
IDENTIFICATION 

Species: Arabidopsis lyrata 

Locus: AL3G12830 

Gene Model: AL3G12830.t1 

Description: AlEXPA-06 

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


GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>AlEXPA-06 

MQRFLLPLLFLTLSPPAISHYSSSTSSPSSSSVSSDASEWRPARATYYAASNPRDAVGG

ACGYGDLVKSGYGMATVGLSETLFERGQICGACFELRCVDDLRWCIPGTSIIVTATNF

CAPNYGFDPDGGGHCNPPNKHFVLPIEAFEKIAIWKAGNMPVQYRRINCRREGSMRF

TVDGGGIFISVLITNVAGSGDVAAVKIKGSRTGWLPMGRNWGQNWHINADLKNQAL

SFEVTSSDRSTVTSYNVSPKNWNYGQTFEGKQFETP* 

CDS (coding sequence) 

>AlEXPA-06 

ATGCAACGGTTTCTTCTACCTTTACTCTTCCTTACACTATCGCCGCCGGCGATTTCT

CATTACTCTTCCTCAACCTCTTCTCCTTCTTCTTCATCCGTCTCTTCCGACGCCTCA

GAATGGCGTCCAGCTCGAGCCACCTACTACGCCGCTTCTAATCCTCGAGACGCGG

TGGGTGGTGCGTGTGGATACGGAGATCTCGTCAAATCTGGGTACGGTATGGCTAC

TGTTGGTCTAAGCGAGACTCTGTTTGAGCGTGGTCAGATCTGTGGTGCTTGTTTCG

AGCTCAGATGTGTTGATGATCTCCGTTGGTGTATCCCTGGAACTTCAATTATTGTC

ACCGCTACGAATTTTTGTGCTCCTAATTACGGATTTGATCCAGATGGTGGTGGTCA

TTGTAATCCACCTAACAAACATTTCGTGCTTCCGATCGAAGCGTTTGAGAAGATC

GCTATTTGGAAAGCTGGGAACATGCCGGTGCAGTATCGCAGGATCAACTGTAGA

AGGGAAGGGAGCATGCGGTTTACAGTCGATGGTGGAGGCATTTTCATTTCGGTTC

TGATCACCAATGTTGCAGGGTCCGGTGATGTAGCTGCTGTGAAGATCAAAGGGTC

GAGAACCGGGTGGTTACCTATGGGTCGTAATTGGGGACAGAATTGGCATATCAAT

GCTGATCTCAAGAACCAAGCTCTCTCATTTGAGGTAACTTCTAGTGACAGGTCAA

CTGTGACATCTTACAACGTCTCCCCTAAAAACTGGAATTATGGACAGACCTTCGA

AGGGAAACAATTTGAGACTCCGTGA 

Nucleotide 

>AlEXPA-06 

AAAATCTCTAAAATCAAAATTGGCATTTTCTCTCTCGAATTCTCGCCGGAGAGAT

GCAACGGTTTCTTCTACCTTTACTCTTCCTTACACTATCGCCGCCGGCGATTTCTC

ATTACTCTTCCTCAACCTCTTCTCCTTCTTCTTCATCCGTCTCTTCCGACGCCTCAG



AATGGCGTCCAGCTCGAGCCACCTACTACGCCGCTTCTAATCCTCGAGACGCGGT

GGGTGGTGCGTGTGGATACGGAGATCTCGTCAAATCTGGGTACGGTATGGCTACT

GTTGGTCTAAGCGAGACTCTGTTTGAGCGTGGTCAGATCTGTGGTGCTTGTTTCGA

GCTCAGATGTGTTGATGATCTCCGTTGGTGTATCCCTGGAACTTCAATTATTGTCA

CCGCTACGAATTTTTGTGCTCCTAATTACGGATTTGATCCAGATGGTGGTGGTCAT

TGTAATCCACCTAACAAACATTTCGTGCTTCCGATCGAAGCGTTTGAGAAGATCG

CTATTTGGAAAGCTGGGAACATGCCGGTGCAGTATCGCAGGTGCGTTTTTTTCCA

ATTTGTTTCGCGTTTTGTGAGAAATGCGTTTGCGGTGGTGGGAACGCGGTTCTGCT

TTTTGACGCCACTATCGATTTAAAAAATCCGGCGATGCTTTTGCTTTTGTGTGTTT

GCGTCTTCTTCGATATCCGTGTGCTTTATTATGTGAGATGGGCTTACCCTAAATGT

CGTCCTCAATACGCAATTTACATTATTGCCCCTGATTGTTTTATTTGAGTTGTTGTA

GTGTTAGTGTGTGTACAAGTTTCTGAGAAATGGTAGATAGGTTTGAATTGGTGGC

AATATTGTAGTGTATATGAATAGTTTTTGCTCATCATAGTTGAGTAGCTAGCTTTC

CTCTCGTTTTCATTTTTGCCATGAGAGAAAGAAGATGGAATTTGGAAACCAATGA

TAGGATTGAAACTGACTGTTATTGGTTTGTGAAGTGGTTTGGAGCTGAGCTTGTA

AATAGTTTCATATCACTTAAGTTATGACTTACAACCATTGTTGTTGGCTTTACCAA

AACAGGATCAACTGTAGAAGGGAAGGGAGCATGCGGTTTACAGTCGATGGTGGA

GGCATTTTCATTTCGGTTCTGATCACCAATGTTGCAGGGTCCGGTGATGTAGCTGC

TGTGAAGATCAAAGGGTCGAGAACCGGGTGGTTACCTATGGGTCGTAATTGGGG

ACAGAATTGGCATATCAATGCTGATCTCAAGAACCAAGCTCTCTCATTTGAGGTA

ACTTCTAGTGACAGGTCAACTGTGACATCTTACAACGTCTCCCCTAAAAACTGGA

ATTATGGACAGACCTTCGAAGGGAAACAATTTGAGACTCCGTGAGACAGAGACG

GGTGCATTGAGATATCTCATGATTCTTTTTTCCGGGTCAGAATTTTTTGATGGCAA

GTATATCGATCTTGGTCTAAGGTTATCTTTAGGGTTAGAAAGGAATGAACTTGGG

TCAGACTTTTGCATTTCATAGTTCTCTCTCTCCCACGCATAGGTACAAAAACCACC

AATGTACTAAGAACAGTGATTACACAAACATCACTATTGTATCTATTTGTTTACAT

TACTAAGGAGCGAAAGCTTCCTTTCA 


