IDENTIFICATION
Species: Daucus carota
Locus: DCAR_007168

Gene Model: DCAR_007168
Description: DCEXPA-05
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Dcarota_v2_0
KEGG: https://www.genome.jp/entry/T05350

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Dcarota_v2_0
https://www.genome.jp/entry/T05350

GENE STRUCTURE
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Legend:

Exon = Intron
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Query seq.
Superfanilies PLNO00OS0O

Name Accession Description Interval E-value
[+] PLN00050 super family 31535 expansin A; Provisional 1-248 6.86e-142
SEQUENCES

Peptide

>DcEXPA-05

MGMRGIFLVTFLAMTSSVLGDGGEGWVNAHATFYGGGDASGTMGGACGYGNLYS

QGYGTNTAALSTALFNNGLSCGSCYEIKCVDDPKWCLPGSIQVTATNFCPPNNALPN

NAGGWCNPPQQHFDLSQPVFQHIAQYKAGIVPVSYRRVPCGRKGGIRFQINGHSYFN
LVLITNVGGAGDVHAVSIKGSRTGWQAMSRNWGQNWQSNTYLNGQALSFKVTTSD
GRTVVSDNVVPAGWSFGQTFTGAQFT*

CDS (coding sequence)
>DcEXPA-05

ATGGGTATGCGTGGGATTTTCTTGGTGACTTTTCTTGCAATGACCTCCTCTGTTCTT
GGGGATGGTGGTGAAGGTTGGGTAAATGCTCATGCCACCTTTTATGGTGGTGGTG
ATGCCTCTGGAACAATGGGGGGAGCATGTGGGTATGGAAATCTTTACAGCCAAG
GGTATGGTACAAACACTGCAGCTCTGAGTACAGCTCTGTTCAACAATGGTCTGAG
CTGTGGTTCTTGCTATGAGATCAAGTGTGTGGATGACCCCAAATGGTGCTTGCCT
GGATCCATTCAAGTCACAGCCACTAATTTCTGCCCACCCAACAATGCATTACCAA
ACAATGCAGGGGGCTGGTGCAACCCTCCTCAGCAGCATTTTGATCTTTCTCAGCC
TGTTTTTCAACACATTGCTCAATACAAAGCTGGCATTGTCCCTGTTTCTTACAGAA
GGGTTCCATGTGGGAGGAAAGGTGGCATAAGGTTTCAAATAAATGGACACTCCT
ACTTCAACTTGGTATTGATAACAAACGTTGGGGGTGCTGGAGATGTTCATGCAGT
GTCCATCAAAGGTTCCAGGACAGGATGGCAAGCCATGTCAAGAAACTGGGGTCA
AAACTGGCAAAGCAACACCTACCTTAATGGCCAAGCTCTGTCTTTTAAGGTGACA
ACAAGTGATGGTAGAACTGTGGTCTCAGACAATGTTGTCCCAGCTGGTTGGTCCT
TTGGCCAAACATTCACTGGGGCTCAGTTCACCTAG

Nucleotide
>DcEXPA-05

ATGGGTATGCGTGGGATTTTCTTGGTGACTTTTCTTGCAATGACCTCCTCTGTTCTT
GGGGATGGTGGTGAAGGTTGGGTAAATGCTCATGCCACCTTTTATGGTGGTGGTG
ATGCCTCTGGAACAATGGGTATGCATGTGTACACACACTTACAGATCCAAGATTT
TTAATTTTTAAAAAGGCCCAAGATTTGCTTGACCTATTAGGCCAAGGCTTCAAAG
TTAACTAACAATGTTGTTTTATTACAGGGGGAGCATGTGGGTATGGAAATCTTTA
CAGCCAAGGGTATGGTACAAACACTGCAGCTCTGAGTACAGCTCTGTTCAACAAT



GGTCTGAGCTGTGGTTCTTGCTATGAGATCAAGTGTGTGGATGACCCCAAATGGT
GCTTGCCTGGATCCATTCAAGTCACAGCCACTAATTTCTGCCCACCCAACAATGC
ATTACCAAACAATGCAGGGGGCTGGTGCAACCCTCCTCAGCAGCATTTTGATCTT
TCTCAGCCTGTTTTTCAACACATTGCTCAATACAAAGCTGGCATTGTCCCTGTTTC
TTACAGAAGGTACCAAATCTTGTAGTACCTAATATCTTACATAAGGTCTCAGAAT
GTAATCTTTTATTAGACATTTAAAATTAATCTTGGTATTTTTTTCCTTATAATTTTG
GGTAGGGTTCCATGTGGGAGGAAAGGTGGCATAAGGTTTCAAATAAATGGACAC
TCCTACTTCAACTTGGTATTGATAACAAACGTTGGGGGTGCTGGAGATGTTCATG
CAGTGTCCATCAAAGGTTCCAGGACAGGATGGCAAGCCATGTCAAGAAACTGGG
GTCAAAACTGGCAAAGCAACACCTACCTTAATGGCCAAGCTCTGTCTTTTAAGGT
GACAACAAGTGATGGTAGAACTGTGGTCTCAGACAATGTTGTCCCAGCTGGTTGG
TCCTTTGGCCAAACATTCACTGGGGCTCAGTTCACCTAG





