IDENTIFICATION

Species: Eutrema salsugineum
Locus: Thhalv10008566m

Gene Model: Thhalv10008566m
Description: ESEXPA-08
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Esalsugineum_vi1 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-08 s

' Il 1 1 L
Obp S000p 10000p 15000p 20000p

Legend:
CDS s upstreamy downstream — Intron

DOMAIN ARCHITECTURE
P—— Hﬂ-ww

Superfanilie:

List of domain hits

Name Annesslon Description Interval E-value
I+] PLN00193 super family cl33423 expansin-A: Provisional 15-252 2.50e-166

SEQUENCES
Peptide
>ESEXPA-08

MAKSLAGLAVLAALFMAVDAFRPSGLTNGHATFYGGSDASGTMGGACGYGDLYSA
GYGTMTAALSTALFNDGASCGECYRITCDYAADSRWCKRGASVVITATNFCPPNFAL
PNNDGGWCNPPLKHFDMAQPAWEKIGIYRGGIVPVVFQRVSCYKKGGVRFRINGRD
YFELVNISNVGGAGSIRSVSIKGSKTGWLAMSRNWGANWQSNAYLDGQSLSFSITTT
DGATRVFLNVVPSSWSFGQTYSSKIQF*

CDS (coding sequence)
>ESEXPA-08

ATGGCAAAGTCTCTAGCTGGATTGGCGGTTTTGGCCGCTCTTTTTATGGCGGTTGA
TGCGTTTAGGCCTTCTGGTTTAACCAATGGTCACGCCACATTCTATGGAGGAAGT
GACGCTTCTGGAACAATGGGGGGAGCTTGTGGGTACGGAGATCTCTACTCGGCCG
GGTACGGGACAATGACGGCGGCGTTAAGCACGGCCTTGTTCAACGACGGAGCTT
CTTGCGGCGAGTGCTACAGGATAACGTGCGATTACGCGGCGGACTCACGGTGGTG
CAAGAGAGGAGCTTCGGTGGTTATCACTGCCACCAATTTCTGCCCACCAAACTTC
GCTCTACCCAACAACGACGGTGGTTGGTGCAATCCGCCGCTCAAACATTTCGATA
TGGCTCAACCCGCTTGGGAAAAGATCGGAATTTACAGAGGCGGTATCGTTCCCGT
CGTTTTCCAAAGAGTAAGCTGTTACAAGAAAGGAGGAGTGAGATTCAGGATAAA
CGGAAGGGATTACTTCGAGCTAGTAAACATATCGAACGTAGGAGGAGCAGGTTC
GATCAGATCTGTGTCCATTAAAGGATCAAAGACAGGTTGGTTAGCCATGTCTCGC
AACTGGGGAGCTAATTGGCAATCAAACGCTTATCTCGATGGCCAATCTCTCTCTTT
CTCCATTACCACAACCGATGGTGCTACAAGAGTCTTCCTCAATGTTGTTCCTTCTT
CTTGGTCCTTTGGACAGACTTATTCTTCCAAGATTCAGTTTTAA

Nucleotide
>ESEXPA-08

CTACTACATAGTTTACACACACTTCCCACCTTTATTTAAACAACTCTCTCTCCTTC
ACTCGATCATCATCAGCATCATCATCATCATAATCTCTTTCTTCTTGTACGACTTA
TAAGCATGGCAAAGTCTCTAGCTGGATTGGCGGTTTTGGCCGCTCTTTTTATGGCG
GTTGATGCGTTTAGGCCTTCTGGTTTAACCAATGGTCACGCCACATTCTATGGAGG
AAGTGACGCTTCTGGAACAATGGGTAAATTAAACATTTTTAGTTTCATATGAAAT
AATATGTACAGTATAACCATTTGGTTTTCTTCACTTTCAAATCTTATCCATTGAAG
TAGAGTCAAACTATTGTTCCGGTCATCGTATTTTCAGACTTTTTAAACAAAAAGAT




ATTCTAAAATCCCAAAACAGAGACAAGACTTTGACTCTAAACAGATTTTCTTTTCT
TTTTGCTGAAATAAAAAAATGAAACTACGAAACTGATTGTTTTTTGTTTTTGCAGG
GGGAGCTTGTGGGTACGGAGATCTCTACTCGGCCGGGTACGGGACAATGACGGC
GGCGTTAAGCACGGCCTTGTTCAACGACGGAGCTTCTTGCGGCGAGTGCTACAGG
ATAACGTGCGATTACGCGGCGGACTCACGGTGGTGCAAGAGAGGAGCTTCGGTG
GTTATCACTGCCACCAATTTCTGCCCACCAAACTTCGCTCTACCCAACAACGACG
GTGGTTGGTGCAATCCGCCGCTCAAACATTTCGATATGGCTCAACCCGCTTGGGA
AAAGATCGGAATTTACAGAGGCGGTATCGTTCCCGTCGTTTTCCAAAGGTTAGAT
TTTTCAAAACACTAAGGGTGTTATTCAATCATGGTTTTAAATAGAATTTAAATCCA
ACCATAATCCATTATTATTTGATTCTAAATAATATTTTAAAATCAAGTGTTATTGG
TTTTTTGATTGTAAATCTGTTTTAAAGTTTGGTGTTATTCAATAAAGATTTTAGTGT
TATTCAAAACTAAATAATTTTAAAAATTTTTATACATTAAGTCATTTCAAATCAAT
TATAATAGAGTTTTTATGAGTAAATTATTAGAATCAAAATCTAGTGTATATTGCAT
AGATTTTAGAATCTAAACAAATGAATTCATCAAATTGATATCAATTTTTAAATTTA
GATGATTATAAAACATAGAAAATTTATTTTAAACTCATGATTGAATAACATCCCC
TAAGGTAAAACAAGTCTGATAAAAAAATGACAAATGAACCCATTAACTTTTCATC
TGATCTTTCTAGCCCTTAATTATTCTTCTAAAATTAAACCCTCAATTTTGTTCGGTG
AATAGAATAACACTTTCAAAAATTTAATATCCTCCTAAAATGAGACAGATGATAG
TTTAGGGGTATTTTTAAAAATTTTTGAAAAATTTCTAGAATGAAAAAGTCTCTGCT
ITTTTTTTTTTGGCTTGGTGTGTGGGAAAAACAGAGTAAGCTGTTACAAGAAAGG
AGGAGTGAGATTCAGGATAAACGGAAGGGATTACTTCGAGCTAGTAAACATATC
GAACGTAGGAGGAGCAGGTTCGATCAGATCTGTGTCCATTAAAGGATCAAAGAC
AGGTTGGTTAGCCATGTCTCGCAACTGGGGAGCTAATTGGCAATCAAACGCTTAT
CTCGATGGCCAATCTCTCTCTTTCTCCATTACCACAACCGATGGTGCTACAAGAGT
CTTCCTCAATGTTGTTCCTTCTTCTTGGTCCTTTGGACAGACTTATTCTTCCAAGAT

TCAGTTTTAAGGTTTTTCCTTCTTTTTTTTTTCCGTGTCTGAAAAATTATTGGCAGT
GGTCGCGCTTTGAGTCTGTTTCTTTTCTCCCGGAGCGACCCGCCGGCTTTGTTTTTC
[TTTTGTTTTTTTTTTTCTTCTTTCTGGTTTGATGGGTCTGTTAAAGGAGAAGACCC

GATTTGATTTGAGGAAATGATTATACAATACATATATGTAATGTGAATTTGAGCG
ACTCAAACTCC





