IDENTIFICATION

Species: Eutrema salsugineum
Locus: Thhalv10028333m

Gene Model: Thhalv10028333m
Description: ESEXPA-27
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Esalsugineum_v1 0
KEGG: https://www.genome.jp/entry/T02985

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Esalsugineum_v1_0
https://www.genome.jp/entry/T02985

GENE STRUCTURE

EsEXPA-27
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE
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Query seq.
Superfanilies PLNO00S0O

Name Accession Description Interval E-value
[+] PLND0O50 super family cl31535 expansin A; Provisional 32-255 6.86e-89
SEQUENCES
Peptide
>ESEXPA-27

MAIWFVPISY GHGAEAPMVGDVANSPGSGTNGLDPTWYDARATFYGDIHGGGTQQ
GACGYGDLNKQGYGLATAALSQALFNDGYTCGACFEIMCTNDPKWCLPGSIKITAT
NFCPANYTKTTGVWCNPPQKHFDLSLPIFLKIAQYEAGVVPVKYRRIPCAKTGGVKF
ETKGNPNFLMILPYNVGGAGDIKAMQIKGSGTGWITMKKNWGQNWVTDVVLTGQG
LSFRVVMSDGISKDFINVVQKNWGFDQTFDGKINF*

CDS (coding sequence)
>ESEXPA-27

ATGGCGATATGGTTCGTGCCCATCAGTTACGGTCATGGAGCCGAGGCCCCGATGG
TTGGTGATGTAGCCAACTCACCTGGAAGTGGAACCAATGGACTCGACCCTACTTG
GTATGACGCACGAGCCACATTTTACGGTGATATCCATGGTGGAGGCACTCAGCAG
GGAGCTTGTGGATACGGTGACCTAAACAAACAAGGCTATGGTCTAGCCACGGCG
GCGTTGAGCCAGGCGCTTTTCAATGACGGGTACACGTGTGGGGCTTGTTTCGAGA
TCATGTGCACGAATGATCCAAAATGGTGTTTGCCCGGATCCATCAAGATTACAGC
TACAAATTTCTGTCCAGCAAACTACACCAAGACGACAGGCGTATGGTGCAATCCA
CCACAGAAACACTTTGACCTCTCCTTACCAATATTCCTCAAGATCGCACAATACG
AAGCTGGGGTTGTCCCGGTTAAATACAGGCGTATTCCTTGCGCAAAAACCGGCGG
TGTCAAGTTCGAAACCAAAGGAAACCCTAATTTCTTAATGATCTTGCCGTACAAT
GTAGGAGGAGCCGGAGATATCAAGGCCATGCAGATTAAAGGAAGCGGAACTGGA
TGGATAACCATGAAGAAGAATTGGGGACAGAACTGGGTCACTGATGTTGTGTTA
ACCGGACAAGGCTTATCGTTTAGGGTTGTGATGAGTGATGGGATTAGTAAGGATT
TTATTAATGTGGTACAAAAAAATTGGGGATTTGATCAGACTTTTGATGGGAAGAT
TAACTTTTAG

Nucleotide
>ESEXPA-27

ATGGCGATATGGTTCGTGCCCATCAGTTACGGTCATGGAGCCGAGGCCCCGATGG
TTGGTGATGTAGCCAACTCACCTGGAAGTGGAACCAATGGACTCGACCCTACTTG
GTATGACGCACGAGCCACATTTTACGGTGATATCCATGGTGGAGGCACTCAGCGT
AAGTCTTCAATTGCCAATATTTTATTCGAATTTAATTATTGAGATAATGTAATTCA
TTTGGAGCTTGTTTGAAATATCTAAAATTCTTAAGGCGTAATTCATTTGGAGGAGC
AAAACATTATACTATAATTATCATATACTTCTGTTCCATCTTTTTTTTTATCGTACA
CTCACTTTTTTTCATTGTAAATTCAATAGAGGGAGCTTGTGGATACGGTGACCTAA



ACAAACAAGGCTATGGTCTAGCCACGGCGGCGTTGAGCCAGGCGCTTTTCAATGA
CGGGTACACGTGTGGGGCTTGTTTCGAGATCATGTGCACGAATGATCCAAAATGG
TGTTTGCCCGGATCCATCAAGATTACAGCTACAAATTTCTGTCCAGCAAACTACA
CCAAGACGACAGGCGTATGGTGCAATCCACCACAGAAACACTTTGACCTCTCCTT
ACCAATATTCCTCAAGATCGCACAATACGAAGCTGGGGTTGTCCCGGTTAAATAC
AGGCGTATTCCTTGCGCAAAAACCGGCGGTGTCAAGTTCGAAACCAAAGGAAAC
CCTAATTTCTTAATGATCTTGCCGTACAATGTAGGAGGAGCCGGAGATATCAAGG
CCATGCAGATTAAAGGAAGCGGAACTGGATGGATAACCATGAAGAAGAATTGGG
GACAGAACTGGGTCACTGATGTTGTGTTAACCGGACAAGGCTTATCGTTTAGGGT
TGTGATGAGTGATGGGATTAGTAAGGATTTTATTAATGTGGTACAAAAAAATTGG
GGATTTGATCAGACTTTTGATGGGAAGATTAACTTTTAG





