
IDENTIFICATION 

Species: Eutrema salsugineum 

Locus: Thhalv10025985m 

Gene Model: Thhalv10025985m 

Description: EsEXPB-01 

Family: Beta 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 

>EsEXPB-01 

MQLPSPVIILATLCIVLQLLINSSASVTTNRHVSNAHWLPAVATWYGSPNGDGSDGGA

CGYGSLVDVKPFHARVGAVNPILFKNGEGCGACYKVRCLDRNICSRRAVTVIVTDEC

PGCSKTNTHFDLSGSAFGRLAISGESGPLRNRGLIPVIYRRTACKYRKKNIAFHVNEGS

TDFWLSLLVEFEDGEGDIGSMHIRQAGSMEWLEMKHVWGANWCIIGGPLKGPFSVK

LTTLSSGKTLSATDVVPRNWAPKATYTSRLNFSPVL* 

CDS (coding sequence) 

>EsEXPB-01 

ATGCAGCTCCCTTCTCCGGTCATCATCTTAGCCACACTCTGCATTGTCCTGCAGCT

TCTCATAAACTCCTCCGCCTCGGTGACCACCAATCGACACGTGTCGAACGCTCAT

TGGCTTCCCGCCGTGGCCACCTGGTATGGAAGCCCCAACGGCGACGGTAGCGACG

GAGGAGCGTGTGGGTATGGTTCGTTGGTGGATGTGAAGCCGTTCCATGCGAGGGT

TGGAGCTGTGAATCCTATCCTATTCAAGAACGGTGAAGGCTGTGGCGCTTGTTAC

AAGGTTCGGTGTTTGGACAGGAACATTTGTTCCCGGAGAGCCGTCACCGTCATCG

TCACCGACGAGTGTCCCGGCTGCTCTAAAACCAACACTCACTTTGATCTAAGTGG

CTCTGCTTTTGGTCGCTTGGCTATCTCCGGAGAGTCTGGTCCCCTCCGCAACCGTG

GCCTCATTCCCGTCATTTATCGCCGGACGGCATGCAAATATAGAAAGAAGAACAT

AGCGTTTCATGTAAACGAAGGATCAACTGATTTTTGGTTGTCTCTACTGGTTGAGT

TCGAAGACGGAGAAGGCGACATTGGCTCCATGCATATACGCCAAGCAGGATCGA

TGGAGTGGTTAGAGATGAAGCACGTATGGGGAGCTAACTGGTGCATCATCGGAG

GACCCCTTAAAGGACCATTCTCCGTTAAGCTCACCACTTTGTCCTCCGGTAAAAC

ACTCTCTGCCACCGACGTCGTCCCCAGAAACTGGGCTCCCAAAGCAACTTACACT

TCCCGCCTCAACTTCTCTCCCGTCCTCTGA 

Nucleotide 

>EsEXPB-01 

GAACTCACTCACTCTCTCTCTCACTGTCGGCAAAACTAACTTCTTTCCCTTTCCCA

CTGTGACCGTTTCCGGCGACACAGGTGATATCTCCGGCAGAAATGCAGCTCCCTT

CTCCGGTCATCATCTTAGCCACACTCTGCATTGTCCTGCAGCTTCTCATAAACTCC

TCCGCCTCGGTGACCACCAATCGACACGTGTCGAACGCTCATTGGCTTCCCGCCG

TGGCCACCTGGTATGGAAGCCCCAACGGCGACGGTAGCGACGGTAATTACTGCA



AATACATACTTAACTGTCACTTCACACTCACACAGTCAACACTCTAGTGAGTGTA

AAGTAGAAACTTATCTAATTATATATATATATACCGGAATTGTGTTAAAAATAAA

AATAAAAATACAGGAGGAGCGTGTGGGTATGGTTCGTTGGTGGATGTGAAGCCG

TTCCATGCGAGGGTTGGAGCTGTGAATCCTATCCTATTCAAGAACGGTGAAGGCT

GTGGCGCTTGTTACAAGGTTCGGTGTTTGGACAGGAACATTTGTTCCCGGAGAGC

CGTCACCGTCATCGTCACCGACGAGTGTCCCGGCTGCTCTAAAACCAACACTCAC

TTTGATCTAAGTGGCTCTGCTTTTGGTCGCTTGGCTATCTCCGGAGAGTCTGGTCC

CCTCCGCAACCGTGGCCTCATTCCCGTCATTTATCGCCGGTACATTATGTTTTATT

ATTCTCATTTATTTAATGTGTATTATTCTTTTTCAATAACTAACTCGTGACAGTGCA

CGAGGGAATTAAATGAAAAATAGGAATTAGTATATAGTTTTCTAGTAAATGGTAA

AAGAGACTGAAGAGTGAGAAGGTTAAAAAATTATTAGAATTTTCTTGCAATGTGT

GTGAAATGGGGAATGGAGAGGAAAACACTTTAACGGCGATCTCGTGCTTATTGGT

AACTCTATCTTTTTTGACCGTTGACCAATTCCATTACTGCTCTCTTTCTCACTGGTC

TTTTTCAAAAAAAATTTATTTTGCATAAGGACGGCATGCAAATATAGAAAGAAGA

ACATAGCGTTTCATGTAAACGAAGGATCAACTGATTTTTGGTTGTCTCTACTGGTT

GAGTTCGAAGACGGAGAAGGCGACATTGGCTCCATGCATATACGCCAAGTACTCT

CTCTTCCTTTATAACCAAACTCTTTTACCTCTTTACTCTTTAGACTTTAATTTCCCT

TTATTCTTCTTATATATCACAAAGCCACTTACTGAGTCACTTCCACTTCGAAGTCT

ACTTTTCCTGTGTATAATAATACTAAATAAAAGGTGGAAAAGTCTTAGTGGAGTG

CGCACAATCATGGTCCTTCTTTGTTGACCAACTAGAAAGGCACACTACTCAAGTC

TACTAAAGTAACAATAAAAACAGAATCAAGATTCAAGTCTAAAGATTTTTTTTTT

TTTTTTTTGGTGTTGAATGGTAATGGTGCAGGCAGGATCGATGGAGTGGTTAGAG

ATGAAGCACGTATGGGGAGCTAACTGGTGCATCATCGGAGGACCCCTTAAAGGA

CCATTCTCCGTTAAGCTCACCACTTTGTCCTCCGGTAAAACACTCTCTGCCACCGA

CGTCGTCCCCAGAAACTGGGCTCCCAAAGCAACTTACACTTCCCGCCTCAACTTC

TCTCCCGTCCTCTGAAAAGACTAATATTTCCACTATTTTTATATTTGTGATCTTTTT

TTTGTTTGTTTGAAGAGAGAGTTAGAGAGAGAGAGTGACTGCTGGCCATAGGATG

GCGAGACTAATAGCCTGGTTCATCCTAATCCAACAACGGCTCATGCGTTCTCTCCT

CTTCCTCCTTAATTGTTTGTGAATTTGTGTGTGTGTGTGTGTGTGTTGTGTCGGTGA

GTGTGTGTAGGAGTTATTGTAGCCATCTCCAAAGGGGAGATAGAGCTAGGAGTA

GTATTTGGTGGTGTCAAGTCTTTTGTTTCTATATAATTCTTGTCTGTTTCTCTTTCT

ATTAATGAGACATTGCATAAATATATCATATGAATTTTTGTATTTGTATTTGTCAC

TTTCTCTTTTTAATGTGGGACATTACACAATGTATCAA 

 




