBEBICAR{ETEE Ui, Tld. SYBER GreenTDqPCR primerz%5t9 5 2 & %48
ELT. FROPrimerfiBZRELEL & 50 FDRRICspliceliBEZ DXL BEVLWDT, &
FiFLeblrTd,



4. Primerz:%st9 3
PrimerldPracticallC (FATD L SITRET 5 EBWET,

1. EIEY - X1%100-200bp
2. Tm55-60F (RIHZIELE. 59=HVEDIC. TENIEXFRZHIZ D)

3. 3'RIMICGHICIFCHEL LERF T HEIIFEIT S (NTHLI ERW) » =T,
IRIFEMTICRBEINEI AR Y FTT7Z—ILULPT VD TEET B,

4. TAN—DIZTERWNLSIC, 3FKBEE—HIBEINEZTE (BREHRLITER
LY)

1EBD K1

= F: 5- CCTCTATATAGGATGCTCTG-3
= R: complementary L2 9 2 F1DECSH-> 5-GATTTTGCTAACCTGACGC-3
= Forward: 49.2 C cctctatataggatgctctg

Reverse: 56.0 C gattttgctaacctgacgc

2BIHD k1

= F: 5-AGGATGCTCTGCTGTTTCC-3
= R: complementaryfLIE 9 251DECHI-> 5-GATTTTGCTAACCTGACGC-3
= Forward: 58.0 C aggatgctctgctgtttcc

Reverse: 56.0 C gattttgctaacctgacgc

UCSC In-Silico PCR

The sequences and coordinates shown below are from GENCODE Genes, not from the genome assembly. The links lead to the Genome Browser at the position of the entire target sequence.

>ENST00000366981.8__ATF3:103+269 167bp AGGATGCTCTGCTGTTTCC GCGTCAGGTTAGCAAAATC
AGGATGCTCTGCTGTTTCCtaaggattttcagcaccttgccccaaaatca
aaatgatgcttcaacacccaggccaggtctctgectcggaagtgagtget
tctgecategteeectgectgteccctectgggteactggtgtttgagGA

TTTTGCTAACCTGACGC

>ENST00000366987.6__ATF3:103+269 167bp AGGATGCTCTGCTGTTTCC GCGTCAGGTTAGCAAAATC
AGGATGCTCTGCTGTTTCCtaaggattttcagcaccttgccccaaaatca
aaatgatgcttcaacacccaggccaggtctctgectcggaagtgagtget
tctgccatcgteccetgectgtecectectgggteactggtgtttgagGA

TTTTGCTAACCTGACGC

Primer Melting Temperatures

Forward: 58.0 C aggatgctctgctgtttcc
Reverse: 56.0 C gattttgctaacctgacge
The temperature calculations are done assuming 50 mM salt and 50 nM annealing oligo concentration. The code to calculate the melting temp comes from Primer3.




ERMIC 2 DDEEEY Dprimerlc B> TWEITH, ESPSNCBIOY A K THRNzES
5, CD2DODEWNILDIEICHDKDSTT,

Transcripts for ATF3: 1 to 11 of 11

Transcript © Location

ENST00000341491.9 - NM_001674.4

ENST00000336937.8
NM. 486.2

ENST00000366981.8
ENST00000366985.5
ENST00000464547.5

613104.1

ENST00000465155.5

ENSTOO! 92118.2

20 kb

chrl 212,570,000| 212,575,000| 212,580,000]

PN 1] T N NN TN NN NN NN NN TR

ATF3/HGNC:785/NM_001

rs11571554 T/C
gnomAD v3.1.1
OMIM Genes

N
PCRO#ER

212,585,000|

Size Type Protein

12.02 kb Protein coding ENSP00000344352.4

181aa

ENSP0000!
135aa

Protein coding

55.44 kb Protein coding ENSP00000355954.2

181aa

12.14 kb ENSP000004

124aa

Protein coding

ENSP00000336908.4
106aa

Protein coding

54.20 kb Protein coding ENSP00000355948.4

175aa

10.70 kb Protein coding

Nonsense mediated decay

Protein coding

10.58 kb Retained intron

7.34 kb Protein coding CDS not defined

hg3s
212,590,000| 212,595,000/ 212,605,000/

GENCODE Va1 (10 items filtered out)

212,600,000/ 212,610,000/ 212,615,000]

ST RTHTHTNTHTNTNT T RTHT R T TR N TN TN NE RSN SR e
HUGO Gene Nomenclature
Genomics England PanelApp CNV Regions
Genomics England PanelApp Genes

Genomics England PanelApp Short Tandem Repeats
ates B se C

asew ation by Phylo

Short Genetic Variants from dbSNP Release 155 Included in ClinVar
Genome Aggregation Database (gnomAD) Genome Variants v3.1.1 (12401 items filtered out)
Dark Green Can Be Dis

OMIM Gene Phenotypes - se-causing

Your Sequence from PCR Search

HWROYUYIE I I T BE, TracklBERICIn Sillico PCRTEET LT 724 ¥ — DEER
BEENMEHIMTVWEEBWVWET, TOXKSICPCREFDNERYT /LMK EICHA LY

MIRRTBZENTEXT,




GeneSorter’ {E > fc FIRERT

CESIERBENRS DR FIFICEWVWD TI A, Gene Sorterz & - fo KRBT DR %=
SHBAL X9,

= 1. Gene Sorter CHBB &z F % &%

1. RAREROEY T VT
2. T—5 DL

= 2. GenomeGraphT. % %LD#EE (SNPsY—hH—THEHENTWS) OEEFEZHE
L. BIRT—5%25%,

1. SNPY—H—%Z2 AT %,
2. Gene Sorter CLDfEIZ D E=FI L,

1. Gene Sorter CHBB &G F % 12T

FEEDX =3 —H 5. Tools -> Gene Sorterz :EIR L T 2 L\,

genome assembly [Dec. 2013 (GRCh38/hg38) v | search Go!

sort by |Expression (GTEx) v || configure || filter (now off) | display [50 v]|output | sequence || text

Gene SorterCld. MERUEBIGFERR 7O07 7MILOYTWEEGLCFE=RET —IN—
ANSEBITEZENTEXT, SOEHBBELFZBREL THICWERBWEYT, TOX
DESICHBBZRBRREULTHTCLIEET W, FOBEIC, T—FYIXGTEXZHABAULTHEL & S,



Simple Search Results

Known Gene Names

ACAT1 - (aka uc058hbb.1) acetyl-CoA acetyltransferase 1 (from HGNC ACAT1)
ATAD2B - (aka 61hbb.1) ATPase family, AAA domain containing 2B (from HGNC ATAD2B)
BRD2 - (aka uc303hbb.1) Homo sapiens bromodomain containing 2 (BRD2), transcript variant 2, mRNA. (from RefSeq NM_001113182)
C10rf87 - (aka uc057hbb.1) chromosome 1 open reading frame 87 (from HGNC C10rf87)
CAPN2 - (aka Q9HBB1) Homo sapiens calpain 2 (CAPN2), transcript variant 1, mRNA. (from RefSeq NM_001748)
CDHRS - (aka Q9HBBS5) Homo sapiens cadherin related family member 5 (CDHRS), transcript variant 3, mRNA. (from RefSeq NM_031264)
CDKL3 - (aka uc063hbb.1) The sequence shown here is derived from an Ensembl automatic analysis pipeline and should be considered as preliminary data. (frol
ENSG00000241449 - (aka uc288hbb.1) ENSG00000241449 (from geneSymbol)
ENSG00000279417 - (aka uc059hbb.1) ENSG00000279417 (from geneSymbol)
ETFDH - (aka uc289hbb.1) electron transfer flavoprotein dehydrogenase (from HGNC ETFDH)
lomo sapiens hemoglobin subunit beta (HBB), mRNA. (from RefSeq NM_000518) « & 5 & % 35
HBBP1 - Homo saplens hemoglobin subunit beta pseudogene 1 (HBBP1), non-coding RNA. (from RefSeq NR_001589)
INHBB - Homo sapiens inhibin subunit beta B (INHBB), mRNA. (from RefSeq NM_002193)
LINC026089 - (aka uc316hbb.1) LINC02609 (from geneSymbol)
MERTK - (aka Q9HBB4) Homo sapiens MER proto-oncogene, tyrosine kinase (MERTK), mRNA. (from RefSeq NM_006343)
MRPS25 - (aka uc062hbb.1) Homo sapiens mitochondrial ribosomal protein S25 (MRPS25), non-coding RNA. (from RefSeq NR_135247)
NRCAM - (aka uc064hbb.1) neuronal cell adhesion molecule (from HGNC NRCAM)
OR4B2P - (aka uc286hbb.1) olfactory receptor family 4 subfamily B member 2 pseudogene (from HGNC OR4B2P)
PDCL2 - (aka uc003hbb.1) Homo sapiens phosducin like 2 (PDCL2), mRNA. (from RefSeq NM_152401)
PHB1 - (aka uc060hbb.1) PHB1 (from geneSymbol)
SLC50A1 - (aka uc285hbb.1) solute carrier family 50 member 1 (from HGNC SLC50A1)
TMEM158 - (aka HBBP) Homo sapiens transmembrane protein 158 (TMEM158), mRNA. (from RefSeq NM_015444)

Known Gene Descriptions

DHRS - Acts as a calcium-dependent cell adhesion protein (By similarity). (from UniProt Q9HBB8S)
Belongs to the globin family. (from UniProt FBW6P5)
- hemoglobin subunit beta pseudogene 1 (from HGNC HBBP1)
- Homo sapiens inhibin subunit beta B (INHBB), mRNA. (from RefSeq NM_002193)

UCSC Human Gene Sorter

genome | Human v| assembly [Dec. 2013 (GRCh38/hg38) v | search | ENST00000380315.2 Go!
GTExOHERT—5 sort by [Expression (GTEx) ~]| configure | filter (now off) | display [50 ] output | sequence || text

g REUEE TREXELTAILY
2 g FrommEt

wnjgaseauRIq
eRpBALYURI

uas|ds
[eaosiasodipe

Xapojuielq
aisoid

VisiGene Description

n/a Belongs to the globin family. (from UniProt FBWEPS5)
n/a iens hemoglobi bunit alpha 2 (HBA2), mRNA. (from RefSeq NM_000517)
nia ens hemoglobin subunit alpha 1 (HBA1) (from RefSeq NM_000558)  +~HBAD'HTEcETBHRA Y R TI R !
SRGN n/a ycin (SRGN) variant 1, mRNA. m RefSeq NM_002727)
ENSG00000288681|n/a The sequence shown here is derived from an Ensembl automatic analysis | e and should be considered as _preliminary data. (from UniProt H7BYV1)
C1lorf122 n/a |_Sequence: AAH5781 roneous translation; Note=Wrong_choice of CDS;_Sequence=BAC8695 Erroneous transl: ote=Wrong_choice of Cl}
BEX4 n/a NM_001080425)
ENSG00000280571|n/a ENSG00000280571 (from geneSymbol)
n/a 'Homo sapiens glutamate dehydrogenase 1 (GLUD1), transcript variant 1, mRNA; nuclear gene for mitochondrial product. (from RefSeq NM_005271)
n/a Homo s: dil di f
n/a Homo s:
n/a Homo s:
n/a Homo s: lator of cell cycle (RGCC), mRNA. (from RefSeq NM_014059)
n/a Homo sapiens TSC22 domain family member 4 (TSC22D4), transcript variant 1, mRNA. (from RefSeq NM_030935)
n/a
n/a
17/ARHGDIB n/a
118 QDPR n/a

HBBEGFEGTEXT —Y DR THRIE IO T 7 ILHIMUTWBETFN ENSKRREINE
m GTExi. $I53DEEMRBOT—IDSHKET—FYE2BELILEDTI, LH L. GTEX
F—HE. 13FNFEUINRRESNTVARND T, Configure CREZZLZITHEL & S,



Expression ratio colors: [red high/green low v |Show all splicing variants: ()| custom columns

Name On|Position Description Configuration
# W |Item Number in Displayed List/Select Gene n/a
Name Gene Name/Select Gene n/a
UniProtKB UniProtKB Protein Display ID n/a
UniProtKB Acc 3 UniProtKB Protein Accession n/a
RefSeq NCBI RefSeq Gene Accession n/a
Entrez Gene 3 NCBI Entrez Gene/LocusLink ID n/a
UCSC ID " |JUCSC Transcript ID n/a
GenBank A GenBank mRNA Accession n/a
" [Ensembl Transcript ID n/a
KEGG Pathway ID n/a
" |JUCSC VisiGene In Situ Image Browser n/a
ID of Associated Affymetrix U133 Expression Data n/a
" ID of Associated Affymetrix U95 Expression Data nla lalllicLEL &S

" |GTEx Gene Expression brightness: (issues: [selected v] values:
GTEx Gene ID (ENS) n/a
GTEx Delta Normalized Difference in GTEx Expression from Selected Gene «Deltalccheck %

GNF Atlas 2 W |GNF Expression Atlas 2 Data from U133A and GNF1H Chips brightness: issues: values:

Max GNF Atlas 2 Maximum Expression Value of GNF Expression Atlas 2 n/a
GNF Atlas 2 Delta W |Normalized Difference in GNF Expression Atlas 2 from Selected Gene n/a
GNF Atlas 2 ID ID of Associated GNF Atlas 2 Expression Data n/a

NCBI BLASTP Bit Score n/a

NCBI BLASTP E-Value n/a
NCBI BLASTP Percent Identity n/a

IRREDEFZREL TSI W, GTEXDINTDEEZ TESLSIC LT, GTEx Delta
(DeltaldZn DEKRDdelta’fE EBWEKT) ZFE > THRIREE L TEDEERVTWS DM
(/2R UKIRE) ZHERTEDLDICLET, =ERIC"submit"zH L T LIV, EE

> Tcustom columnsZH WL S ICKRZ DT To

UCSC Human Gene Sorter

genome assembly [Dec. 2013 (GRCh38/hg38) v sed}

sort by [Expression (GTEx) ~]| configure || filter (now off) | displa

SnuRRUOAAH
SUBGUINIDYIN
uauRINguRIq

VisiGene|

Genome Position  |Description

n/a 2 chr11 5,228,007 |Belongs to the globin family. (from UniProt F4
HBA2 n/a X 10.00000000004 chr16 I
HBA1 n/a & X hr16 177,101 Homo sapiens hemoglobin subunit alpha 1 (
SRGN n/a 5 Homo sapiens serglycin (SRGN), transcript
ENSG00000288681|n/a . The sequence shown here is derived from a
C1orf122 n/a K __Sequence=AAH5781
BEX4 n/a z Homo sapiens brain expressed
ENSG00000280571|n/a b ,755, ENSG00000280571 (from geneSymbol)

160 1~ [105] 167 |13 [1G5 1N 1=

I B5EZDMDGTEX profilebFTRIREINE U | & & IFHFHTHilter"RIBETT7 LY )Y
TJIREHTZIENTEET, RRICHMDBEITICFIRT 2728HIC. outputZz sequence,
FKIFE Dtext tablelCT 5 EHTETXT,

rch | ENST00000380315.2 Go!

output | sequence || text




GenomeGraph™T, (SNPsY—A—THZENTLVS) HSLDIEEDEGFZHM
H9 %,

INIFBFHRLBEFRBRDOT, EFSAEZESIZSVWEVWEBWETH, 7/ LADEEHSIEIR
FHEITBZIENTEEFYT, BEEZEZEZXATHKXULH., BEARNFEE (LD) DFEEA LIS
feBa. FORDEGEFIRICERZ I ELNHBINBUNEETA, LDEBOEGTFZ>%F
DEVELT. ZUTCGTEXDHEIRT —JILZER L THET,

SEIREUCEENFEOBEEIE. REA—FDHI65KbDTFEE (chr1: 2556224-2622185)
ICIED TS, RON—H—THEHENLMEICED XTI, ZDLSITE > TLWSSNPs(E.
GWASD#ER. Eosinophil percentage of white cells, Chronic inflammatory diseases,
Chronic inflammatory diseases 7 & DX AEICEEE U % S R A ICB 1 > TWB FIREMEN R
BINTWET, EABREGFINEL>TWBTLLOIN?HRITETHALET,

Tools Mirrors Downloads

Blat
In-Silico PCR

Table Browser

LiftOver

Variant Annotation
Integrator

Data Integrator
Genome Graphs
J Gene Interactions

| Other Tools

Gene Sorterz FHWLNTL T2 LY,

=t Genomes Genome Browser Tools Mirrors Downloads My Data View

Upload Data to Genome Graphs

name of data set:

description: [Dregon |
file format:

markers are:

column labels:

display min value: max value:

label values:

draw connecting lines between markers separated by up to bases.

file name:‘ 7 71 ILEER ‘E}Rén'c WEEA
or

Paste URLs or data:

rs2227312 1

rs6671426 1

submit




rs2227312 1
rsoo71420 1

EFEEDSNPs (LD7AOw ZIcfEbNTWERIEY—H—s) ZEYRRAAT7EZDIFTY TX
Y1 TsubmitL THEX T, ZRITVEEMICDWTIHE é CAAULZFEUE. AP TWVESIC
E. RAA7 %2152l UTHZE UTo submit!

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

Data Upload Complete (24 bytes)

Mapped 2 of 2 (100.0%) of markers
These data are now available in the drop-down menus on the main page for graphing.

IS8 Genomes Genome Browser Tools Mirrors Downloads My Data View Projects Help About Us

genome: assembly: [Dec. 2013 (GRCh38/hg38) v

AHEES>THEWVWO»RWHN? EBSHE UnFBAD. BEBIEH60kbIZEEDHEEIFBEICEX
BWEDTT &L, ElF. REIDEZBICHDET, T/ LERNST D E/NIKREEICEX
FI 1. =7T. sortgenes!

') Genomes Genome Browser Tools Mirrors Downloads My Data View Projects Help About Us
Finding Candidate Genes for Gene Sorter

Thresholding LD_test 1 at -1. There are 1 regions covering 66572 bases.
Installed a Gene Sorter filter that selects only genes in these regions.
There are 1 markers in the regions over threshold that overlap knownGenes.

Installed a Gene Sorter custom column called "LD_test 1 Markers" with these markers.

go to gene sorter

go to gene sorter!



UCSC Human Gene Sorter

genome [Human | assembly [Dec. 2013 (GRCh38/hg38) v | search | ENST00000373020.9 Gol
sort by [Expression (GTEx) V]| configure || fiiter (now on) | display [50_v]output | sequence | | text

VisiGene LD_test 1 Mark

g
=
g
2
8
=
Z
3
8
s

sealoued
apoAauphy

n/a nla

2PRXL2B n/a n/a

3 TNFRSF14 n/a

4|ENSG00000225931 n/a n/a
5|ENSG00000228037 n/a n/a

6 TNFRSF14-AS1 n/a rs2227312
7|[ENSG00000272449 n/a n/a
8|ENSG00000289610|n/a n/a

EWShHIF T, LDEEBDEGFEENMETEE Uic, LIFEELRUEETT —F X EP
LD LTHTLEE W, L. GTEXIZEFEHEBGD TRIEEDETFNEIRELTWS
EOFIEFEELWLWWH, ZULT. SHEAWVEELKETINFO 77X —[CBT D BTNV
EDNDOMD XD, LDOFEBREEGFNDOBND XL (1K)
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