IDENTIFICATION
Species: Arabidopsis lyrata
Locus: AL5G42880

Gene Model: AL5G42880.t1
Description: AIEXPB-02
Family: Beta Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Alyrata v2 1
Kegg: https://www.genome.jp/entry/T01578

EXTERNAL RESOURCES
https://plants.ensembl.org/Arabidopsis lyrata/Info/Index



https://phytozome-next.jgi.doe.gov/info/Alyrata_v2_1
https://www.genome.jp/entry/T01578
https://plants.ensembl.org/Arabidopsis_lyrata/Info/Index
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List of domain hits o
+ Name Accession Description Interval E-value
[+ PLN03023 super family 33621 Expansin-like B1; Provisional 40-258 1.31e-26
SEQUENCES

Peptide

>AIEXPB-02

MASSSLKCLSSIVVLTTFFAISLKPCSGHNKTHWNTAGITWYGDREGPGSTGGACGY
GDAVAKHPYRCMVSAGGPSLFKDGKGCGACYRLKCDHPLCTKKPIKVMISDECPGC
TKEAVHFDLSGKAFGALAKRGKGDQLRNLGELKVSYKRACCKHPKAKIAIHVDSGA
NPYYMSFAVKFANGDGNFACIEVQPAGGKY LKMEEMRSAVWRLSPGVPLKGPFNIR
LTSAVSGKKIVAKGVIPEKWSPGAIYHSKVNFPVQRKQK*

CDS (coding sequence)
>AIEXPB-02

ATGGCTTCCTCATCTCTCAAATGTTTGTCTTCTATCGTTGTTCTTACAACTTTCTTT
GCAATCTCATTGAAGCCTTGTTCTGGCCACAATAAAACCCACTGGAACACCGCCG
GCATCACTTGGTATGGCGACCGCGAAGGTCCTGGCAGCACAGGAGGAGCTTGTG
GATATGGTGATGCAGTGGCAAAGCACCCGTACAGATGTATGGTTTCAGCCGGAG
GACCTTCATTGTTCAAAGATGGAAAGGGTTGTGGGGCATGTTACAGGCTTAAATG
CGACCATCCGTTGTGCACGAAAAAGCCGATTAAGGTGATGATATCGGATGAGTGT
CCCGGCTGTACGAAGGAGGCTGTTCATTTTGATCTTAGTGGCAAGGCCTTTGGTG
CATTGGCCAAACGAGGCAAGGGCGATCAACTACGCAACCTTGGAGAACTAAAAG
TTAGTTACAAACGTGCATGTTGCAAACACCCGAAGGCTAAGATCGCTATCCATGT
CGACTCCGGAGCAAATCCTTACTACATGTCATTCGCAGTTAAGTTTGCAAACGGT
GATGGGAACTTCGCCTGCATCGAGGTCCAACCGGCAGGAGGAAAGTATTTGAAA
ATGGAGGAAATGAGATCCGCTGTTTGGAGACTAAGCCCTGGTGTTCCTTTGAAGG
GTCCGTTCAACATCAGGCTTACCTCCGCGGTCTCTGGTAAGAAGATCGTTGCGAA
AGGCGTTATCCCTGAAAAGTGGAGCCCTGGTGCTATTTACCACTCTAAGGTTAAC
TTCCCCGTTCAAAGGAAGCAGAAATGA

Nucleotide
>AIEXPB-02

TTCAAGATCTAAATCAAACATGGCTTCCTCATCTCTCAAATGTTTGTCTTCTATCG
TTGTTCTTACAACTTTCTTTGCAATCTCATTGAAGCCTTGTTCTGGCCACAATAAA
ACCCACTGGAACACCGCCGGCATCACTTGGTATGGCGACCGCGAAGGTCCTGGCA



GCACAGGTAATTAATCAAACCATTAATTCTTCCAATAAACTAATAAAACTTGAAA
ACATTTGTCCATATTTACCTATGTACGGTTCGTAAAATATGTATACAGGAGGAGC
TTGTGGATATGGTGATGCAGTGGCAAAGCACCCGTACAGATGTATGGTTTCAGCC
GGAGGACCTTCATTGTTCAAAGATGGAAAGGGTTGTGGGGCATGTTACAGGGTAT
TTCTATAAAACATTTGCAATTCATTGAAAATGATATTGTAATGTATAACAAATAT
ACTAACCATGCATGTTTATATGTTATAGCTTAAATGCGACCATCCGTTGTGCACGA
AAAAGCCGATTAAGGTGATGATATCGGATGAGTGTCCCGGCTGTACGAAGGAGG
CTGTTCATTTTGATCTTAGTGGCAAGGCCTTTGGTGCATTGGCCAAACGAGGCAA
GGGCGATCAACTACGCAACCTTGGAGAACTAAAAGTTAGTTACAAACGGTACGT
ATTGTCAAAAACCGAGTCGGTTCGGTTTGGTCAAGTTTTTGGATAGAAAAATAAA
TATATATATATATATATATGTTGGATTATATAAATATATATATATATATATATATA
CTTAATTCTAATCAATATCATACATATATATATATATATATATATATATATATATA
TATATATATATATATATATATATATATATATATATATATATATGCAGTGCATGTTG
CAAACACCCGAAGGCTAAGATCGCTATCCATGTCGACTCCGGAGCAAATCCTTAC
TACATGTCATTCGCAGTTAAGTTTGCAAACGGTGATGGGAACTTCGCCTGCATCG
AGGTCCAACCGGCAGGAGGAAAGTATTTGAAAATGGAGGAAATGAGATCCGCTG
TTTGGAGACTAAGCCCTGGTGTTCCTTTGAAGGGTCCGTTCAACATCAGGCTTACC
TCCGCGGTCTCTGGTAAGAAGATCGTTGCGAAAGGCGTTATCCCTGAAAAGTGGA
GCCCTGGTGCTATTTACCACTCTAAGGTTAACTTCCCCGTTCAAAGGAAGCAGAA
ATGATTTAATTTTTCTTCCCCCCTAAACGAATTGTAACGTTTGAAAGGAAGAGGG
GTTTTATAAACTTGTAAGGGATAGTAAAAACTAATTTGAATTTTTTTCATATCTAC
TTATGTTCTTCATATGGGCCTAGAGTTGTTGTCGCTCGGCTAAAAAAGCCCATGAT
TTATAAACGGAACCCGGTTAA




