
IDENTIFICATION 

Species: Eutrema salsugineum 

Locus: Thhalv10026049m 

Gene Model: Thhalv10026049m 

Description: EsEXPA-01 

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-01 

MDSGLQQLALCFIILCRLFQATAEDDDWKIATATLSRDKDGSSSVTTGGACGYGDLR

QSSYGGYSAGLSGKLFNRGSSCGACLEVRCVNHIRWCLQGSPSVVVTATDFCPPNSG

LSSDYGGWCNFPKEHLELSHAAFTGIAETRAEVIPVQYRRVKCGRRGGLRFSLNGSS

HFFQVLISNVGLDGEVVGVKVKGHTTAWIPMARNWGQNWHSSLDLIGQSLSFEVTLI

GGKTIASYDVAPPYWRFGMTYQGKQFH* 

CDS (coding sequence) 

>EsEXPA-01 

ATGGATTCTGGACTTCAGCAACTCGCATTGTGCTTCATCATTCTCTGCCGCCTCTT

TCAAGCCACTGCCGAGGATGATGACTGGAAGATAGCCACCGCCACGCTGTCCAG

AGACAAGGACGGCTCCTCCTCCGTCACCACTGGAGGCGCCTGTGGGTATGGAGAT

CTGAGGCAGAGCAGCTATGGTGGGTACAGCGCAGGCCTGAGCGGGAAGCTGTTC

AACAGGGGAAGCAGCTGCGGAGCTTGTCTGGAAGTGCGGTGCGTGAACCACATT

CGGTGGTGCCTTCAAGGCAGCCCCTCCGTGGTGGTCACCGCCACCGATTTTTGTCC

TCCCAATTCAGGCCTTTCCTCCGATTACGGAGGTTGGTGCAACTTCCCAAAGGAG

CACTTGGAACTATCTCATGCCGCCTTCACAGGGATCGCAGAAACCAGAGCCGAGG

TAATCCCCGTGCAGTACAGGAGGGTCAAGTGTGGGCGGAGAGGCGGGTTGAGAT

TTAGCTTGAACGGGAGCTCCCATTTCTTCCAGGTGTTGATAAGCAACGTGGGCCT

CGACGGGGAAGTGGTGGGAGTGAAAGTGAAGGGCCATACAACGGCTTGGATTCC

AATGGCCAGAAACTGGGGACAGAACTGGCACTCCTCTCTCGATCTCATCGGGCAG

TCTCTATCTTTCGAGGTCACTCTCATCGGCGGCAAAACCATTGCCTCTTACGACGT

CGCTCCCCCGTATTGGCGCTTTGGAATGACATACCAAGGAAAGCAGTTCCACTAG 

Nucleotide 

>EsEXPA-01 

GTCTTGAAAAGCGGAGCCTGATGATCAAAAGGAACCCCTAAAAACCTCTGAAAC

GCATCACTTTTGTCTGCCACTTGTGACTGTGAGGATCCCAACCACACCACACCAC

ACTGGTCGTTCATGGATTCTGGACTTCAGCAACTCGCATTGTGCTTCATCATTCTC

TGCCGCCTCTTTCAAGCCACTGCCGAGGATGATGACTGGAAGATAGCCACCGCCA

CGCTGTCCAGAGACAAGGACGGCTCCTCCTCCGTCACCACTGGTTCTTCTTCTTCT

CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC

TCTCTCTCTCTCTCCTATCCAGTCCATCTATCTTTCTTCCCTCCCTGGACAGACTAA
CTAATTGGTGGTGGTGGTGATAGGAGGCGCCTGTGGGTATGGAGATCTGAGGCA



GAGCAGCTATGGTGGGTACAGCGCAGGCCTGAGCGGGAAGCTGTTCAACAGGGG

AAGCAGCTGCGGAGCTTGTCTGGAAGTGCGGTGCGTGAACCACATTCGGTGGTGC

CTTCAAGGCAGCCCCTCCGTGGTGGTCACCGCCACCGATTTTTGTCCTCCCAATTC

AGGCCTTTCCTCCGATTACGGAGGTTGGTGCAACTTCCCAAAGGAGCACTTGGAA

CTATCTCATGCCGCCTTCACAGGGATCGCAGAAACCAGAGCCGAGGTAATCCCCG

TGCAGTACAGGAGGGTCAAGTGTGGGCGGAGAGGCGGGTTGAGATTTAGCTTGA

ACGGGAGCTCCCATTTCTTCCAGGTGTTGATAAGCAACGTGGGCCTCGACGGGGA

AGTGGTGGGAGTGAAAGTGAAGGGCCATACAACGGCTTGGATTCCAATGGCCAG

AAACTGGGGACAGAACTGGCACTCCTCTCTCGATCTCATCGGGCAGTCTCTATCT

TTCGAGGTCACTCTCATCGGCGGCAAAACCATTGCCTCTTACGACGTCGCTCCCCC

GTATTGGCGCTTTGGAATGACATACCAAGGAAAGCAGTTCCACTAG 

 




