IDENTIFICATION

Species: Eutrema salsugineum
Locus: Thhalv10003327m

Gene Model: Thhalv10003327m
Description: ESEXPB-03
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
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Specific hits G |
Superfanilies PLNIG#23
DPBB_R1pA_EXP_N-like superfamily

List of domain hits i
Name Accession Description Interval  E-value
[+] DPBB_EXPB_N cd22275 N-terminal double-psi beta-barrel fold domain of the beta-expansin subfamily; Beta-expansins 34-157 1.73e-71
[+] PLN03023 super family cl33621 Expansin-like B1. Provisional 11-259 378e-35
Peptide

>ESEXPB-03

MASSSQRFFRLLALFVVTLKLCNCONVTIDADGWSYAGVTWYGEPGGAGSTGGACG
YGSAVANPPFY AMVSAGGPSLFNNGKGCGTCYRIACLENPACSRIPKRVTITDECPGG
PCASEPAHFDLSGKAIGALAKPGQADQLRAAGVLRVVYRRVPCSYGGTTIAFHIDAG
ANPYYVAFIVEYENGDGDFASVEIQPAGRRFIPMQEMRSAVWKVNSGSALSGPFSIRL
TSGESRKVVVAHAVIPANWRADETYRSIVNF*

CDS (coding sequence)
>ESEXPB-03

ATGGCATCATCGTCACAAAGATTTTTTCGACTCTTAGCTCTTTTCGTAGTCACACT
AAAGCTTTGTAACTGCCAAAATGTCACAATAGATGCTGACGGCTGGAGCTACGCC
GGTGTAACTTGGTACGGTGAACCTGGCGGCGCCGGTAGCACCGGAGGAGCTTGT
GGATATGGTTCGGCAGTTGCCAATCCACCGTTTTACGCAATGGTTTCAGCCGGAG
GCCCTTCACTGTTTAACAATGGCAAAGGATGTGGAACATGTTATCGGATTGCATG
CCTCGAGAATCCAGCCTGTTCGAGGATTCCAAAAAGGGTGACGATAACCGACGA
ATGCCCAGGGGGTCCTTGCGCCTCCGAACCGGCCCACTTTGACCTTAGCGGCAAA
GCCATTGGTGCCTTAGCCAAACCTGGCCAAGCCGATCAACTTCGAGCCGCTGGTG
TTCTACGTGTTGTTTACAGACGTGTTCCGTGTTCATATGGAGGAACTACTATAGCT
TTCCATATTGACGCCGGAGCAAATCCGTACTATGTGGCATTTATTGTCGAATACG
AAAACGGCGACGGAGATTTTGCCTCCGTTGAGATTCAACCGGCCGGCAGAAGATT
TATCCCCATGCAAGAAATGAGGTCCGCCGTGTGGAAGGTAAATTCCGGCAGTGCT
CTGAGCGGTCCGTTCAGCATCAGACTTACTTCCGGCGAATCTCGTAAAGTAGTCG
TCGCTCATGCTGTTATTCCGGCGAATTGGAGGGCCGATGAAACTTATCGGTCGAT
TGTTAACTTTTAA

Nucleotide
>ESEXPB-03

ATGGCATCATCGTCACAAAGATTTTTTCGACTCTTAGCTCTTTTCGTAGTCACACT
AAAGCTTTGTAACTGCCAAAATGTCACAATAGATGCTGACGGCTGGAGCTACGCC
GGTGTAACTTGGTACGGTGAACCTGGCGGCGCCGGTAGCACCGGTAAGTATATAT
AATAACCATATTATACAACATATTTTGAAGAGAAATGTGATATAGATATATGTTA
TTTTCATTCATATATAGGAGGAGCTTGTGGATATGGTTCGGCAGTTGCCAATCCAC



CGTTTTACGCAATGGTTTCAGCCGGAGGCCCTTCACTGTTTAACAATGGCAAAGG
ATGTGGAACATGTTATCGGGTTCGTTCTTATTAATTTTTTTTTTTCTTTTTTGGTTTT
ATAAAGCATTGGAGACTTTGGAGTTTCGGGTCTTTGGTTCATAATCTCTCATAGTA
CCTAGAGTCAACTTTAAAAAATGACCTCCGTCCTAAAGAGGAGTTGAACCGGGAC
AAACTAACTAACCCCTTATGTTACAACTTCGCCACAACCTCTTTGGTTAGTTCGTA
TTAATCTTAAATCCCTATTTTAACATAAGATCCATGTAATTACATACAATATACTC
AATAAAAATGTAATTATGGATTGTTGTCAGCAGGCAAGCATAGGCTTGCGGCCTT
TATTTTAATATAAAAATTTTGACCATCAAAATGCAAAAAGTCTTTCTTAGGACAG
TGGTAAATGTAGGAGCTTAACACCTTAAATTCATGAGCTTGATTCTCATGAAATG
GTTTTCTGTTTTTTTTTTTAAAATAAAACCAACTCAAAACTCAAAACTAGTAGACG
TAAACCAACATAAACCAAGGGAAAAGGCAATAGTATTATACAAATCATGACAAG
TTCAAATAAGTAATTATAAACGGCCCATTTTTTTCTCTAACTTGCAGCCACTTAAA
ATTTAGGACCGGCTCTGGTGGTCAGGCAGAAAGATTTAGGTTTGGAAGACGTACG
TGTGTGCAAGTCTGAATTTGTCATAACGTTACAAATATTTAATGTTTTTCAACCAT
GTTTCTAAAAATATATTAGATTGCATGCCTCGAGAATCCAGCCTGTTCGAGGATT
CCAAAAAGGGTGACGATAACCGACGAATGCCCAGGGGGTCCTTGCGCCTCCGAA
CCGGCCCACTTTGACCTTAGCGGCAAAGCCATTGGTGCCTTAGCCAAACCTGGCC
AAGCCGATCAACTTCGAGCCGCTGGTGTTCTACGTGTTGTTTACAGACGGTACGT
ATAAAACAGATAAAACTTTATGATGTTTCTCTTATAACGTCCAATCCAATCTCTGG
TTTTGAAATGGATGCTTTGCTTTTTGTTCGTATTCGTTACTAAATTTGGTTTTGATA
TGTCATATACATTGCTTTTTCAATTTCGTTACTTTTTATGATTTTATCATTTAAAAC
ATTCAAGAAGATTTCACTAATTTTTAATGCTTTGTAGAGTAATTCTGACGTATTAA
AAGTATATGAATCGAAAGATTTGAAACATAAATTTATTAAAATCGATAAAATATT
GAACGAAATTGTATCCTTTAGCTATTATGATAATATTTAGAGAAAAATACAATAA
GTTTTACATGTAATTAAATTAAAACCCAACTTTATATTAATTTTATCGTGTTGTTTT
CAGTGTTCCGTGTTCATATGGAGGAACTACTATAGCTTTCCATATTGACGCCGGA
GCAAATCCGTACTATGTGGCATTTATTGTCGAATACGAAAACGGCGACGGAGATT
TTGCCTCCGTTGAGATTCAACCGGCCGGCAGAAGATTTATCCCCATGCAAGAAAT
GAGGTCCGCCGTGTGGAAGGTAAATTCCGGCAGTGCTCTGAGCGGTCCGTTCAGC
ATCAGACTTACTTCCGGCGAATCTCGTAAAGTAGTCGTCGCTCATGCTGTTATTCC
GGCGAATTGGAGGGCCGATGAAACTTATCGGTCGATTGTTAACTTTTAA






