IDENTIFICATION
Species: Arabidopsis lyrata
Locus: AL4G34240

Gene Model: AL4G34240.t1
Description: AIEXPA-09
Family: Alpha 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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Superfanilies PLNO00OS50

Name Accession Description Interval E-value
[+] PLN00050 super family 31535 expansin A; Provisional 33-260 1.04e-119
SEQUENCES

Peptide

>AIEXPA-09

MTATAFGIGLWLAVTASFLFTASNAKIPGVYSGGPWQNAHATFY GGSDASGTMGGA
CGYGNLYSQGYGVNTAALSTALFNNGFSCGACFEIKCTDDPRWCVPGNPSILVTATN

FCPPNFAQPSDDGGWCNPPREHFDLAMPMFLKIGLYRAGIVPVSYRRVPCRKIGGIRF

TVNGFRYFNLVLVTNVAGAGDINGVSVKGSKTDWVRMSRNWGQNWQSNAVLIGQS
LSFRVTASDRRSSTSWNVAPSTWQFGQTFSGKNFRV*

CDS (coding sequence)
>AIEXPA-09

ATGACGGCGACTGCGTTTGGGATCGGCTTGTGGTTGGCCGTTACGGCTTCCTTTCT
CTTCACCGCTTCAAACGCCAAAATCCCCGGCGTTTACAGCGGCGGCCCGTGGCAG
AACGCACACGCCACTTTCTACGGTGGTAGTGACGCCTCCGGCACAATGGGCGGCG
CGTGTGGGTACGGGAACTTGTACAGCCAAGGATACGGTGTGAACACGGCGGCGT
TGAGCACTGCTCTGTTCAACAACGGATTCAGCTGCGGTGCTTGTTTTGAGATTAA
GTGTACTGATGACCCGAGATGGTGTGTTCCGGGAAATCCGTCTATTCTTGTGACG
GCGACAAACTTTTGTCCACCGAATTTCGCTCAGCCGAGTGACGACGGAGGATGGT
GTAATCCGCCGCGAGAGCATTTTGATCTCGCCATGCCTATGTTCCTCAAGATCGGT
TTGTACCGTGCCGGCATTGTCCCCGTCTCCTATCGCAGGGTACCTTGTCGGAAGAT
AGGAGGGATAAGATTCACAGTAAACGGATTCAGATACTTCAATCTTGTTCTGGTA
ACTAACGTTGCCGGCGCCGGAGATATTAACGGAGTTAGCGTAAAGGGATCAAAG
ACAGATTGGGTGAGGATGAGTAGGAACTGGGGACAGAACTGGCAGTCCAACGCC
GTCCTCATCGGCCAATCACTCTCTTTCCGAGTCACCGCCTCTGATCGACGTTCCTC
CACCTCATGGAACGTTGCTCCTTCCACGTGGCAGTTTGGTCAGACTTTCTCCGGCA
AAAACTTCCGAGTCTGA

Nucleotide
>AIEXPA-09

ACATCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT
CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCATAATGACGGCGACTGCGTTTG
GGATCGGCTTGTGGTTGGCCGTTACGGCTTCCTTTCTCTTCACCGCTTCAAACGCC



AAAATCCCCGGCGTTTACAGCGGCGGCCCGTGGCAGAACGCACACGCCACTTTCT
ACGGTGGTAGTGACGCCTCCGGCACAATGGGTATATATATTCACTTCCTTACCAA
ATCCACCATTGTTGATTTCATTTCGTGTATAACCATGAATTATGATTTCTAACTTCT
TGTTTTTTTTTGAGAAGTTTCTAACTCTTTTTTGTTCTCTCTGTTTTTGTTTTTGGCG
CGTGGGTTTTGCTAGGCGGCGCGTGTGGGTACGGGAACTTGTACAGCCAAGGATA
CGGTGTGAACACGGCGGCGTTGAGCACTGCTCTGTTCAACAACGGATTCAGCTGC
GGTGCTTGTTTTGAGATTAAGTGTACTGATGACCCGAGATGGTGTGTTCCGGGAA
ATCCGTCTATTCTTGTGACGGCGACAAACTTTTGTCCACCGAATTTCGCTCAGCCG
AGTGACGACGGAGGATGGTGTAATCCGCCGCGAGAGCATTTTGATCTCGCCATGC
CTATGTTCCTCAAGATCGGTTTGTACCGTGCCGGCATTGTCCCCGTCTCCTATCGC
AGGTCTCTCTCTGTTTTATTTTGCATCTTTTTGGTTTTGTCGGCTATTATAATTTAG
TGAATCAATAAGAGTTTAAGTATTTAAGTGTAAATAATACGGTGAAGAAATTAAA
CAAAGAACCATATGGATGATAGTGACTTTTGCAAATCTAGATTAATACTTTTTTTT
TGTTGTTAAAAAGGAGATTAATGTTTTGAAGGGAAATAGTGTTTTATTGTGTAAA
ACAAATTAGAGCTTTAAGTTTTAGAGAAATTGCACTAGATAACCTAAAAAAACAA
CAAAATTAAATATCTAACTTCTAACCCCCTATTCACTCTCTTTCTCTCCCTATCTCT
CTCTACCTTCTTTCTAAAAAACTAATTTTTTTTTITTTTTTTGGTTATTCACCTAATTC
ACTCTAAGTTTTATTATGCTCTATAATATGCAAGAAAATATAGAGTTTCACAAAC
ATAGATACTTTTTCATGTGAATTAGACGTTTTCAAAATTTCTTGTTGAAATAGATA
TTTTCCAATTTTCAAAATAAAAATAAAGCCCTTTATAAATCTAAAGATTCTTTGTT
AAAATGCCTAGATGCCTTAAAAAAAAAAGTTTTATTTTTCACAATATTTTTTTTTT
AGGTTCTGTTTCTATAATTAACTTTAAAAAGATATTTCTACCGACTACCGAACATG
TTCTTTGTTTACCTCTAGGCTTGTAGCACTTTTAGATAACGGCCAATGTGTTTCAG
AGTTCAGAAACTGAAAACATCACTCTCAATTATTATTATTTTTTGTTTCTTTCTCTT
TATAAACAATTTAAATACGAATATTTTTATAGTATTTCCAATTATCTTTTCGGGAA
ACCAAGCAGGACACATAGACACAGTAACCCAGAGATCCACCTCTCTCTCTCTCAG
CCTCAGTCTCACTTGTCTTGTTGTTAATAATTGTCTGAATTTCTGTTTCCTCTGAAG
GGTACCTTGTCGGAAGATAGGAGGGATAAGATTCACAGTAAACGGATTCAGATA
CTTCAATCTTGTTCTGGTAACTAACGTTGCCGGCGCCGGAGATATTAACGGAGTT
AGCGTAAAGGGATCAAAGACAGATTGGGTGAGGATGAGTAGGAACTGGGGACA
GAACTGGCAGTCCAACGCCGTCCTCATCGGCCAATCACTCTCTTTCCGAGTCACC
GCCTCTGATCGACGTTCCTCCACCTCATGGAACGTTGCTCCTTCCACGTGGCAGTT
TGGTCAGACTTTCTCCGGCAAAAACTTCCGAGTCTGAAGTCCGAAAACACCCAAC

AGATCAATACTCAGATGTTATTTTTATTTTATTTTTAATATGAGAGACAAAAACAA
GAAGAGAGATGGGACATTTTCCAGCCCTGGGTTTTCTCTTTAATTTTCTTAGGAAA
ATTCCGGTGGCTTGTGGAATATGTTTCCTTTTTTAGTATTATTATCAGCAAAATTT
ATTTTTTATGTTTGCGATTTAATGGTGATTTGTTTTCTCTTTTCTTTTCTTGATCCTC

AGAATAAAAGTGCTGCTAGTAT



