
IDENTIFICATION 

Species: Eutrema salsugineum 

Locus: Thhalv10021327m 

Gene Model: Thhalv10021327m 

Description: EsEXPA-21 

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-21 

MQLFLPLLLLLLVALSPPVTSHYSSSTSSPSSSSVSSDASEWRPARATYYAASNPRDAV

GGACGYGDLVKSGYGMATVGLSETLFERGQICGACFELRCVDDLRWCIPGTSIIVTA

TNFCPPNYGFDPDGGGHCNPPNKHFVLPIEAFEMVAIWKAGNMPVQYRRINCRREGS

IRFTVDGGGIFISVLITNVAGSGDIAAVKIKGSRTGWLPMGRNWGQNWHINADLKNQ

ALSFEVTASDRSTVTAYNVAPRNWNYGQTFEGKQFETP* 

CDS (coding sequence) 

>EsEXPA-21 

ATGCAACTGTTTCTACCTTTACTCCTCCTCCTCCTCGTCGCACTGTCGCCGCCGGT

GACTTCCCATTACTCTTCCTCAACCTCCTCTCCTTCTTCTTCCTCCGTCTCTTCCGA

CGCCTCCGAATGGCGTCCCGCTCGAGCCACCTACTACGCCGCTTCGAATCCTCGA

GACGCGGTGGGCGGTGCGTGTGGATACGGAGATCTCGTTAAATCTGGGTACGGTA

TGGCGACGGTTGGCCTGAGCGAGACTCTGTTTGAGCGTGGTCAGATCTGTGGTGC

TTGTTTCGAGCTCAGATGTGTCGATGATCTCCGTTGGTGTATCCCTGGAACTTCAA

TCATCGTCACCGCCACGAATTTCTGCCCTCCTAATTACGGATTTGATCCCGACGGT

GGTGGTCACTGTAACCCTCCGAACAAACATTTCGTGCTGCCGATTGAGGCGTTTG

AGATGGTCGCTATTTGGAAAGCTGGGAACATGCCGGTGCAGTATCGAAGGATCA

ACTGTAGAAGGGAAGGGAGCATTCGGTTTACAGTCGATGGTGGAGGCATTTTCAT

CTCGGTTCTGATCACCAATGTTGCGGGATCCGGTGATATAGCTGCTGTGAAGATC

AAAGGGTCGAGAACCGGGTGGTTACCAATGGGTCGTAATTGGGGACAAAATTGG

CACATAAATGCTGATCTCAAGAACCAAGCTCTCTCATTTGAAGTAACTGCTAGTG

ACAGATCAACCGTGACAGCTTACAACGTCGCTCCTAGAAACTGGAATTACGGACA

AACCTTTGAAGGGAAACAATTCGAGACTCCATGA 

Nucleotide 

>EsEXPA-21 

TACATTCACACTTCGCTCTCTTCCTCTCTCCTTCGGAGATGCAACTGTTTCTACCTT

TACTCCTCCTCCTCCTCGTCGCACTGTCGCCGCCGGTGACTTCCCATTACTCTTCCT

CAACCTCCTCTCCTTCTTCTTCCTCCGTCTCTTCCGACGCCTCCGAATGGCGTCCCG

CTCGAGCCACCTACTACGCCGCTTCGAATCCTCGAGACGCGGTGGGCGGTGCGTG

TGGATACGGAGATCTCGTTAAATCTGGGTACGGTATGGCGACGGTTGGCCTGAGC

GAGACTCTGTTTGAGCGTGGTCAGATCTGTGGTGCTTGTTTCGAGCTCAGATGTGT

CGATGATCTCCGTTGGTGTATCCCTGGAACTTCAATCATCGTCACCGCCACGAATT



TCTGCCCTCCTAATTACGGATTTGATCCCGACGGTGGTGGTCACTGTAACCCTCCG

AACAAACATTTCGTGCTGCCGATTGAGGCGTTTGAGATGGTCGCTATTTGGAAAG

CTGGGAACATGCCGGTGCAGTATCGAAGGTGCGTTTTCTCGAAATCCCTCTCCCG

CGTTCTCTTCCCGAACATTTTTTTTTGTTCTTCCAATTTGTTCGCGTTTTATTTAGA

GAAGCGTTTGCGGTGGGGAGAACGCGGTTCTGCTTTTCTGCCTCTTTCGATTTAAT

TTTTTATTAAACAATTCAATCGATGATGATATGCTTTTGCTTTTGTTTTTCCTTCTT

CGATATCCGTGTGCTTTATATGAGCTGGGTTTGCCCCCGAAGTGCTCTCCCGAATT

AGCAAATTTACAGTATTGTCCTTGATCGTTAATGGAGTAGACTAGTGACTTTAAC

AAGATTCAAATATGGTATTTAAATTGTGGTTTAGATTGACTGTAGCAAATCTGAG

AAAAAAAAGTAGCTTTGCTCGCATTTCAGTTGCTAGGAAGGTTAGTTTGTGGAAT

GCTGGAGTATATGAACCATGAGAGGAAGAAGTGTGGAAATCAATTATTGAAGTG

ATTGTTTCACTTCCTTGATGTAAATAACGATTTCGGGTGCTACACTGTTTTGGAAA

AGTTCTAGGCACTAGGCGATCACCTAATCTTTATGTTTATGATACTATGGTTCATT

GGATCGTTATCGGTTTGTGGAGTGATTTGTGACTGAGCCTCTTAAGAGTGTTTACA

TATCACATAACCATTGTTACCGTTTTGCCAAAAACAGGATCAACTGTAGAAGGGA

AGGGAGCATTCGGTTTACAGTCGATGGTGGAGGCATTTTCATCTCGGTTCTGATC

ACCAATGTTGCGGGATCCGGTGATATAGCTGCTGTGAAGATCAAAGGGTCGAGA

ACCGGGTGGTTACCAATGGGTCGTAATTGGGGACAAAATTGGCACATAAATGCTG

ATCTCAAGAACCAAGCTCTCTCATTTGAAGTAACTGCTAGTGACAGATCAACCGT

GACAGCTTACAACGTCGCTCCTAGAAACTGGAATTACGGACAAACCTTTGAAGGG

AAACAATTCGAGACTCCATGACACACAAAGACGAGTACTTTTATAGATATCTCGT

CATTCAATTTTTGTGTGAATTTTTTGATGGCAAGTAGATGAATCTTGGTCTAAGGT

TATCTTTAGGGTTGAAAAAGTAGAAACTTGTTTCAGCAAAAAAAAAAAAAGTAT

GCCTCTTTTGCATTTCATAGTGATCTCTATCTCTCAAGCATAGGTACAAAAGTCAC

AAATGTACTAAAAACATTGATTACACAAATATCATTATTGTATCTATTTGTCTACA

TTACTAAGGATGGAAAGCTTCCCTTCGAATGCTTAAAGGCTAA 

 
 

 




