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Synthetic construct Homo sapiens clone FLH141188.01L interferon’
alpha-inducible protein (G1P3) mRNA, partial cds
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inducible protein (G1P3) mRNA, partial cds
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Basic Local Alignment Search Tool

BLAST finds regions of similarity between biological sequences. The
program compares nucleotide or protein sequences to sequence
datab and calcul the statistical significance. Learn more

IgBLAST version 1.12 is now available

IgBLAST facilitates the analysis of immunoglobulin and T cell receptor variable
domain sequences.
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Job fitle: Nucleotide Sequence (393 letters)

RID 1FVEFGGDO1R (Expires on 12-19 01:36 am)

Query ID Icl|Query_324479 Database Name nr
Description None Description All non-redundant GenBank CDS
Molecule type nucleic acid translations+PDB+SwissProt+PIR+PRF excluding environmental
Query Length 393 samples from WGS projects

Program BLASTX 28 1+ b Citation
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Putative conserved domains have been detected, click on the image below for detailed results.
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» See 3 more title(s)

Range 1: 1to 131 GenPept Graphics

Related Information

Identical Proteins - Identical proteins
to AAP36492.1

Score Expect Method Identities Positives Gaps Frame
224 bits(571) 2e-73 Compositional matrix adjust.  131/131(100%) 131/131(100%) 0/131(0%) +

-

Query 1 MRQKAVSLFLCYLLLFTCSGVEAGKKKCSESSDSGSGFWRALTFMavggglavaglpalg 180
MRQKAVSLFLCYLLLFTCSGVEAGKKKCSESSDSGSGFWKALT FMAVGGGLAVAGLPALG
Sbjct 1 MRQKAVSLFLCYLLLFTCSGVEAGKKKCSESSDSGSGFWKALTFMAVGGGLAVAGLEPALG 60

Query 181 FTGAGIAANSVAASLMSWSAILNGGGVPAGGLVATLQSLGAGGSSVVIGNIGALMGYATH 360
FTGAGIAANSVAASIMSWSATILNGGGVPAGGLVATLOSLGAGGSSVVICNIGALMGYATH
Sbjct 61 FTGAGIAANSVAASLMSWSAILNGGGVPAGGLVATLQSLGAGGSSVVIGNIGALMGYATH 120

Query 361 KYLDSEEDEEL 393
KYLDSEEDEEL
Sbject 121 KYLDSEEDEEL 131

[§iDownload ~ GenPept Graphics ¥ Next A Previous 4 Descriptions

interferon alpha-inducible protein 6 isoform a precursor [Homo sapiens]
Sequence ID: NP_002029.3 Length: 130 Number of Matches: 1 L%‘ Questions/comments
b See 12 more title(s)

00.40

18-12-18



DNA & RN gl Synthetic ¢ = NCBIBlz: X =il

&« Qo ® © & httpsy/blast.ncbi.nim.nih.gov/Blast.cgi B 9% In @ =
) U S._ National Library of Medicine NCBI National Center for Biotechnology Information shamim_cst My NCBI Sign Out
BLAST ®,, blastx » RID-IFV5FGGDOR Home RecentResults  Saved Strategies  Help
BLAST Results
Edit and Resubmit Save Search Strategies Formatting options & Download YoulfT} How to read this page  Blast report description

Job title: Nucleotide Sequence (393 letters)
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Query ID Icl|Query_324479 Database Name nr
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Genome Project)
All Resources

BioSystems
Chemicals & Bioassays Databases S
Data & Software BioProject (formerly Genome Project] g:fgﬁzxf G;"th‘(’}fp
A collection of genomics, functional genomics, and genetics studies and links to their types ( )
DNA & RNA ) ) . . : -
menihlheshuaf IS — resulting datasets. This resource describes project scope, material, and objectives and Gene
Domains & Structures provides a mechanism to refrieve datasets that are often difficult to find due to inconsistent )
. . . . . Gene Expression
Genes & Expression annotation, multiple independent submissions, and the varied nature of diverse data types Omnibus (GEO)
which are often stored in different databases. Database
Genetics & Medicine
Genomes & Maps BioSystems Gene Expression
Cremooar Database that groups biomedical literature, small molecules, and sequence data in terms Omnibus (GEO) Datasets
.omo gy of biological relationships. Gene Expression
Literature Omnibus (GEO) Profiles
. ClinVar
Proteins A . " i Online Mendel
A resource to provide a public, tracked record of reported relationships between human niine Mendetian
variation and observed health status with supporting evidence. Related information Inheritance in Man -
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X . Databases Database of Short
Chemicals & Bioassays Genetic Variations
Data & Software Assembly (dbSNP)

DNA & RNA A database providing |nformat|on_ on the structure of_assembled ge_nomes, assembly GenBank
names and other meta-data, statistical reports, and links to genomic sequence data.
Domains & Structures Nucleotide Database

Genes & Expression BioCollections

A curated set of metadata for culture collections, museums, herbaria and other natural PopSet
Genetics & Medicine history collections. The records display collection codes, information about the collections’ ~ RefSeqGene
home institutions, and links to relevant data at NCBI.
- .G?T.‘.‘?.’".E.’? &Maps S Reference Sequence
RefSe
sy BioProject (formerly Genome Project] ( a
Literature A collection of genomics, functional genomics, and genetics studies and links to their Sequence Read Archive
Proteins resulting datasets. This resource describes project scope, material, and objectives and (SRA)
provides a mechanism to retrieve datasets that are often difficult to find due to inconsistent Trace Archive
Sequence Analysis annotation, multiple independent submissions, and the varied nature of diverse data types -
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Gene

Gene integrates information from a wide range of species. A record may include nomenclature,
Reference Sequences (RefSegs), maps, pathways, variations, phenotypes, and links to
genome-, phenotype-, and locus-specific resources worldwide.

Using Gene Gene Tools Other Resources
Gene Quick Start Submit GeneRIFs HomoloGene

FAQ Submit Correction OMIM

Download/FTP Statistics RefSeq

RefSeq Mailing List BLAST RefSeqGene

Gene News [ Genome Workbench UniGene
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Downloads

BLAST (Stand-alone)

BLAST executables for local use are provided for Solaris, LINUX, Windows, and
MacOSX systems. See the README file in the ftp directory for more information.
Pre-formatted databases for BLAST nucleotide, protein, and translated searches
also are available for downloading under the db subdirectory.

|

FTP: BLAST Databases
Sequence databases for use with the stand-alone BLAST programs. The files in this
directory are pre-formatted databases that are ready to use with BLAST.

FTP: FASTA BLAST Databases

Sequence databases in FASTA format for use with the stand-alone BLAST
programs. These databases must be formatted using formatdb before they can be
used with BLAST.

FTP: GenBank

This site contains files for all sequence records in GenBank in the default flat file

format. The files are organized by GenBank division, and the full contents are

described in the README.genbank file. i
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Advanced Help
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() The Nucleotide database will include EST and GSS sequences in early 2019. Read more.

Nucleotide -

The Nucleotide database is a collection of sequences from several sources, including GenBank,
RefSeq, TPA and PDB. Genome, gene and transcript sequence data provide the foundation for
biomedical research and discovery.

Using Nucleotide Nucleotide Tools Other Resources
Quick Start Guide Submit to GenBank GenBank Home
FAQ LinkOut RefSeq Home

E-Utilities Gene Home
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RefSeq: NCBI Reference Sequence Database

A comprehensive, integrated, non-redundant, well-annotated set of reference sequences
including genomic, transcript, and protein.

Using RefSeq RefSeq Access RefSeq projects

About RefSeq Human Genome Resources and Download Consensus CDS (CCDS)
Human Reference Genome RefSeq FTP RefSeq Functional Elements
Prokaryotic RefSeq Genomes RefSeq genomes FTP RefSeqGene

FAQ New RefSeq genomic (last 30 days Targeted Loci

NCBI Handbook New RefSeq transcripts (last 30 days Virus Variation

Factsheet New RefSeq proteins (last 30 days
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Translate tool

New translate tool, please test!
Use the ExPASy contact form to submit feedback and bug reports

1

Translate is a tool which allows the translation of a nucleotide (DNA/RNA) sequence to a protein sequence.

Please enter a DNA or RNA sequence in the box below (numbers and blanks are ignored).
ATGCGECAGRAGGCEETATCECTTTTCTTCTGCTACCTGCTCCTCTTCACTTGCACTGEEETGEAGECAG
GTAAGAAARAAGTGCTCGGAGAGCTCGGACAGCGGCTCCGGGTTCTGGAAGGCCCTGACCTTCATGGCCGT
CGGAGCAGGACTCGCAGTCECCGEECTECCCGCGCTEGECTTCACCGECELCGECATCGCGGCCARCTCG
CIGGCTGCCTCECTGATGAGCTGETCTGCCATCCTGAATGEGEECEGCETECCCECCEEEEEECTACTCE
CCACGCTGCAGAGCCTCGGEECTGETEGCAGCAGCGTCGTCATAGGTARTATTGGTGCCCTGATEGGCTA
CGOCACCCACAAGTATCTCGATAGTGAGGAGGATGAGGAGTTG

@ get protein from A seque X d Translate Tool - Results of trar X B Translate Tool - Results of tr: n s M

[ &) & Q ® @ & https://web.expasy.org/cgi-bin/translate/dna_aa 80% wee I @ =
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Translate Tool - Results of translation
Open reading frames are highlighted in féd. Please select one of the following frames - in the next page, you will be able to select your initiator and retrieve your amino acid sequence:

5'3' Frame 1
MetRQKAVSLFLCYLLLFTCSGVEAGKKKCSESSDSGSGFWEKALTFMetAVGGGLAVAGLPALGFTGAGIAANSVAASLMetSWSAILNGGG
VPAGGLVATLQSLGAGGSSVVIGNIGALMetGYATHKYLDSEEDEEL

5'3' Frame 2
CGRRRYRFSCATCCSSLAVGWRQVRKSARRARTAAPGSGRPStopPSWPSEEDSQSPGCPRWASPAPASRPTRWLPR Stop Stop A GL R S Stop Met
GAACPPGGStop WPRCRASGLVAAASSStop VILVP Stop WATPPTSISIVRR MefRS

5'3' Frame 3
AAEGGIAFLVLPAALHLQWGGGRStopEKVLGELGQRLRVLEGPDLHGRRRRTRSRRAARAGLHRRRHRGQLGGCLADELVCDPEWGRR
ARRGASGHAAEPRGWWQQRRHRStopYWCPDGLRHPQV SR Stop Stop GG Stop GV

Ll

3’5" Frame 1
QLLILLTIEILVGGVAHQGTNITYDDAAATSPEALQRGHStopPPGGHAAPIQDRRPAHQRGSHRVGRDAGAGEAQRGQPGDCESSSDGHE
GQGLPEPGAAVRALRALFLTCLHPTASEEQQVAQEKRYRLLPH

3’5" Frame 2
NSSSSSLSRYLWVAStopPIRAPILPMet TTLLPPAPRLCSVATSPPAGTPPPFRIADQLISEAATELAAMetPAPVKPSAGSPATASPPPTAMetK
VRAFQNPEPLSELSEHFFLPASTPLQVEKSSRStopHKKSDTAFCR

3’5" Frame 3
TPHPPHYRDTCGWRSPSGHQYYLStopRRCCHQPRGSAAWPLAPRRARRPHSGSQTSSSARQPPSWPRCRRRStopSPARAARRLRVLLRRP
StopRSGPSRTRSRCPSSPSTFSYLPPPHCKStopRAAGSTRKAIPPSAA

W\



AFTER DELETING FIRST Nucleotide
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Translate tool

New translate tool, please test!
Use the ExPASy contact form fo submit feedback and bug reports

1

Translate is a tool which allows the translation of a nucleotide (DNA/RNA) sequence to a protein sequence.

Please enter a DNA or RNA sequence in the box below (numbers and blanks are ignored).
TGCGGCAGAAGGCGGTATCGCTTTTCTTGTGCTACCTGCTGCTCTTCACTTGCAGTGGGGTGGAGGCAG
GTAAGAARAAGTGCTCGGAGAGCTCGEACAGCGECTCCGEGTTCIGEAAGGCCCTGACCTTCATGGCCGT
CGGAGGAGGACTCGCAGTCGCCGEGCTGCCCGCGCTGGGCTTCACCGECGCCGGCATCGCGGCCAACTCG 4
GTGGCTGCCTCGCTGATGAGCTGGTCTGCGATCCTGAATGGEGGCGECGTGCCCGCCGGEEGGEGCTAGTGG
CCACGCTGCAGAGCCTCGGGGCTGGTGECAGCAGCGTCETCATAGGTAATATTGETGCCCTGATGGGCTA
CGCCACCCACAAGTATCTCGATAGTGAGGAGGATGAGGAGTTG
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Translate Tool - Results of translation
Open reading frames are highlighted in féd. Please select one of the following frames - in the next page, you will be able to select your initiator and retrieve your amino acid sequence:

5'3' Frame 1
CGRRRYRFSCATCCSSLAVGWRQVRKSARRARTAAPGSGRPStopPSWPSEEDSQSPGCPRWASPAPASRPTRWLPR Stop Stop AGLR S Stop Met
GAACPPGGStop WPRCRASGLVAAASSStop VILVP Stop WATPPTSISIVRR MefRS

5'3' Frame 2
AAEGGIAFLVLPAALHLQWGGGRStopEKVLGELGQRLRVLEGPDLHGRRRRTRSRRAARAGLHRRRHRGQLGGCLADELVCDPEWGRR
ARRGASGHAAEPRGWWQQRRHRStopYWCPDGLRHPQV SR Stop Stop G G Stop GV

1

5'3' Frame 3
RQKAVSLFLCYLLLFTCSGVEAGKKKCSESSDSGSGFWKALTF MefAVGGGLAVAGLPALGEFTGAGIAANSVAASLMetSWSAILNGGGVP
AGGLVATLQSLGAGGSSVVIGNIGALMetGYATHKYLDSEEDEEL

3’5" Frame 1
QLLILLTIEILVGGVAHQGTNITYDDAAATSPEALQRGHStopPPGGHAAPIQDRRPAHQRGSHRVGRDAGAGEAQRGQPGDCESSSDGHE
GQGLPEPGAAVRALRALFLTCLHPTASEEQQVAQEKRYRLLP

3'5" Frame 2

NSSSSSLSRYLWVAStopPIRAPILPMet TTLLPPAPRLCSVATSPPAGTPPPFRIADQLISEAATELAAMetPAPVKPSAGSPATASPPPTAMetK
VRAFQNPEPLSELSEHFFLPASTPLQVEKSSRStopHKKSDTAFCR

3’5" Frame 3
TPHPPHYRDTCGWRSPSGHQYYLStopRRCCHQPRGSAAWPLAPRRARRPHSGSQTSSSARQPPSWPRCRRRStopSPARAARRLRVLLRRP
StopRSGPSRTRSRCPSSPSTFSYLPPPHCKStopRAAGSTRKAIPPSAA
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Translate tool

New translate tool, please test!
Use the ExPASy contact form to submit feedback and bug reports

Translate is a tool which allows the translation of a nucleotide (DNA/RNA) sequence to a protein sequence.

1

Please enter a DNA or RNA sequence in the box below (numbers and blanks are ignored).
OGS AGARGACEETATCaC T TS LG eSTAC S TSC TR TC T I CACT IGCACTCEEETSEACRCAS
TR AR TG T C G GAGAC T EaACAGCEaCTCCOEATTCTCEARGECCCTCACCTTCATAECEET
CGGAGGAGGACTCGCAGTCGCCGEECTGCCCGCGCTEEECTTCACCEECGCCGECATCGCEGCC: CTCG
GTGCCTGCCICECTCATCACCTCCTCTGEGATCCTCARTGEEEECEECETCECCECEEEEECCTACICE
CCACECTGCACACCCTCCEEECTCETCECAGCACCCTCGTCATACCTAMTATTCCTCCCCTGATCECCTA
CGCCACCCACRAAGTATCTCGATACTCAGGAGGATGAGGAGTTG

Output format: Verbose ("Met", "Stop", spaces between residues) ~
Genetic code: Standard ~

| Reset | or [ TRANSLATE SEQUENCE | =

@ get protein from DNA seque X d Translate Tool - Results of tran® X B Translate Tool - Results of trz X n s M

| &) & Q ® @ a8 https://web.expasy.org/cgi-bin/translate/dna_aa 90% see @ I @ =
ﬂ!’ Y e Translate Home | Camtit

Translate Tool - Results of translation

Open reading frames are highlighted in red. Please select one of the following frames - in the next page, you will be able to select your nitiator and retrieve your amino acid
sequence:

5'3' Frame 1
AAEGGIAFLVLPAALHLQWGGGRStopEKVLGELGQRLRVLEGPDLHGRRRRTRSRRAARAGLHRRRHRGQLGGCLADE
LVCDPEWGRRARRGASGHAAEPRGWWQQRRHRStop YWCPDGLRHPQVSR Stop Stop GG Stop GV

Ll

5'3' Frame 2
RQKAVSLFLCYLLLFTCSGVEAGKKKCSESSDSGSGFWKALTFMetAVGGGLAVAGLPALGFTGAGIAANSVAASL MetS
WSAILNGGGVPAGGLVATLQSLGAGGSSVVIGNIGALMetGYATHKYLDSEEDEEL

5'3' Frame 3
GRRRYRFSCATCCSSLAVGWRQVRKSARRARTAAPGSGRPStopPSWPSEEDSQSPGCPRWASPAPASRPTRWLPR Stop
Stop AGLR S Stop MetGAACPPGG Stop WPRCRASGLVAAASSStop VILVPStop WATPPTSISIVRRMetRS

3'5' Frame 1
QLLILLTIEILVGGVAHQGTNITYDDAAATSPEALQRGHStopPPGGHAAPIQDRRPAHQRGSHRVGRDAGAGEAQRGQP
GDCESSSDGHEGQGLPEPGAAVRALRALFLTCLHPTASEEQQVAQEKRYRLLP

3'5' Frame 2
NSSSSSLSRYLWVAStopPIRAPILPMetTTLLPPAPRLCSVATSPPAGTPPPFRIADQLISEAATELAAMetPAPVKPSAGSPA
TASPPPTAMetKVRAFQNPEPLSELSEHFFLPASTPLQVKSSRStopHKKSDTAFCR

3'5' Frame 3
TPHPPHYRDTCGWRSPSGHQYYLStopRRCCHQPRGSAAWPLAPRRARRPHSGSQTSSSARQPPSWPRCRRRStopSPARAA
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