
IDENTIFICATION 

Species: Eutrema salsugineum 

Locus: Thhalv10017095m 

Gene Model: Thhalv10017095m 

Description: EsEXPA-17 

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 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>EsEXPA-17 

MAATAFGIRFLWLAVTISFLLAATNAKIPGVYTGGPWQNAHATFYGGSDASGTMGG

ACGYGNLYSQGYGVNTAALSTALFNNGFSCGACFEIKCTDDPRWCVPGNPSIFVTAT

NFCPPNFAQPSDDGGWCNPPREHFDLAMPMFLKIGLYRAGIVPVSYRRVPCRKLGGI

RFTVNGFRYFNLVLITNVAGAGDITGVSVKGSKTDWVRMSRNWGQNWQSNAVLIG

QSLSFRVTASDRRSSTSWNVAPATWQFGQTFSGKNFRV* 

CDS (coding sequence) 

>EsEXPA-17 

ATGGCGGCGACTGCGTTTGGGATTCGCTTCTTGTGGTTGGCCGTTACGATTTCCTT

TCTGTTAGCCGCTACAAACGCCAAAATCCCCGGCGTTTACACCGGCGGCCCATGG

CAAAACGCACACGCCACTTTCTACGGCGGCAGCGATGCTTCCGGCACCATGGGCG

GCGCGTGTGGTTACGGGAATTTATACAGCCAAGGATACGGTGTGAACACGGCGG

CGCTGAGTACCGCTCTGTTCAACAACGGCTTTAGCTGCGGTGCTTGCTTCGAGATT

AAGTGTACGGACGACCCGAGGTGGTGTGTCCCGGGAAACCCGTCGATTTTCGTGA

CGGCGACCAACTTTTGTCCGCCGAATTTCGCACAGCCGAGTGACGACGGAGGATG

GTGCAATCCGCCGCGAGAGCACTTCGACCTCGCCATGCCGATGTTCCTCAAGATT

GGTCTGTATCGCGCCGGCATTGTCCCCGTCTCTTACCGCAGGGTACCTTGTCGGAA

GCTAGGAGGGATAAGATTCACAGTAAACGGATTCAGATACTTCAATCTCGTTTTA

ATAACTAATGTCGCCGGCGCCGGAGACATTACCGGAGTGAGCGTCAAGGGTTCA

AAGACGGATTGGGTGAGGATGAGCCGGAACTGGGGACAGAATTGGCAGTCCAAT

GCCGTACTCATCGGCCAATCTCTCTCTTTCCGAGTCACCGCCTCCGATCGCCGTTC

CTCCACCTCCTGGAACGTCGCTCCTGCCACGTGGCAGTTTGGTCAGACTTTCTCCG

GCAAAAACTTCCGAGTCTGA 

Nucleotide 

>EsEXPA-17 

CTCACTGTCTCGATGGCGGCGACTGCGTTTGGGATTCGCTTCTTGTGGTTGGCCGT

TACGATTTCCTTTCTGTTAGCCGCTACAAACGCCAAAATCCCCGGCGTTTACACCG

GCGGCCCATGGCAAAACGCACACGCCACTTTCTACGGCGGCAGCGATGCTTCCGG

CACCATGGGTACGTATCTACTCTGCCTTACCAAAAATCCATCATTATCAATACAC

AATACGATTCCTAATACAAATATGTTTTCTTCTCTCTCTCTGTTTTGTTGTATTCTG

CGCGTGGGGTTTTGAAAGGCGGCGCGTGTGGTTACGGGAATTTATACAGCCAAGG

ATACGGTGTGAACACGGCGGCGCTGAGTACCGCTCTGTTCAACAACGGCTTTAGC



TGCGGTGCTTGCTTCGAGATTAAGTGTACGGACGACCCGAGGTGGTGTGTCCCGG

GAAACCCGTCGATTTTCGTGACGGCGACCAACTTTTGTCCGCCGAATTTCGCACA

GCCGAGTGACGACGGAGGATGGTGCAATCCGCCGCGAGAGCACTTCGACCTCGC

CATGCCGATGTTCCTCAAGATTGGTCTGTATCGCGCCGGCATTGTCCCCGTCTCTT

ACCGCAGGTCACTTGCTTCTTTCCTTTCTTCTTCCTCTTTCCGTTCTTTTCCAACCA

CCGTTTCTGTTTTGTCGGTTTCCATAAATAGCTGAATTAATAAGAAATTAGCTGTG

TAGTTAAATCATATACTGTATTAATACGGTGAAAAAATTACACAAAGAAAGTTTA

GTAAAAGGTGCATACCAACTTTTGTAGATTAAATTATGTTTAGGAGATAATATGA

AGAATAGTTATGTGTTTATATAAATGGGATGTTTAATATCTAATTATTATGCTAAG

AGACACTCGTTAAAAAAAAAATACAAGCCAGAAAAATAATATTTTATAAAATAC

GAGACATGTTATTATCCCTGAGTTTTTCATATAGTTATGTGTTTATACAAATGGGA

TGTTTAATATCTAATTATTATGCTAAGAGACACTCGTTAAAAAAAATACAAGACA

GAAAAATAATATTTTATAAAATACGAGGACATGTTATTATCCCTGAGTTTGTTGTC

CTCTAGGCTTCTGTCACTTTTGGAAAACGGCCTATGTTTTTCAGACTTCAGAAACT

TAAAAACATCACACTCAACTTTTGTTTGTTCTCTCTTAGACAATTTAAATAATTTA

TTTTAGAAGGGAACTAATTTATTTTATTCCATTTATCTTTTCGGGAAAACAAGCAG

GACATGTTCTCCAGTATCCCAGAGATGCATCTCTCTCTCTTCCGTCTCTTGTCTTTT

TGTAAATAATTGTCTGATTCTGTTCGTGTCTTCTGTGTTCCTCTTCAGGGTACCTTG

TCGGAAGCTAGGAGGGATAAGATTCACAGTAAACGGATTCAGATACTTCAATCTC

GTTTTAATAACTAATGTCGCCGGCGCCGGAGACATTACCGGAGTGAGCGTCAAGG

GTTCAAAGACGGATTGGGTGAGGATGAGCCGGAACTGGGGACAGAATTGGCAGT

CCAATGCCGTACTCATCGGCCAATCTCTCTCTTTCCGAGTCACCGCCTCCGATCGC

CGTTCCTCCACCTCCTGGAACGTCGCTCCTGCCACGTGGCAGTTTGGTCAGACTTT

CTCCGGCAAAAACTTCCGAGTCTGAACTATAAGATCAACGGTCTCATTTAATGAA

AACACCAATACTCAGATGTCATTGTTATTTCCTTTTTAAAACTTTTAATATGAGAG

ATAAAGGAAAAGCAATTTTCCCGCCCTGGGTTTTCTCTAAATTTTCTTGGGAAAAT

TTCTGGTGGCTTTGGGAAAATGTTTCCTTTTTTTTGTTTTAGGAAGAGGATTCCTTT

TAATGTTTGTGATTGCGAATTTGCAAGTGATTTGTTTTGTTTGTTTGTTTTTTTATC

GTTTTGTTGTTATGGCATCTCTGCTAATACAGATAGGACCGTTGTGTGCTCGACCA

ATATGTAACGGGCCATTGGGCCAAGTTAGGAATATTTTGTTTCTTCTTAAGGTTAG

TAATTC  

 

 




