IDENTIFICATION

Species: Eutrema salsugineum
Locus: Thhalv10017119m

Gene Model: Thhalv10017119m
Description: ESEXPA-18
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-18 T ey

L 1 ) ! . . . ! 1
Obp 200bp 2000 G0bp BKIbp 10000p 12000p 13000p 16000p

Legend:

CDS s upstreamy downstream — Intron

DOMAIN ARCHITECTURE

s 100 125 150 175 200 225 % 259
T Y S S T N T S SO SR A T T SO SN A TN TN ST SRl AN SO SN S S A SN SN SR Sl A SN SO SN S A S S S S i |

Query seq.

Superfanilies PLNO0050

+ Name Accession Description Interval E-value
[+] PLNO0050 super family 131535 expansin A; Provisional 29-256 587e-124
SEQUENCES

Peptide

>ESEXPA-18

MAIVKLVILFTTFLFLNIADAKIPGVYSGGAWQTAHATFYGGSDASGTMGGACGYGN
LYSQGYGTNTAALSTALFNNGMSCGACFELKCANDPQWCHSGSPSILITATNFCPPNL
AQPSDNGGWCNPPRAHFDLAMPVFLKIAQYRAGIVPVSYRRVPCRKRGGIRFTINGH
RYFNLVLITNVAGAGDIVRTSVKGSRTGWMSLSRNWGQNWQSNAVLVGQSLSFRVT
GSDRRTSTSWNIVPSNWQFGQTFVGKNFRV*

CDS (coding sequence)
>ESEXPA-18

ATGGCTATTGTTAAATTAGTAATCCTCTTCACCACATTTCTCTTCTTGAACATCGC
CGACGCCAAAATCCCCGGCGTTTACTCCGGCGGCGCGTGGCAAACCGCACACGCC
ACTTTCTACGGTGGCAGCGACGCCTCCGGCACTATGGGAGGAGCTTGTGGTTATG
GGAACCTTTACAGCCAAGGCTATGGAACCAACACGGCTGCATTGAGCACGGCGC
TGTTTAACAACGGTATGAGTTGTGGAGCCTGCTTTGAGCTAAAATGCGCCAACGA
TCCGCAATGGTGCCACTCAGGTAGCCCATCGATCCTCATAACAGCAACCAATTTC
TGCCCACCAAACTTGGCTCAGCCCAGCGATAACGGAGGATGGTGCAACCCGCCA
CGTGCCCACTTCGACCTAGCCATGCCTGTCTTCCTCAAGATCGCTCAATATCGCGC
CGGCATTGTCCCCGTCTCATACCGCAGGGTGCCTTGTAGGAAGAGAGGAGGGATA
AGGTTTACGATCAACGGTCACCGTTACTTTAACTTGGTTCTGATCACTAACGTGGC
GGGAGCAGGAGACATCGTGAGGACGAGCGTGAAAGGTTCACGGACTGGTTGGAT
GAGTTTGAGCAGGAACTGGGGTCAGAACTGGCAATCTAATGCTGTTTTGGTTGGT
CAGTCACTTTCTTTCCGTGTCACAGGCAGTGACCGTAGAACCTCTACTTCATGGAA
CATCGTTCCTTCTAACTGGCAGTTTGGTCAAACCTTTGTCGGGAAGAATTTCAGGG
TCTAA

Nucleotide
>ESEXPA-18

AATTAACAAAAAACCTAACTCGAAATCTTTAACAAGAGCGCAAGCTCGAAAGCG
CTCTTGTTCTTTCTTTCATCTTCCTCCTTTACCCTCATAGTAGTTTAAAACCCCTTTT
TTTGAATAACCCACACAAAAAATGGCTATTGTTAAATTAGTAATCCTCTTCACCA
CATTTCTCTTCTTGAACATCGCCGACGCCAAAATCCCCGGCGTTTACTCCGGCGGC
GCGTGGCAAACCGCACACGCCACTTTCTACGGTGGCAGCGACGCCTCCGGCACTA
TGGGTCAGTCCACAAGAAATAGAGCATAAAAAGTTTATTCTTTTAAAAACAAAAC
AGAGCATAAAAACAGAGTAAATTCACTCAAAGATCCTCTCTTTTCAATAACAATG




ATCTAATTTGAATTTACAGGAGGAGCTTGTGGTTATGGGAACCTTTACAGCCAAG
GCTATGGAACCAACACGGCTGCATTGAGCACGGCGCTGTTTAACAACGGTATGAG
TTGTGGAGCCTGCTTTGAGCTAAAATGCGCCAACGATCCGCAATGGTGCCACTCA
GGTAGCCCATCGATCCTCATAACAGCAACCAATTTCTGCCCACCAAACTTGGCTC
AGCCCAGCGATAACGGAGGATGGTGCAACCCGCCACGTGCCCACTTCGACCTAG
CCATGCCTGTCTTCCTCAAGATCGCTCAATATCGCGCCGGCATTGTCCCCGTCTCA
TACCGCAGGTACACAATCTTTTATCAATTTTTCTTGCCAATACTAACCTAAGTCCA
TAATTATCGATTTTTCTTTAGACAAAACGGCTAGAAACATTTTGTAAATGGCGTTT
TTTTTCACATTTGAACTTTACCTAATGATGTCGAAAAAACGAAATTTTTTAGTTAT
TAACAAGTTTAGTACGCTTTTGTGTGTTATTTCAATTTTGACGATATGTTACTGAG
TAAATGCAACTTTGGTGTCCTTTTATTTTTGGTTTGTTAATGAGAGTGAAATGTTG
GTATTTTTGTGTAGGGTGCCTTGTAGGAAGAGAGGAGGGATAAGGTTTACGATCA
ACGGTCACCGTTACTTTAACTTGGTTCTGATCACTAACGTGGCGGGAGCAGGAGA
CATCGTGAGGACGAGCGTGAAAGGTTCACGGACTGGTTGGATGAGTTTGAGCAG
GAACTGGGGTCAGAACTGGCAATCTAATGCTGTTTTGGTTGGTCAGTCACTTTCTT
TCCGTGTCACAGGCAGTGACCGTAGAACCTCTACTTCATGGAACATCGTTCCTTCT
AACTGGCAGTTTGGTCAAACCTTTGTCGGGAAGAATTTCAGGGTCTAAATCGGAG
TTTCGAGAAACTAAATTTGTGGGAGAATCGAAAAAAAAAATTAAAGTGGTCGAG
ACAAAAGAAAACTCTCCGCTAATTTCGCTTCTTCCTTTTTTTTTTCAAAATTTTATA
TATGGAAAGGAGAGAAAAAATGAGGGGAGAATAGTAGTATCTTTGACTTTTGTG
TGTTTTTTCTTTTTTAATATTTATTTTCTTTTGTGTTTTAATTGTGAGTTGTAAAAGG
GGAAAAAGGGGAGAGAGAAAGAGAGTAGCTGAAGTGGCTGTGAGAAAATTTTGT
AACAGCCCGCAGCTATCTCTAAAGTAATTTACATGGTTGGGTTGTAACGTTTAATT
TCGTGTAATCTAAAAACATGGTTGTATTAATATGATACTATATACAATCTTCTGGT
TCGTTTGAAATTTTAACTAGTCATTTACT






