IDENTIFICATION
Species: Arabidopsis lyrata
Locus: AL7G51180

Gene Model: AL7G51180.t1
Description: AIEXPA-20
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 PLNO0OOS50

+ Name Accession Description Interval E-value
[+] PLN00050 super family 1535 expansin A; Provisional 52-275 9.65e-95
SEQUENCES

Peptide

>AIEXPA-20

MKLLGKMIYVECFMIIMATWFVSMSY GHRAMMVSDVAEAPVIDDVVGSPTNGLDTS
WYDARATFYGDIHGGETQQGACGYGDLFRQGYGLATAALSTALFNEGYTCGACYEI
MCANNPQWCLPGSIKITATNFCPPNYTKTVGVWCNPPQKHFDLSLPMFLKIAQY KAG
VVPVRYRRVACAKTGGVKFETKGNPYFLMILPYNVGGAGDIKFVQVKGNKTGWIT
MKKNWGQNWTTGVKLTGQGISLRVTTSDGITKDFINLMPKNWGFGQTFDGKINF*

CDS (coding sequence)
>AIEXPA-20

ATGAAACTCTTAGGAAAAATGATATATGTAGAATGTTTTATGATAATAATGGCGA
CATGGTTCGTGTCCATGAGTTATGGTCATCGAGCGATGATGGTTAGTGATGTAGC
CGAAGCACCCGTGATTGACGATGTAGTAGGAAGCCCAACCAACGGACTCGACAC
TTCTTGGTATGACGCACGAGCAACATTTTACGGTGATATCCATGGTGGAGAAACT
CAACAGGGAGCTTGTGGATATGGTGATCTATTCAGACAAGGCTATGGTCTAGCCA
CAGCGGCATTGAGCACAGCACTCTTCAATGAAGGGTACACATGTGGGGCTTGTTA
CGAGATCATGTGTGCGAACAATCCACAATGGTGTTTGCCCGGATCCATTAAGATC
ACTGCTACAAATTTCTGTCCACCAAATTACACCAAAACCGTCGGCGTTTGGTGCA
ACCCACCCCAAAAGCATTTTGATCTCTCCTTACCAATGTTCCTCAAGATCGCCCAG
TACAAAGCTGGGGTTGTTCCAGTTAGATACAGACGTGTTGCTTGTGCAAAAACTG
GTGGTGTCAAGTTTGAAACCAAAGGAAACCCTTATTTCTTAATGATATTGCCATA
CAATGTAGGAGGAGCTGGAGATATTAAGTTCGTGCAAGTTAAAGGAAACAAAAC
CGGGTGGATAACAATGAAAAAGAATTGGGGACAGAATTGGACCACTGGTGTTAA
GTTAACTGGTCAGGGTATATCGTTAAGGGTTACAACGAGTGATGGGATTACAAAA
GATTTTATTAATTTGATGCCAAAAAATTGGGGATTTGGACAGACTTTTGATGGAA
AGATTAATTTTTAG

Nucleotide
>AIEXPA-20

ATGAAACTCTTAGGAAAAATGATATATGTAGAATGTTTTATGATAATAATGGCGA
CATGGTTCGTGTCCATGAGTTATGGTCATCGAGCGATGATGGTTAGTGATGTAGC



CGAAGCACCCGTGATTGACGATGTAGTAGGAAGCCCAACCAACGGACTCGACAC
TTCTTGGTATGACGCACGAGCAACATTTTACGGTGATATCCATGGTGGAGAAACT
CAACGTAAGTGAAAATACTAATATTTTTCTTGATTAATCCAATTATTGAATTCTTG
TTTTGTTTTCAAAACATCGTATACGCTGCGATTGTTTTAAATACTTACTTTTGCGTT
TGCGTTTGCGATTGCATTTACATTTACTAAAAGAAACTACGAGTGTTTTTCTATAT
AAAAAGTACGAGTATATGATAACATGTTATTATAAATAATCTTAAAACATTCATT
[TTATTTTATTTTTATTCAATATAGAGGGAGCTTGTGGATATGGTGATCTATTCAG
ACAAGGCTATGGTCTAGCCACAGCGGCATTGAGCACAGCACTCTTCAATGAAGG
GTACACATGTGGGGCTTGTTACGAGATCATGTGTGCGAACAATCCACAATGGTGT
TTGCCCGGATCCATTAAGATCACTGCTACAAATTTCTGTCCACCAAATTACACCA
AAACCGTCGGCGTTTGGTGCAACCCACCCCAAAAGCATTTTGATCTCTCCTTACC
AATGTTCCTCAAGATCGCCCAGTACAAAGCTGGGGTTGTTCCAGTTAGATACAGA
CGTGTTGCTTGTGCAAAAACTGGTGGTGTCAAGTTTGAAACCAAAGGAAACCCTT
ATTTCTTAATGATATTGCCATACAATGTAGGAGGAGCTGGAGATATTAAGTTCGT
GCAAGTTAAAGGAAACAAAACCGGGTGGATAACAATGAAAAAGAATTGGGGAC
AGAATTGGACCACTGGTGTTAAGTTAACTGGTCAGGGTATATCGTTAAGGGTTAC
AACGAGTGATGGGATTACAAAAGATTTTATTAATTTGATGCCAAAAAATTGGGGA
TTTGGACAGACTTTTGATGGAAAGATTAATTTTTAG




