IDENTIFICATION

Species: Eutrema salsugineum
Locus: Thhalv10028249m

Gene Model: Thhalv10028249m
Description: ESEXPA-25
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-25 .
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DOMAIN ARCHITECTURE
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Query seq. GACGYGOLNKOGYGLATAALST ALFNDGYT OGACFE IMCTNOPKUCLPGSTKT TATNFCPADY TK TTGVUCNPPCKHFTLSLPT FLKT ACYIKAGYY PV RRTP OAKT GOVIKFE T GNPNFLM TLPY NVGGAGDT KAMD TKGSGTCW T THKKNIGONGY TOWYL TGOS FRAW TS5 TSHDF TNV WPRNWGFDOTFDGK INP
Superfanilies PLNOOOS50

Name Accession Description Interval E-value
[+] PLN00050 super family cl31535 expansin A; Provisional 1-200 3.37e-87
SEQUENCES

Peptide

>ESEXPA-25

GACGYGDLNKQGYGLATAALSTALFNDGYTCGACFEIMCTNDPKWCLPGSIKITATN
FCPADYTKTTGVWCNPPQKHFDLSLPIFLKIAQYKAGVVPVKYRRIPCAKTGGVKFE
TKGNPNFLMILPYNVGGAGDIKAMQIKGSGTGWITMKKNWGQNWVTDVVLTGQGL
SFRVVTSDGISKDFINVVPKNWGFDQTFDGKINF*

CDS (coding sequence)
>ESEXPA-25

GGAGCTTGTGGATACGGTGACCTAAACAAACAAGGCTATGGTCTAGCCACAGCG
GCGTTGAGCACGGCGCTTTTCAATGACGGGTACACGTGTGGGGCTTGTTTCGAGA
TCATGTGCACGAATGACCCAAAATGGTGTTTGCCCGGATCCATTAAGATTACAGC
TACAAATTTCTGTCCAGCAGACTACACCAAGACGACAGGCGTTTGGTGCAACCCA
CCACAGAAACACTTTGACCTCTCCCTACCAATATTCCTCAAGATCGCACAATACA
AAGCTGGGGTTGTCCCGGTTAAATACAGGCGTATTCCTTGCGCAAAAACCGGCGG
TGTCAAGTTCGAAACCAAAGGAAACCCTAATTTCTTAATGATCTTGCCGTACAAT
GTAGGAGGAGCCGGAGATATCAAGGCCATGCAGATTAAAGGAAGCGGAACTGGA
TGGATAACCATGAAGAAGAATTGGGGACAGAACTGGGTCACTGATGTTGTGTTA
ACCGGACAAGGCTTATCATTTAGGGTTGTGACGAGTGATGGGATTAGTAAGGATT
TTATTAATGTGGTACCAAAAAATTGGGGATTTGATCAGACTTTTGATGGGAAGAT
TAACTTTTAG

Nucleotide
>SESEXPA-25

GGAGCTTGTGGATACGGTGACCTAAACAAACAAGGCTATGGTCTAGCCACAGCG
GCGTTGAGCACGGCGCTTTTCAATGACGGGTACACGTGTGGGGCTTGTTTCGAGA
TCATGTGCACGAATGACCCAAAATGGTGTTTGCCCGGATCCATTAAGATTACAGC
TACAAATTTCTGTCCAGCAGACTACACCAAGACGACAGGCGTTTGGTGCAACCCA
CCACAGAAACACTTTGACCTCTCCCTACCAATATTCCTCAAGATCGCACAATACA
AAGCTGGGGTTGTCCCGGTTAAATACAGGCGTATTCCTTGCGCAAAAACCGGCGG
TGTCAAGTTCGAAACCAAAGGAAACCCTAATTTCTTAATGATCTTGCCGTACAAT
GTAGGAGGAGCCGGAGATATCAAGGCCATGCAGATTAAAGGAAGCGGAACTGGA
TGGATAACCATGAAGAAGAATTGGGGACAGAACTGGGTCACTGATGTTGTGTTA
ACCGGACAAGGCTTATCATTTAGGGTTGTGACGAGTGATGGGATTAGTAAGGATT



TTATTAATGTGGTACCAAAAAATTGGGGATTTGATCAGACTTTTGATGGGAAGAT
TAACTTTTAG





