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BLAST/BLAT | BioMart | Tools | Downloads | Help & Documentation | Blog | Mimors - Search Human. ..

Only searching Human v QL3 “

< all Species

Only searching Human 668976 results match INS when restricted to

ENSGO0000254647 11:2159779-2161341:-1

Gene 100 Insulin [Source:HGNC Symbal:Acc:HGNC:6081]

Transcript 276 INS (Vega gene) is associated with Gene ENSG00000254647

Somatic Mutation 123 Variant table = Phenotypes » Location = External Refs. = Regulation = Orthologues = Gene tree
INS-IGF2 (Human Gene)

Genelree 2 ENSGO0000129965 11:2132538-2161209: 1

GenomicAlignment 122 INS-IGF2 readthrough [Source:HGNC Symbol; Acc:HGNC:33527]

17 INS-IGF2 (Vega gene) is associated with Gene ENSG00000129965

Variant table = Phenotypes = Location = External Refs. = Regulation = Ortholegues = Gene tree

Clones & Regions

ProbeFeature 71
INS-001 (Human Transcript)

Protein Domain 2 ENSTO0000381330 11:2159779-2161341:-1
Insulin [Source:HGNC Symbol;Acc:HGNC:B081]

Protein Family 6 o . . )
IN5S-001 (Vega transcript) is associated with Transcript ENST00000381330
Variant 668034 Location = External Refs. = cDMA seq. = Exons = Variant table = Protein seq. = Population = Protein summary
INS-003 {(Human Transcript)
ENSTO0000397262 11 2156779-2161204. 1
10 25 50 100 Insulin [Source:HGNC Symbol;Acc:HGNC:B081]
I5-003 (Vega transcript) is associated with Transcript ENST00000397262
me: Location = External Refs. = cDMA seq. = Exons = Variant table = Protein seq. = Population = Protein summary
Standard  Table INS-005 {(Human Transcript) -

FHNETANANMA2ATAT 11 24507281 MR1158-_1
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x

BLAST/BLAT | BioMart | Tools | Downloads | Help & Documentation | Blog | Mirrors Bl - search Human. .

Human (GRCh38.p5) ¥  Location: 11:2,159,779-2,161,341 eI

Gene-ba displays
~ Sumi
- Splice [iants
= Transci§ comparison
- Supp: evidence
- Gene aWeles
B Sequence
L Secondary Structure
- External references
- Regulation
E- Ontologies
- GO: Biological process
= GO: Molecular function
— GO: Cellular component
- Comparative Genomics
 Genomic alignments
- Gene tree
-~ Gene gain/loss tree
I Orthologues
- Paralogues
— Ensembl protein families
- Phenotype
- Genetic Variation
I~ Variant table
- Variant image
- Structural variants
E- External data
| L Gene expression
E=- 1D History
L Gene history

Gene: INS EnsGo0000254647

Description insulin [Source:HGNC Symbol;Acc:HGNC:6081 &]

Synonyms ILPR, IDDM, MODY 10, IRDN, IDDM2, IDDM1

Location Chromosome 11: 2.159.779-2.161.341 reverse strand.
GRCh38:CM000673.2

About this gene This gene has 5 transcripts (splice variants), 48 orthologues, 1 paralogue, is a member of 1 Ensembl protein family and is associated with 16
phenotypes.

Transcripts Hide transcript table

Show'hide columns (1 hidden)

Name Transcript 1D bp = | Protein Biotype CCDS UniProt RefSeq Flags
INS-003 ENST00000397262 639 110aa || Protein coding CCDST7729¢ | I3WACYE P01308c | MM_0011850986 | TSL:A | GENCODE basic  APPRIS P1

NM_001291897 &
NP_001172027 8
NP_001278826¢

INS-001 | ENST00000381330 597 = 110aa | | Protein coding| CCDS77294 | I3WACS: P01308& - TSL1  GENCODE basic APPRIS P1

INS002 ENST00000250971 503 | 110aa | I Protein coding| CCDS7729¢ I3WAC9® P01308%  NM 000207 | TSL'1 GENCODE basic ~APPRIS P
NM_001185097e |
NP_000198®

NP_001172026¢7
- CI9JNRS & - CDS ¥'incomplete  TSL:2

- ABXGL2 & - TSL:1 GENCODE basic

INS-005 ENSTO00000421783 464 92aa
INS-006 | ENST00000512523 | 297 98aa
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« Share t
Exons INS exons All exons in this region
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AAATTGCAGCCTCAGCCCCCAGCCATCTGCCGACCCCCCCACCCCAGGCCCTAATGGGCC
AGGCGGCAGGGGT TGAGAGGTAGGGGAGATGGGCTCTGAGACTATAAAGCCAGCGGGGGC
CCAGCAGCCCTCAGCCCTCCAGGACAGGCTGCATCAGAAGAGGCCATCAAGCAGGTCTGT
TCCAAGGGCCTTTGCGTCAGGTGGGCTCAGGATTCCAGGGTGGCTGGACCCCAGGCCCCA
GCTCTGCAGCAGGGAGGACGTGGCTGGGCTCOTGAAGCATGTGGGGGTGAGCCCAGGGGT
CCCAAGGCAGGGCACCTGGCCTTCAGCCTGCCTCAGCCCTGCCTGTCTCCCAGATCACTG
TCCTTCTGCCATGGCCCTGTGGATGCGCCTCCTGCCCCTGCTGGCGCTGCTGGCCCTCTG
GGGACCTGACCCAGCCGCAGCCTTTGTGAACCAACACCTGTGCGGCTCACACCTGGTGGA
AGCTCTCTACCTAGTGTGCGGGGAACCGAGGCTTCTTCTACACACCCAAGACCCGCCGGGA
GGCAGAGGACCTGCAGE
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FAGGGGTCCTGGGSACSGGGGTCTGGGGACAGGSGTCCTGGGGACAGGSGTGTSGGGECA

GEGETGETGEEGACAGGEGT GTGEEEACAGEGETCCTGGEEACAGEGGTCTGEGGRCAGESE

GICTGAGGACAGEEETCTGEEEACAGEEETGT GEGEACAGEEET CIGEEEACAGEGETGT

GEGGERCAGGEETCTEEEEACAGEEET COGEGEEACAGEEET GTGEGEERACAGGEETGT GGE

GRCAGGGETGTGEGEACAGEEETCTGEEGACAGEEETGT GGGEACAGEGETCCTGGGEAC

AGGGETGTGEEEATAGGGET GTGGEGACAGGEET GT GGEEACAGGGET GTGEGGGRACAGGEG

GICTGEEEACAGCAGCGCARAGAGCCCCGCCCTECAGCCTCCAGCTCTCCTGEICTARTG

TEEARAGTGECCCAGGTGAGGECTTTGCT CTCCTGGAGACATTTGCCCCCAGCTGTGAGT

AGGGRCAGGTCTGGCCACCEGECCCCTGETTAAGRCTCTRAATGACCCGCTGEGTCCTGAGS

ARGAGCTGCTGACGACCAAGGAGATCTTCCCACAGACCCAGCACCAGGGARATGETCCGE

AAATTGCAGCCTCAGCCCCCAGOCATCTGCCGACCCCCCCACCCCAGGCCCTAATGGGCC

AGGCGGCAGGGETTGAGAGGTAGGGGAGATGGGCTCTGAGACTATAAAGCCAGCGGGGGET

CCAGCAGCCCTCAGCCCTCCAGGACAGGCTGCATCAGAAGAGGCCATCAAGCAGGTCTGT

TCCAAGGGCCTTTGCGTCAGGTGEGCTCAGGATTCCAGGGTGGCTGGACCCCAGGCCCCA
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& NCBI Resources ¥ How To %) Sign in to NCB
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=NCBI

Mational Center for

All Databases ¥

Biotechnolqgg] Information

NCBI H Welcome to NCBI Popular Resources
Resourg@ist (A-Z) The National Center for Biotechnology Information advances science and health by providing access to PubMed

R . biomedical and genomic information. Bookshelf

Chemicals & Bioassays

About the MCBI | Mission | Organization | NCEI News | Blog

Data & Software

PubMed Central
PubMed Health

DNA & RNA Submit Download Learn BLAST
Domains & Structures Deposit data or manuscripts Transfer NCBI data to your Find help documents, attend a Mucleotide
Cenes & Expression into NCBI databases computer class or watch a tutorial Gename
Genetics & Medicine SNP
Genomes & Maps Gene
Protein

Homology

; PubChem
Literature
Proteins

Sequence Analysis

Develop

Taxonomy

Use NCEI APIs and code

Training & Tutorials

libraries to build applications

Variation

Cour1 Biolnfo.pptx T

Analyze

Identify an NCEI tool for your
data analysis task

Research

Explore NCBI research and
collaborative projects

NCBI Announcements

Mew NCEI video on YouTube: Submitting
BioSample Data to NCEI

03 May 2016
The newest video on the NCBI YouTube
rhannal Suhmittina RinSamnla Nata tn

GenBank release 213.0 is now available
via FTP
02 May 2018

GenBank release 213.0 (04/14/2016) has
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C' [ www.ncbi.nlm.nih.gov/quide/all/ w A s =

::,’ NCBI Resources ¥ How To %] Sign in to NCB

r
f"::NCBI All Databases v | | |

Maticnal Center for
Biotechnology Information

NCBI Home AllResources
Resource List (A7) All | | Databases | | Downloads | | Submissions | | Tools | | How To
All Resources
Databases
Chemicals & Bioassays
Data & Software Assembly o . et :
A database providing information on the structure of assembled genomes, assembly names and other meta-data, statistical reports, and links to
DNA & RNA genomic sequence data.

Domains & Structures

BioProject {formerly Genome Project)

Genes & Expression A collection of genomics, functional genomics, and genetics studies and links to their resulting datasets. This resource describes project scope,
material, and objectives and provides a mechanism to retrieve datasets that are often difficult to find due to inconsistent annotation, multiple
independent submissions, and the varied nature of diverse data types which are often stored in different databases.

Genetics & Medicine

Genomes & Maps

Homology BioSample
The BioSample database contains descriptions of biological source materials used in experimental assays.

Literature

Proteins BioSystems
Database that groups biomedical literature, small molecules. and sequence data in terms of biological relationships.

Sequence Analysis

Taxonomy Bookshelf
o i A collection of biomedical books that can be searched directly or from linked data in other NCEI databases. The collection includes biomedical

Training & Tutorials textbooks, other scientific titles, genetic resources such as GeneReviews, and NCBI help manuals.

Variation .
ClinVar
A resource to provide a public, tracked record of reported relationships between human variation and observed health status with supporting evidence.
Related information in the MNIH Genetic Testing Registry (GTR), MedGen. Gene, OMIM, PubMed and other sources is accessible through hyperlinks on
the records.
ClincialTrials anv M
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&« C'  [9 www.ncbi.nlm.nih.gov/guide/all/#tools_ w7 ™~ a =

& NCBI  Resources [© How To () Sign in fo NCB

-
C":,’NCBI All Databases v | |

Mational Center for
Biotechnology Information

NCBI Home AllResources
Resource List (AZ) All | | Databases | | Downloads | | Submissions | Tools | How To
All Resources
Tools
Chemicals & Bioassays
Data & Software 1UUIU Genolmes Brwf‘ser . . . . . _
An interactive graphical viewer that allows users to explore variant calls. genotype calls and supporting evidence (such as aligned sequence reads) that
DNA & RNA have been produced by the 1000 Genomes Project.

Domains & Structures

Amino Acid Explorer
Genes & Expression This tool allows users to explore the characteristics of amino acids by comparing their structural and chemical properties. predicting protein sequence
changes caused by mutations, viewing common substitutions, and browsing the functions of given residues in conserved domains.

Genetics & Medicine

Genomes & Maps Assembly Archive

Homology Links the raw sequence information found in the Trace Archive with assembly information found in publicly available sequence repositories
(GenBank/EMBL/DDBJ). The Assembly Viewer allows a user to see the multiple sequence alignments as well as the actual sequence chromatogram.

Literature

B BLAST Link (BLink

A link option on protein records that displays the results of a pre-computed BLAST search of that protein against all other protein sequences at NCBIL
Sequence Analysis

BLAST Microbial Genomes
Performs a BLAST search for similar sequences from selected complete eukaryotic and prokaryotic genomes.

Taxonomy

Training & Tutorials

Variation BLAST RefSeqGene

Performs a BLAST search of the genomic sequences in the RefSeqGene/LRG set. The default display provides ready navigation to review alignments
in the Graphics display.

BLAST Tutorials and Guides
This cone lcle oo g number of BLAST-related tutorials and guides, including a selection guide for BLAST algorithms, descriptions of BLAST output
ons of the narameters for stand-alone Bl AST directions for settino un stand-alone Bl AST on local machines and usina the Bl AST

www.ncbinim.nih.gov/guide/all/#tools
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<« C' | [ www.ncbinlm.nih.gov/guide/all/#tools_ oo D a =

loolbox is primarily designed to read records in Abstract Syntax Notation T (ASN.T) format, an International Standards Organization (I50Q) data
representation format.

OSIRIS

A public demain quality assurance software package that facilitates the assessment of multiplex short tandem repeat (STR) DNA profiles based on
laboratory-specific protocols. OSIRIS evaluates the raw electrophoresis data using an independently derived mathematically-based sizing algorithm.
offers two new peak guality measures - fit level and sizing residual. It can be customized to accommodate laboratory-specific signatures such as
background noise settings. customized naming conventions and additional internal laboratory controls.

t

Open Reading Frame Finder (ORF Finder)
A graphical analysis tool that finds all open reading frames in a user's seguence or in a sequence already in the database. Sixteen different genetic
codes can be used. The deduced amino acid sequence can be saved in various formats and searched against protein databases using BLAST.

PSSM Viewer
Allows users to display, sort, subset and download position-specific score matrices (PSSMs) either from CDD records or from Position Specific Iterated
(PSI}-BLAST protein searches. The tool also can align a query protein to the PSSM and highlight positions of high conservation.

Phenotype-Genotype Integrator (PheGenl)
Supports finding human phenotype/genotype relationships with queries by phenotype, chromosome location, gene, and SNP identifiers. Currently
includes information from dbGaP, the NHGRI GWAS Catalog, and GTeX. Displays results on the genome, on sequence, or in tables for download.

ProSplign

A utility for computing alignment of proteins to genomic nucleotide sequence. It is based on a variation of the Needleman Wunsch global alignment
algorithm and specifically accounts for introns and splice signals. Due to this algorithm, ProSplign is accurate in determining splice sites and tolerant to
sequencing errors.

PubChem Power User Gateway (PUG)
PUG provides access to PubChem services via a programmatic interface. PUG allows users to download data, initiate chemical structure searches,
standardize chemical structures and interact with the E-utilities. PUG can be accessed using either standard URLs or via SOAP.

PubChem Standardization Service
Standardization, in PubChem terminology, is the processing of chemical structures in the same way used to create PubChem Compound records from
www.nebi.nlm.nih.gov/guide/all/Ztools al structures. This service lets users see how PubChem would handle any structure they would like to submit. -

-
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Primer-BLAS

» MCBU Primer-BLAST: Fiwing primers specific to your PCR template (using Primer3 and BLAST).
Reset page Save search parameters Retrieve recent results  Publication Tips for finding specific primers

PCR Template
Enter accession, gi, or FASTA sequence (A refseq record is preferred) @) Clear Range

From To
Forward primer

& Clear

p Reverse primer

“

Or, upload FASTA file | Choisissez un fichier | Aucun fichier choisi

Primer Parameters

Use my own forward primer

) cl
(5'=3 on plus strand) = =
Use my own reverse primer ! cl
(5"=3" on minus strand) Z =
Min Max
PCR product size 70 1000
# of primers to return 10
Min Opt Max Max Tm difference
Primer melting temperatures 57.0 60.0 3.0 3 @

(Tm)

Exon/intron selection A refseq mRNA sequence as PCR template input is required for options in the section (@)

k=

Exon junction span Mo preference T e
Exon junction match Exonat5 side Exon at 3' side
7 4

Minimal number of bases that must anneal to exons atthe 5" or 3" side of the junction (7]

Intron inclusion Primer pair must be separated by at least one intron on the corresponding genomic DNA @)

-
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AGGEETGTGEGEATAGGEETCTGEEGACAGGEETETS

GEACAGEGETGTGEEGERCAGES

GICTGGEEACAGCAGCECARAGGCCCCGCCCTGCAGCCTCCAGCTCTCCTGEICTANTG

TGEEAAAGTGECCCAGETGAGGECTTTGCTCTCCTGGRGACATTTGOCCOCCAGCTGTGAGTE

AGGEACAGGT CTGECCACCEEECCCCTEETTARGACT CTARTGACCCGCTGETCCTGRGE

ALGAGGTGCTGRCGRCCAAGGRAGATCTTCCCACAGACCCRAGCACCAGGGRARATGETCCGS

AAATTGCAGCCTCAGCCCCCAGCCATCTGCOGACCCCOCCACCCCAGGCCCTAATGGGCC

AGGCGGCAGGGGTTGAGAGGTAGGGGAGATGGECTCTGAGACTATAAAGCCAGCGGGGGET

CCAGCAGCCCTCAGCCCTCCAGGACAGGCTGCATCAGAAGAGGCCATCAAGCAGGTCTGT

TCCAAGGGCCTTTGCGTCAGGTGGGCTCAGGATTCCAGGGETGGCTGGACCCCAGGCCCCA

GCTCTGCAGCAGGGAGGACGTGGCTGGECTCGTGAAGCATGTGGGGGTGAGCCCAGGGGE

CCCAAGGCAGGGCACCTGECCTTCAGCCTGCCTCAGCCCTGCCTGTCTCCCAGATCACTG

TCCTTCTGCCATGGCCCTGTGEATGCGCCTCCTGCCCCTECTGECGCTGCTGGCCCTCTG

GGGACCTGACCCAGCCGCAGCCTTTGTGAACCAACACCTGTGOGGCTCACACCTGGTGGA

AGCTCTCTACCTAGTGTGCGGEGAACGAGGCTTCTTC TACACACCCAAGACCCGCCGGGA

GGCAGAGGACCTGCAGGGTGAGCCRACTGCCCATTGCTGCCCCTGECCGCCCCCAGCCAC

CCCCTGCTCCTGECGCTCCCACCCAGCAT GEGEAGARGGEEGCAGGAGGCTGCCACCCAG

CAGGEEETCAGETGCACTITITTARA M AGRAGTTCTCTIGETCACGTCCTARRAGTGRCT

AGCTCCCTGTGGCCCAGT CAGRATCT CAGCCT GAGGRCGETGTIGGCTTCGGCAGCCCCE

0=
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PrimerBLAST

» NCBU Primer-BLAST: Finding primers specific to your PCR template (using Primer3 and BLAST).
Reset page Save search parameters Retrieve recent results  Publication  Tips for finding specific primers

PCR Template

Enter accession, gi, or FASTA sequence (A refseq record is preferred) @) Clear Range
[TTECABCCTCAGCCCCCARCCATC TECCEACCCCCCCACCCCARGCCCTAATBEGCCAGGCGECAGEEET TGAGAGGTAGS L, |
GGAGATGEEECTCTGAGACTATAAAGCCAGCGEEEECCCAGCAGCCCTCAGCCCTCCAGGACAGEC TECATCAGAAGAGECC From To
ATCAAGCAGETCTET i
A ) = Forward primer © Clear
p Reverse primer
L e EFS )
Or, upload FASTA file | Choisissez un fichier | Aucun fichier choisi
i —————— |

Primer Parameters

Use my own forward primer
(5'>3" on plus strand)

Use my own reverse primer . i
(5'=3" on minus strand) = =

Min Max
PCR product size 70 1000
# of primers to return 10
Min Opt Max Max Tm difference
Primer melting temperatures 57.0 ] 63.0 3 @
(Tm)
Exonfintron selection Arefseq mRNA sequence as PCR template input is required for options in the section &)
Exon junction span Mo preference Y@
Exon junction match Exonat5'side  Exon at 3' side
7 4
Minimal number of bases that must anneal to exons atthe 5" or 3" side of the junction @
Intron inclusion Primer pair must be separated by atleast one intron on the corresponding genomic DNA &)
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AGEGETETGEGEATAGEGETGTGEEGACACGES, Bordure supérieure

T}

Bordure gauche
GICIGEEEACAGCAGOECARAGLEOCCCGCCCTI

UL}

Bordure droite

TGEEARAGTGECCCAGET GAGGECTITTGCTCIC Aucune berdure

¥

AGGOACAGGTCTEECCACCOEECCCCTEGATTARM (] Toutes les bordures

ARGAGGTGCTGACGACCAAGGAGATCTTCCCAC LI il

¥

Bordures intérieures
AAATTGCAGCCTCAGCCCCCAGCCATCTGCCGA
Bordure intérieure horizontale

AGGCGGCAGGGETTGAGAGGTAGGGGAGATGEG

“
Bordure intérieure verticale F

CCAGCAGCCCTCAGCCCTCCAGGACAGGCTGCA r
TCCAAGGGCCTTTGCGTCAGGTGGGCT CAGGAT" Y
2= Ligne horizontale
GCTCTGCAGCAGGGAGGACGTGGCTGGGCTCET E
[ Dessiner un tableau
CAAGGCAGGGCAI GGCCTTCAGCCTGCC . . 3
= CCTGGECT CTeCCT fEH Afficher le guadrillage i

[P}

TCCTTCTGCCATGGCCCTGTGGATGCGCCTCCT D Bordure et trame...
GGGACCTGACCCAGCCGCAGCCTTTGTGAACCAACACCTGTGOGGCTCACACCTGGTGGA
AGCTCTCTACCTAGTGTGOGGEEAACGAGGCTTCTTC TACACACCCAAGACCCGCCOGGGA
GGCAGAGGACCTGCAGGET GAGCCARCTGCCCATTECTGCCCCTGECCGICCCCAGCCAT
CCCCTGCTCCIGECGCT COCACCCAGCATGGECAGARGEEGECAGGAGGCTGCCRCCCAG

CRAGGGEEETCAGETGCACTTTITTARARRGRRGTICTCTTGGTCACGT CCTARRAGT GRCC

AGCTCCCTGIGECCCAGT CAGAAT CTCAGCCTGAGGACGEIGTIGGCTTCGGCAGCCCCG

E15UR2  17SUR47TMOTS [2  FRANGAIS FRANCE)
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FICHIER ACCUEIL INSERTION CREATION MISE EM PAGE REFERENCES PUBLIPOSTAG
L e{; Couper

AFFICHAGE Connexion

. . A . . A o # Rechercher -
Courier New |55 A a Al T | naebcene maBbcede AaBhCe Aabcer AQB| aasbeer

ol Egy Copier 34c Remplacer

oller . . 6 I 5 ~awex, ¥ [H-%- - TN | TSans int.. Titre 1 Titre 2 Tit Sous-tit = I

- ¥ Reproduire la mise en forme = * R A orma ans n e e e ousTitre |5 [} Sélectionner -
Presse-papiers [} Palice [Fl Paragraphe IF] Style [} Modification -

AGGGETGTGEEEATAGGEETCT GEECACAGGEET CT GEEEACAGEGETCTGEEEACAGEE

GICTIGGEEGACAGCAGCGCARAGAGCCCCGCCCTGCAGCCTCCAGCTCTCCIGGICIRATG

TGGARAGTGECCCAGGTGAGGECT TTGCTCTCCTGGRGACAT TTGCCCCCAGCTETGAGT

AGGEACAGGTCTGGCCACCGEGGCCCCTGETTAMGACT CTRATGACCCGCTGETCCIGAGG

ARGAGGTGCTGACGACCAAGGAGATCT TCCCACAGRCCCAGCACCAGGEGARATGEICCGSE

AAATTGCAGCCTCAGCCCCCAGCCATC TGCCGACCCCCCCACCCCAGGCCCTAATGGGCC

AGGCGECAGGGETTGAGAGGTAGGGGAGATCGEGCTCTGAGAC TATARAGCCAGCGGEGEC

CCAGCAGCCCTCAGCCCTCCAGGACAGGCTGCATCAGAAGAGGCCATCAAGCAGGTCTGT

TCCAAGGGCCTTTGCGTCAGGTGGGCTCAGGATTCCAGGGTGGCTGGACCCCAGGCCCCA

GCTCTGCAGCAGGGAGGACGTGECTGEGC TCGTGAAGCATCTGEGGETGAGC CCAGEGET

CCCAAGGCAGGGCACCTGGCCTTCAGCCTGCC TCAGCCCTGCCTGTC TCCCAGATCACTG

TCCTTCTGCCATGECCCTGTGEGATGCGCCTCCTGCCCCTGCTGGCGC TGCTGGCCCTCTG

GGGACCTGACCCAGCCGCAGCCTTTGTGAACCAACACCTGTGCGGCTCACACCTGGTGGA

AGCTCTCTACCTAGTGTGCGGEGAACGAGGCT TCTTCTACACACCCAAGACCCGCCGGGA

GGCAGAGGACCTGCAGGGET GAGCCRACTGCCCATTGCTGCCCCTEGCCGCCCCCRGCCAC

CCCCTGCTC

GGCGCTCCCACCCAGCATGGGCACARAGGEEECAGGAGECT GCCACCCAG

CRAGGEEETCAGETGCACTTTTTTARRARGAAGTTCTCTTGETCACGT CCTARARACTGACT

AGCTCCCTGTGECCCAGTCRAGAAT CTCAGCCTGAGGACCGETGTTEGCTI CGECAGCCCCE

PAGE1SUR2 4SUR47MOTS [2  FRANGAIS (FRANCE) -— 4+ 0%




B H - 6 = séquence gene insuline - Microsoft Word T EH - b4

ICHIER ACCUEIL |RERTION CREATION MISE EN PAGE REFEREMCES PUBLIPOSTAGE REVISION AFFICHAGE Connexion

ABC @ Définir % Eﬁ’i \J Précédent E’j‘ [,Lff Margues simples - a Précédent [‘5\

V_ EE DictionnaWPdes SYNONYIMmes - A ) Suivant ; Z B Afficher les Mmargues = ':’j Suivant ]
srammaire et o o Traduire Langue Mouveau  Supprimer ; : Suivi des o Accepter Refuser Comparer  Eloquer les Restreindre la
orthographe (23] Statistigues - - commentaire EE| Afficher les commentaires  modifications - (2] Volet Veérifications - - - - auteurs - maodification

Weérification Langue Commentaires Suivi T Modifications Comparer Protéger L
Statistiques AGGEETGTGEEEATAGEGETGT GREEACAGEEET T GELGEACAGEGETGTGEEEACAGES
Les mots, les caractéres, les lignes...
Nous les comptons, pour que vous n'ayez pas GICTGGEGACAGCAGCECARAGAGCCCCGCCCTECAGCCTCCAGCTCICCTGEICTARTG

a le faire.
TEEARAGTGECCCAGGET GAGGECT TTGCTCTCCTGRAGACATTTGCCCOCAGCTGTGAGT

Pour connaitre immédiaterment le nombre
total de mots, consultez la barre d'état, AGGGACAGGTCIGECCACCAGECCCCTGETTAMGACTCTAAT GACCCGCTGETCCTCAGS
ARCAGET GCTGACGRCCAAGGAGATCTTCCCACAGRCCCAGCACCAGEGRARATGETCCGS
AAATTGCAGCCTCAGCCOCCAGCCATCTGCCGACCCCOCCACCCCAGGCCCTAATGGGOC
AGGCGECAGGGETTGAGAGGTAGGGGAGATGGGCTCTGAGACTATAAAGCCAGCGGGGEC
CCAGCAGCCCTCAGCCCTCCAGGACAGGCTGCATCAGAAGAGGCCATCAAGCAGGTCTET
TCCAAGGGCCTTTGOGTCAGGTGEECTCAGGATTCCAGGGTGGCTGRACCCCAGGCCCCA
GCTCTGCAGCAGGGAGGACGTGGCTGGECTCGTGAAGCATGTGEEGETGAGCCCAGGGET
CCCAAGGCAGGGCACCTGECCTTCAGCCTGCCTCAGCCCTGCCTEGTCTCCCAGATCACTG
TCCTTCTEOCATGEOCCTETGEGATGCGCCTCCTGCCCCTGCTGECEGCTEGCTGECCCTCTG
GGGACCTGACCCAGCCGCAGCCTTTGTGAACCAACACCTGTGCGECTCACACCTGGTGGA
AGCTCTCTACCTAGTGTGCGGEEAACGAGGCT TCTTC TACACACCCAAGACCOGCCGGGA
GGCAGAGGACCTGCAGGET GAGCCARCTGCCCATTGCTGCCCCTGGCCGICCCCAGCCAT
CCCCTECTCCTGEOECTCCCACCCAGCAT GEECAGRAGGEGECAGEAGECTGCCACCCAG

CAGEGEETCAGETGCACTTTTTTARAARGARGTTCTCTTGGT CACGT CCTARRRST GACT

AGCTCCCTGTGECCCAGT CAGRAT CTCAGCCT GAGGRACGET GTTGECTTCGECAGCCCCG

FRAMCAIS (FRANCE)
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FICHIER ACCUEIL INSERTIOMN CREATION MISE EM PAGE REFERENCES PUBLIPOSTAGE REVISION AFFICHAGE Connexion
~/ inir a& Gl \J récédent =1, 55 | Margues simples - €] Précédent .
ABC I Défini SO Précéd G5 m impl Précéd
. EE Dictionnaire des synonymes - A . Suivant - Z B Afficher les margues ~ ':’j Suivant -
Grammaire et o Traduire Langue Mouveau  Supprimer ; : Suivi des o Accepter Refuser Comparer  Bloguer les Restreindre |a
orthographe [z Statistiques - - commentaire E=| Afficher les commentaires 1 ifications - (2] Volet Vérifications - - - - auteurs - modification
Veérification Langue Commentaires Suivi T Modifications Comparer Protéger ~

AGGGETGIGEGEATAGGEET G GEEGACAGEEEI GTGEECACAGEEGETGTGEGEEACAGEE

GITCTEEEEACAGCAGCECARMGNGCCCCGCCCTECAGCCTCCAGCTCTCCTGETCTARTS
TEEARACTGECCCAGGTGAGGGCTTTGCTCTCCTGEAGACATTTGCCCCCAGCTETGAGT
BGGERACRS siatistiques ? ®oF

BAGAGGTG Statistiques : ;

AAATTGCA:  Hag9es i :
Mots

AGGCGECA Caractéres [espaces non compris) .
Caractéres (espaces compris) 265

CcCACCAce Paragraphes 3 i
Lignes 4

TCCAAGGH Inclure les zones de texte, les notes de bas de page et les notes de fin

GCTCTGCA Fermer :

CCCAAGGCAGGGCACCTGGCCTTCAGCCTGCCTCAGCOCTGCCTGTCTCCCAGATCACTG

TCCTTCTGCCATGGCCCTGTGEGATGCGCCTCCTGCCCCTGCTGECGCTGCTGGCCCTCTG

GGGACCTGACCCAGCCGCAGCCTTTGTGAACCAACACCTGTGCGGCT CACACCTGGTGGA

AGCTCTCTACCTAGTGTGCGGGGAACGAGGCT TCTTC TACACACCCAAGACCOGCCGGGA

GGCAGAGGACCTGCAGGGT CAGCCARCTGCCCATTGCTGCCCCTGGCOGICCCCAGCCRAT

COCCTGCTCCTGGOGCTCCCACCCAGCAT GEECAGARGEGEECAGGAGGLTGCCACCCRAG

CAGGEGETCAGGIGCACTITITTARARRGRAGTTCICTIGGTCACGT CCTAARAGT GACT

AGCTCCCTGTGECCCAGT CAGRATCTCAGCCTGAGGRACGETGTTGGCTICGECAGCCCCG

PAGE15URZ  45SUR47T MOTS [ FRAMCAIS [FRANCE) E3 ¢ - —+—+ 100%




&l Gene: INS (ENSGOO00025 ¢ / & Primer designing tool x - >

€« C' | & https://www.ncbi.nlm.nih.gov/tools/primer-blast/ ke & =

<, PrimerBLAST

» NCEL Primer-BLAST: Finding primers specific to your PCR template (using Primer3 and BLAST).

Reset page Save search parameters Retrieve recent results Publication Tips for finding specific primers

PCR Template

Enter accession, gi, or FASTA sequence (A refseq record is preferred) @) Clear Range
CCTAGTGTECEGEEEAACGABGC TTCT TETACACACCCAAGAC CCGCCORGAGEC AGAGGACC TRCARGETGAGCCAACTEE - E T
CCATTECTECCCCTRECORCCCCCAGCCACCCOCTGL TCCTGECGC TECCACCCAGCATGEGC AGAAGEEEGCAGGABGCT . rom 0
GCACCCAGCAGGEGETCAGGTECACTTTTTTAAAALGAAGT TCTCTTGGETCACGTCLTARASGTGACCAGLTCCCTETGE Forward primer |1 223 @ Clear

CCCAGTCAGAATCTCAGCCTEAGGACGETATTEECTTCEEIAGCCCCE .
p Reverse primer

Or, upload FASTA file | Choisissez un fichier | Aucun fichier choisi

Primer Parameters

Use my own forward primer

] Cl
(5'=3" on plus strand) = =
Use my own reverse primer ) Cl
(5'=3" on minus strand) = =
Min Max
PCR product size 70 1000
# of primers to return 10
Min Opt Max Max Tm difference
Primer melting temperatures 57.0 (0.0 63.0 3 (2]

=]

Exoniintron selection Arefseq mRNA sequence as PCR template input is required for options in the section &)

Exon junction span No preference Y@
Exon junction match Exonat5'side Exonat 3 side
7 4

Minimal number of hases that must anneal to exons at the 5" or 3" side ofthe junction @

Intron inclusion Primer pair must be separated by at least one intron on the corresponding genomic DNA @)

-

@I Courl Biolnfo.pptx

@I cours bicinfol pptx ¥ Afficher tous les téléchargements.., X
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FICHIER ACCUEIL INSERTION CREATION
ABC sfini L =
Définir a& tﬂ$

) EE Dictionnaire des SYNOnyImes
Grammaire et

orthographe Statistiques -
Vérification Langue
Statistiques

Les mots, les caractéres, les lignes...
Nous les comptons, pour que veus n'ayez pas
a le faire,

Pour connaitre immédiatement le nombre
total de mots, consultez la barre d'état.

PAGE15URZ  145UR47TMOTS [2  FRANGAIS (FRANCE)

WISE EN PAGE
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REFERENCES PUBLIPOSTAGE REVISION AFFICHAGE
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“ Afficher les marques
Mouveau Suivi des B q

Commentaires Suivi

AGGEETGTGECERATAGEEET CTGEEEACACEEET CT GEGEACAGEGETGTGEEEACAGESE

Aﬁicherls commentaires o odifications - \-’olet\-‘ériﬁcations -

€' Précédent

':’j Suivant
Accepter Refuser Comparer
F1 Maodifications Comparer

GICTGGEEACAGCAGCGCARAGLGCCCCGCCCTGCAGCCTCCAGCTCTCCTGGTCTARTG

TGEARAGTGECCCAGGTGACEECT TTGCTCTCCTGGRAGACATTTGCCCCCAGCTETGRGT

AGGGRCAGGTCTGGCCACCGEECCCCTGETTARGACTCTAATGACCCGCTGETCCTGAGS

ARGAGGTGCTGACGACCARGGAGATCTTCCCACAGACCCAGCACCAGGGRARATGETCCGE

AAATTGCAGCCTCAGCCCCCAGCCATCTGCCGACCCCCCCACCCCAGGCCCTAATGGGCC

AGGCGECAGGGETTGAGAGETAGGGGAGATGGGC TCTGAGACTATAAAGCCAGCGGGGEC

CCAGCAGCCCTCAGCCCTCCAGGACAGGC TGCATCAGAAGAGGCCATCAAGCAGGTCTGT

TCCAAGGGCCTTTGCGTCAGGTGGGCTCAGGAT TCCAGGGTGGCTGGACCCCAGGCCCCA

GCTCTGCAGCAGGGAGGACGTGEC TGEECTCGTGAAGCATGTGGGGETGAGCCCAGGGGT

CCCAAGGCAGGGCACCTGECCTTCAGCCTGCCTCAGCCCTGCCTGTCTCCCAGATCACTG

TCCTTCTGCCATGGCCCTGTGGATGCGCCTCCTGCCCCTGCTGGCGCTGCTGGCCCTCTG

GGGACCTGACCCAGCCGCAGCCTT TGTGAACCAACACCTGTGCGGCTCACACCTGGTGGA

AGCTCTCTACCTAGTCTGCGGECAACCAGGCTTCT TCTACACACCCAAGACCCGCCGGGA

GGCAGAGGACCTGCAGGGT GAGCCRAACTGCCCAT TGCTGCCCCTGGCCGCCCCCRAGCCAC

CCCCTGCTCCTGGCGCTCCCACCCAGCAT GEECAGARGGEEECAGGRGGITGCCACCCAG

CAGGEEETCAGETGCACTITITTARAAAGRAGTTCTCTTGGTI CACGTCCTARARGT GRCC

AGCTCCCTGTIGECCCAGTCAGRAT CTCAGCCTGAGGACGETGTIGGCTTCGECAGCCCCG

T EH - x
Connexion
Restreindre la
maodification

Protéger A




! Gene: INS (ENSGO000025 X / & Primer designing tool x - X
ools/primer-blast/ o | ] a =
<, PrimerBLAST

&« C B8 https://www.ncbi.nlm.nih.gov/

» NCEl Primer-BLAST: Finding primers specific to your PCR template (using Primer3 and BLAST).

Reset page Save search parameters Retrieve recent results  Publication  Tips for finding specific primers

PCR Template

Enter accession, gi, or FASTA sequence (A refseq record is preferred) @ Clear Range
CCTAGTETGLEGGGAACGAGGCTTCTTCTACACACCCAAGACCCGLCGEEAGECAGAGGACC TECAGGETGAGCCAACTGE -
CCATTECTECCCCTEEOCGCCCCCAGCCACCCCC TRTCCTGECGETCCCACCCAGCATEGEGCAGAAGGEEGCAGGAGECT From To
GOCACCCAGCAGGEGETCAGETECACTTTTTTAAAAAGAAGT TCTCTTGATCACETCCTAAAAGTBACCAGC TCCCTGTAS Forward primer |1 223 © Clear
CCCAGTCAGAATCTCAGCCTGAGEACGETETTEECTTCEECAGCCOE . =

p Reverse primer (840

Or, upload FASTA file | Choisissez un fichier | Aucun fichier choisi

Primer Parameters

Use my own forward primer

| Cl

(5'=3" on plus strand) - =
Use my own reverse primer ! cl
(9'=3" on minus strand) Z =

Min Max
PCR product size 70 1000
# of primers to return 10

Min Opt Max Max Tm difference
Primer melting temperatures ET.0 GO0 3.0 3 @

(Tm)

Exon/intron selection A refseq MRMA sequence as PCR template input is required for options in the section @)

k.~

Exon junction span Mo preference Y| e
Exon junction match Exonat5'side  Exonat 3’ side
7 4

Minimal number of bases that must anneal to exons atthe 5' or 3' side ofthe junction g

Intron inclusion Primer pair must be separated by at least one intron on the corresponding genomic DNA &)

@l Courl Biclnfo.pptx

@l cours bicinfol.pptx ¥ Afficher tous les téléchargements.. %




&/ Gene: INS (ENSG000002 = Primer designing tool X - X
C' | B https://www.ncbi.nlm.nih.gov/tools/primer-blast/ Xy = s =
Min Opt Max Max Tm difference -~
Primer melting temperatures 57.0 60.0 63.0 3 7]
(Tm)
Exon/intron selection Arefseq MRNA sequence as PCR template input is required for options in the Section &)
Exon junction span Mo preference T@
Exon junction match Exon at5' side  Exon at 3' side
7 4
Minimal number of bases that must anneal to exons atthe 5" or 3" side of the junction (7]
Intron inclusion Primer pair must be separated by at least one intron on the corresponding genomic DNA &)
Intron length range Min Max
1000 1000000 | &
Primer Pair Specificity Checking Parameters
Specificity check ¥ Enable search for primer pairs specific to the intended PCR template @)
Search mode Automatic Y@
Database | Refseq mRNA v] 2]
Exclusi Refseq mRMA i S
Xclusion . XR prefix) .-/ Exclude unculturedienvironmental sample sequences @)
Refseq representative genomes =
Organism nr
Refseq RNA (refseq_ma) robacteriaceae, rodents), taxonomy id or select from the suggestion list as you type. g
enome (reference assembly from selected organisms) -
Custom
Entrez query (optional) Genome (chromosomes from all organisms)
Primer specificity stringency  primer must have at least |2 ¥ | total mismatches to unintended targets. including
at least | 2 ¥ | mismatches within the last |5 ¥ | bps at the 3 end. @
Ignore targets that have | 6 ¥ | or more mismatches to the primer. @)
Max target size 4000 P -

05  cours bicinfo2.pptx 7| @& Courl Biolnfo.pptx ¥ Afficher tous les téléchargements.. %




! Gene: INS (ENSGO00002 & Primer designing tool x - bt

L C B bhttps://www.ncbi.nlm.nih.gov/tools/primer-blast/ k¢ s =

Min Opt Max Max Tm difference -

Primer melting temperatures 57.0 60.0 63.0 3 )

(Tm)

Exonfintron selection Arefseq mRMA sequence as PCR template input is required for options in the section @)

Exon junction span MNa preference Y&

Exon junction match Exonat5 side Exonat 3 side
7 4
Minimal number of bases that must anneal to exons atthe 5" or 3" side of the junction (7]

Intron inclusion Primer pair must be separated by at least one intron on the corresponding genomic DNA &)

Intron length range Min Max
1000 1000000 | @

Note: Parameter values that differ from the default are highlighted in yellow

Primer Pair Specificity Checking Parameters

Specificity check #| Enable search for primer pairs specific to the intended PCR template &)

Search mode Automatic Y@

Database Genome (reference assembly from selected organisms) ¥ | @)

Exclusion Exclude predicted Refseq transcripts (accession with XM, XR prefix) .| Exclude uncultured/environmental sample sequences &
Organism |Hom0 sapiens|

Enter an organism name (or organism group name such as enterobacteriaceae, rodents), taxonomy id or select from the suggestion list as you type. gy

Add more organisms

Entrez query (optional) )

Primer specificity stringency  primer must have at least | 2 ¥ | total mismatches to unintended targets, including
at least | 2 ¥ | mismatches within the last |5 ¥ | bps at the 3’ end. @

Ignore targets that have | 6 ¥ | or more mismatches to the primer. @

MA_ s T

¥ Afficher tous les téléchargements.. %
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&/ Gene: INS (ENSGD000025 X / = Primer designing tool X - X
C' | B https://www.ncbi.nlm.nih.gov/tools/primer-blast/ i 2] & =
Intron length range Min Max
1000 1000000 | @
Note: Parameter values that differ from the default are highlighted in yellow
Primer Pair Specificity Checking Parameters
Specificity check #| Enable search for primer pairs specific to the intended PCR template @
Search mode Automatic T|@
Database Genome (reference assembly from selected organisms) ¥ | @)
Exclusion Exclude predicted Refseq transcripts (accession with XM, XR prefix) .| Exclude uncultured/environmental sample sequences &)
Organism Homo sapiens
Enter an organism name (or organism group name such as enterobacteriaceae, rodents), taxonomy id or select from the suggestion list as you type. @
Add more organisms
Entrez query (optional) G
Primer specificity stringency  primer must have at least | 2 ¥ | total mismatches to unintended targets, including
at least | 2 ¥ | mismatches within the last |5 ¥ | bps at the 3’ end. i@
Ignore targets that have | 6 ¥ | or more mismatches to the primer. g
M&arget size 000 )
5 wvariant handling Allow primer to amplity mRMA splice variants (requires refseq mRMA sequence as PCR template input) &
" Get Primers ' #| Show results in a new window ¥/ Use new graphic view @
p Advanced parameters Note: Parameter values that differ from the default are highlighted in yellow 4
= = .

@ cours bicinfol pptx

@I Courl Biolnfo.pptx

F Afficher tous les télechargements..




&/ Gene: INS (ENSGO000025 X | = Primer designing too % [ 22 Primer-Blast hit review X X

C | G https://www.ncbi.nlm.nih.gov/tools/primer-blast/primertool.cgi k¢ & =

<, PrimerBLAST

» MCBI Primer-BLAST: Finding primers specific to your PCR template (using Primer3 and BLAST).

Input PCR template
Range 1-1020

Your PCR template is highly similar to the following sequence(s) from the search database. To increase the chance of finding specific primers, please review the list below and select all sequences
(within the given sequence ranges) that are intended or allowed targets.

Select: MNone Selected:0

Accessi Title Identity Alignment length Seq. start Seq. stop Gene
Homo sapiens chromosome 11, GRCh38.p2 Primary Assembly 100% 1020 2160562 2161581 INS-IGF2

Submit Show results in a new window

@ cours bicinfol pptx M @ Courl Biolnfo.pptx ¥ Afficher tous les téléchargements.. %
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& Gene: INS (ENSG0000025 X | = Primer designing too % | = Primer-Blast results x - x
<« C' | & https://www.ncbi.nlm.nih.gov/tools/primer-blast/primertool.cgi?ctg_time=14627488568&job_key=zdY-EzoZkz2 0 ABwNzSOec9YOrGLFEbFn ke a =

<, PrimerBLAST

» NCBI/ Primer-BLAST: Making primers specific to your PCR template. more...

Status

Running Check Cancel
Current time 08 May 2016, 19:08:08
Time since submission 32 sec

Progress Message

-

@ cours bioinfol.pptx @ Courl Biolnfo.pptx M

¥ Afficher tous les téléchargements... %




& Gene: INS (ENSGO000025 X |, = Primer designing tool % | &2 Primer-Blast results

&« C' | & https://www.ncbi.nlm.nih.gov/tools;

mer-blast/primertool.cgi?c

x

/-E

zoZkz20A6WNzZS0ec8YOrGLFEbFN

< _, PrimerBLAST

» NCEU Primer-BLA ST : results: Job id=zdY-EzoZkz2oA6wWwNzSOec9YOrGLFEDFn

maore...

Input PCR template
Range
Specificity of primers

1-1020

limited to Homo sapiens)...help on specific primers

Other reports B Search Summary

(=) Graphical view of primer pairs

primers may not be specific to the input PCR template as targets were found in selected database:Genome database (reference assembly only) for selected species (Organism

Query_1: 1.1.0K (1.0Kbp)~ | Find: ~|l@| - [ + ATE HeTools~ = | ¥Tracks & 7 -
SB [1eE |i5@ |z@a |z5@ |za@ |z |4@a [458 | |558 |E@a |gEa |Faa |75 | |25e | 2@a | 25@ 1628
Frimer pairs for job zdY-EzocZkz2cok ®

Primer 1 % %
Frimer 2 % %
Frimer = % %
Primer 4 % %
Frimer & % %
Frimer & % %
Primer 7 % %
Frimar 2 %
Frimer 2 % %
Frimer 18 % %
i [sa [1ee |15 |ze8 |25a |ze8 [asm [RELE 458 |s@8 558 |cea |Ese [7a@ [7s8 |ze@ 558 L] |35 1,826

(=) Detailed primer reports

Primer pair 1

@l cours bicinfol.pptx @l Courl Biolnfo.pptx

¥ Afficher tous les téléchargements...




&l Gene: INS (ENSG000002 = Primer designing too ¢ / & Primer-Blast results x - X

€« C' | 8 https://www.ncbi.nlm.nih.gov/tools/primer-blast/primertool.cgi?ctg_time=14627488568&job_key=zdY-EzoZkz20A6wNzSOec9YOrGLFELFN e a =
Frimer & B — -
Primer 1@ % %
[1 |SB |188 |159 |ZBB |25@ |SBB |358 |4BB |4SB |SBB |558 |SBB |SSB |?BB |?SB |SBB |859 |QBB |958 1Laz@

(=) Detailed primer reports

Primer pair 1

Sequence (5'-=3") Template strand Length Start Stop Tm GC% Self complementarity Self 3' complementarity
Forward primer GAAGAGGTGCTGACGACCAA Plus 20 180 199 5997 55.00 3.00 0.00
Reverse primer GGCTGAGATTCTGACTGGGC Minus 20 991 972 6046 60.00 5.00 2.00
Product length 812

Products on potentially unintended templates
=MNC_000011.10 Homo sapiens chromosome 11, GRCh38.p2 Primary Assembly
product length = 812

Features associzted with this product:
insulin, isoform 2 precursor

insulin preproprotein

Forward primer 1 GAAGAGGTGCTGACGACCAA 289
Template 2161482 . uisaanasasaseaans 2161383
Reverse primer 1 GECTGAGATTCTGACTEEEC 28
Template 2168591 .....iiieieeeenna... 21608618

=MC_000001.11 Homo sapiens chromosome 1, GRCh38.p2 Primary Assembly

product length = 3492
Features associzted with this product:
late cornified envelope-like proline-rich protein 1

Forward primer 1 GAAGAGGTGCTEACCACCAA 28
Template 153283131 ..o AL BALLL T 153283158 -
@I cours bicinfol.pptx T @ Courl Biolnfo.pptx T ¥ Afficher tous les téléchargements.. X




ne: INS (ENSG0000025 3 | & Primer designigg too ¥ | & Primer-Blast results ® - x

C' | B https://www.ncbi.nlm.nih.goWtools/primer-blast/primertool.cgi?ctg_time=1462748856&job_key=zdY-EzoZkz20A6WNzSOecIYOrGLFEbFN W % & =
' Y
=>MNC_000001.11 Homo sapiens chromosome 1, GRCh38.p2 Primary Assembly
product length = 3493
Features associzted with this product:
late cornified envelope-like proline-rich protein 1
Forward primer 1 QAAGAGGTOCTGACGACCAL 28
Template 153283131 .......A....GA... . T 1532231548
Reverse primer 1 GOCTGAGATTCTGACTGGGE 28
Template 153286628 .........00...6....T7 153286681
product lengf
Features flanisag &5 product:
448491 bp at 5' side: DEP domain-containing protein 1A isoform a
627572 bp at 3' side: leucine-rich repeat-containing protein 7 isoform X1
Reverse primer 1 GOCTGAGATTCTGACTGGEC 28
Template 68941243 AT. N\ AG...ovuan.. 4 BBE941224
Reverse primer 1 GOCTEAGRTITCTGACTGGGC 28
Template 58937489 AGG..G6....4 B3937588
=>NC_000024 .10 Hemg sapiens chromosome Y, GRCh38.p2 Primary Assembly
product leng @
Features flankiIme 5 product:
326182 bp at 5' side: testis-specific Y-encoded protein 18 isoform X1
2852971 bp at 3' side: probable ubiguitin carbexyl-terminal hydrolase FAF-Y
Reverse primesr 1 GOCTEAGATTCTGACTGGGE 2@
Template 9856476 L TT...A..........A.. ©D855457
Reverse primer 1 GOCTOAGATTCTRACTGGEGC 28
Template 9855922 L.....L W AALLWCALL L. 9855941
product length = 555
Features flanking this product:
78196 bp at 5" side: te protein 2 isoform X1
ww.nebinlmanih.gov/nucleotide/568815597 ?from=6847693281t0=68496999&report=gbwithparts -
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