IDENTIFICATION

Species: Eutrema salsugineum
Locus: Thhalv10017120m

Gene Model: Thhalv10017120m
Description: ESEXPA-19
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-19 5 — — —

Ty L | L L L L
Obp 200bp 300bp 600bp [ 1000bp 1200bp
Legend:

CDS s upstreamy downstream — Intron

DOMAIN ARCHITECTURE
Query se lwﬁ - W e - e " e s i

uery seq.
Superfanilies PLNOOOS0O

PLN00050 s::t';:m\ y 'lfiﬂ““’“ expansin A; Provisional peserniption "‘l?;g:l E‘E‘W.;::EZ
SEQUENCES

Peptide

>ESEXPA-19

MFITSYSKYSVISTLSIFSLLFFLQRTHGDDGGWQGGHATFYGGGDASGTMGGACGY
GNLYSQGYGTNTAALSTALFNNGLTCGACYEMKCNDDPRWCLSSTITVTATNFCPPN
LGLSNDNGGWCNPPLQHFDLAEPAFLQIAQYRAGIVPVSFRRVACMKKGGIRFTING
HSYFNLVLISNVGGAGDVHAVSIKGSKTGSWQAMSRNWGQNWQSNSYLNDQSLSF
QVTTSDGRTVVSNDVAPSNWQFGQTFQGGQF*

CDS (coding sequence)
>ESEXPA-19

ATGTTTATTACATCATACTCCAAATATTCTGTAATCTCAACACTATCCATATTCAG
CTTATTATTCTTCCTCCAAAGAACCCATGGAGACGACGGAGGTTGGCAAGGTGGC
CACGCCACCTTCTACGGTGGCGGCGACGCTTCAGGCACCATGGGAGGAGCTTGTG
GCTATGGAAATCTGTATAGCCAAGGTTACGGGACGAACACGGCGGCTTTAAGCA
CGGCTCTATTCAACAACGGACTCACGTGCGGCGCGTGCTACGAGATGAAGTGCAA
TGATGACCCAAGATGGTGTCTCTCGTCAACTATCACCGTCACAGCCACCAACTTTT
GCCCACCAAACCTTGGTCTCTCCAACGATAATGGTGGATGGTGCAATCCTCCTCT
CCAGCACTTCGACCTCGCCGAGCCAGCTTTCCTCCAGATCGCTCAGTATCGTGCC
GGCATTGTCCCCGTCTCTTTCCGAAGAGTAGCGTGTATGAAGAAAGGAGGGATAA
GGTTTACGATAAACGGACATTCATACTTTAATTTGGTTCTGATATCGAACGTAGG
AGGAGCAGGAGACGTCCACGCAGTGTCGATCAAAGGCTCAAAAACAGGGTCGTG
GCAAGCAATGTCTAGGAACTGGGGACAGAACTGGCAGAGCAACTCTTATCTCAA
CGACCAAAGCCTCTCGTTCCAGGTTACTACCAGCGATGGTCGCACCGTCGTTAGC
AATGACGTGGCTCCTTCTAACTGGCAGTTCGGACAAACCTTCCAAGGCGGTCAAT
TCTGA

Nucleotide
>ESEXPA-19

CGATTCTTTCTCACCAAATCAAATCAGATACTCAAAACCGAATTAACTAACCCCT
CAAAAACAAAAAGAAAAATGTTTATTACATCATACTCCAAATATTCTGTAATCTC
AACACTATCCATATTCAGCTTATTATTCTTCCTCCAAAGAACCCATGGAGACGAC
GGAGGTTGGCAAGGTGGCCACGCCACCTTCTACGGTGGCGGCGACGCTTCAGGC
ACCATGGGTATGACCAAAAAAAAAAAACAATAAATCCTTATGTTAATAGCTTAGC
TAATTGAATCCATTTATACAAATACATGCGTATATGTTAGCTAGCTAACACGTGA



CATACACACAAAAAATGTTCAGGAGGAGCTTGTGGCTATGGAAATCTGTATAGCC
AAGGTTACGGGACGAACACGGCGGCTTTAAGCACGGCTCTATTCAACAACGGAC
TCACGTGCGGCGCGTGCTACGAGATGAAGTGCAATGATGACCCAAGATGGTGTCT
CTCGTCAACTATCACCGTCACAGCCACCAACTTTTGCCCACCAAACCTTGGTCTCT
CCAACGATAATGGTGGATGGTGCAATCCTCCTCTCCAGCACTTCGACCTCGCCGA
GCCAGCTTTCCTCCAGATCGCTCAGTATCGTGCCGGCATTGTCCCCGTCTCTTTCC
GAAGGTTTCGTTTTTTACTTTTCTTGATACTTGGAACGCAAGAAAGCAATAAACA
ACAAAAGTGATTAAACTAAACTAATGAGTTATGTGTTGTTTGGTTGTGTAATTTGC
AGAGTAGCGTGTATGAAGAAAGGAGGGATAAGGTTTACGATAAACGGACATTCA
TACTTTAATTTGGTTCTGATATCGAACGTAGGAGGAGCAGGAGACGTCCACGCAG
TGTCGATCAAAGGCTCAAAAACAGGGTCGTGGCAAGCAATGTCTAGGAACTGGG
GACAGAACTGGCAGAGCAACTCTTATCTCAACGACCAAAGCCTCTCGTTCCAGGT
TACTACCAGCGATGGTCGCACCGTCGTTAGCAATGACGTGGCTCCTTCTAACTGG
CAGTTCGGACAAACCTTCCAAGGCGGTCAATTCTGAGTCCATCCTCCTCTCTCTCT
CTCTCTCTGTTTTGGGTGATGACGTGGCTGCGTATTGCTGAGGTGGCTCGTAAACA

CCCGCCATTAGCTTAGCCTTTTTCCTTTTTTTTTTCTTCTTTTTTCTTATTTACGAAT
TAATGCTTCAAAGTTCAATGATTGCCTACAAAGAACAAGGTTTTTTTTTTTTTGTG
GTTTATTGAATTTAGCCTTTTGGCATGTACTTTTTGGTTTTTATTTTTGTAATCCAA

AATCGTTTAGCCAGTGGCATAATAAGAATTATAAAATCGAATTTACATAACC





