IDENTIFICATION

Species: Eutrema salsugineum
Locus: Thhalv10008503m

Gene Model: Thhalv10008503m
Description: ESEXPA-09
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
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+ Name Accession Description Interval E-value
[+] PLND0193 super family 33423 expansin-A: Provisional 32-262 1.40e-90
SEQUENCES

Peptide

>ESEXPA-09

MGPTSSSWSFNKFFAIVFVVFSVSGEFVAGY YRPSPWRFAHATFYGDETASETMGGA
CGYGNLFNSGYGVATAALSATMFKDGYGCGQCFQIMCYKSPHCYYGNPTTVVTAT
NLCPPNWYQDSNNGGWCNPPRTHFDMAKPAFMKLANWKAGIIPVAYRRVPCKRIG
GMRFQFQGNAYWLLIFVMNVGGAGDIKSMAVKGSRTNWISMSHNWGASY QAFSSL
YGQSLSFRVTSYTTGQTLYAWNVAPSNWNAGMTYKTTVNFR*

CDS (coding sequence)
>ESEXPA-09

ATGGGTCCGACCTCAAGTTCTTGGAGCTTCAACAAATTTTTTGCAATAGTTTTCGT
CGTTTTCTCAGTCTCCGGTGAGTTCGTCGCCGGATATTACAGGCCGAGCCCGTGG
AGATTCGCTCATGCCACATTCTACGGCGACGAGACAGCTAGTGAAACCATGGGTG
GTGCATGTGGGTACGGAAATCTATTTAACAGCGGCTACGGCGTAGCCACGGCGGC
GCTAAGCGCGACGATGTTCAAAGATGGTTACGGTTGTGGCCAATGTTTCCAAATA
ATGTGTTATAAGTCGCCACATTGTTACTACGGAAACCCTACAACGGTGGTTACAG
CCACCAACCTTTGCCCTCCAAATTGGTACCAAGACTCCAACAATGGTGGTTGGTG
CAATCCTCCTAGAACCCATTTCGATATGGCTAAACCGGCTTTCATGAAACTCGCT
AATTGGAAGGCCGGTATCATCCCTGTTGCATACCGCAGAGTCCCATGCAAAAGGA
TTGGAGGTATGAGGTTTCAATTCCAAGGCAATGCTTATTGGCTTCTCATCTTCGTC
ATGAATGTCGGCGGTGCCGGAGACATCAAGAGCATGGCCGTGAAAGGTAGCCGG
ACGAATTGGATAAGCATGAGCCATAACTGGGGAGCCTCTTACCAAGCTTTTTCCT
CTCTCTACGGTCAATCTCTCTCTTTCCGGGTCACTTCTTACACCACCGGTCAAACC
CTCTATGCCTGGAACGTTGCTCCGTCTAACTGGAACGCCGGTATGACTTACAAGA
CCACTGTTAATTTCCGTTGA

Nucleotide
>ESEXPA-09

CAAACCCCAAGATAACCCTTCGAAAAAGGAAAAGGAACTAAAGATGGGTCCGAC
CTCAAGTTCTTGGAGCTTCAACAAATTTTTTGCAATAGTTTTCGTCGTTTTCTCAGT
CTCCGGTGAGTTCGTCGCCGGATATTACAGGCCGAGCCCGTGGAGATTCGCTCAT
GCCACATTCTACGGCGACGAGACAGCTAGTGAAACCATGGGTACGTAAGATTAA
TATTATTTCACTTTCTCATGTATATACAATATATAATCACCAAGGCCTGATATAAT



AACAATATCAGTTACATACATGACCATACATACATTAATCAGTTAATGACATAAT
CACTTTACACGTATATATATGCAGGTGGTGCATGTGGGTACGGAAATCTATTTAA
CAGCGGCTACGGCGTAGCCACGGCGGCGCTAAGCGCGACGATGTTCAAAGATGG
TTACGGTTGTGGCCAATGTTTCCAAATAATGTGTTATAAGTCGCCACATTGTTACT
ACGGAAACCCTACAACGGTGGTTACAGCCACCAACCTTTGCCCTCCAAATTGGTA
CCAAGACTCCAACAATGGTGGTTGGTGCAATCCTCCTAGAACCCATTTCGATATG
GCTAAACCGGCTTTCATGAAACTCGCTAATTGGAAGGCCGGTATCATCCCTGTTG
CATACCGCAGGTATATATGTCTCATGTCGAATATTTTCACAAATTTAGCTATCATA
CAAACATTTCAGCTAAAAATTAAAATTATTTTTACCGGGGCTAATTAAAAGTATA
TATAAATATATGTATATATATGTTCTAATTCCACAATCGATGAATGTTTATGTTGA
TAGATATTATTTGAGAAGAGGCACGTCTCTATAGTCCCCTTACTATATATACCGAT
ACGACACATAGAGATACAATATTCACATGCATAACATAACGACTTTATAAATAGT
TCAAAACTATGGAATTCTAAAATATTATATTTAATGCGATTGATATATGTAGAGT
CCCATGCAAAAGGATTGGAGGTATGAGGTTTCAATTCCAAGGCAATGCTTATTGG
CTTCTCATCTTCGTCATGAATGTCGGCGGTGCCGGAGACATCAAGAGCATGGCCG
TGAAAGGTAGCCGGACGAATTGGATAAGCATGAGCCATAACTGGGGAGCCTCTT
ACCAAGCTTTTTCCTCTCTCTACGGTCAATCTCTCTCTTTCCGGGTCACTTCTTACA
CCACCGGTCAAACCCTCTATGCCTGGAACGTTGCTCCGTCTAACTGGAACGCCGG
TATGACTTACAAGACCACTGTTAATTTCCGTTGAAATTACGATTTTGCCCTTGCAG
CAAACCCAAAA





