
IDENTIFICATION 

Species: Arabidopsis lyrata 

Locus: AL1G23910 

Gene Model: AL1G23910.t1 

Description: AlEXPA-01 

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  

 

https://phytozome-next.jgi.doe.gov/info/Alyrata_v2_1
https://www.genome.jp/entry/T01578


EXTERNAL RESOURCES 

https://plants.ensembl.org/Arabidopsis_lyrata/Info/Index  

GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>AlEXPA-01 

MGPVSSSWSFNKFFAIVCVVFAISGEFVAGYYRPGPWRYAHATFYGDETGSETMGG

ACGYGNLFNSGYGLSTAALSTTLFKDGYGCGQCFQITCSKSPHCYYGKSTVVTATNL

CPPNWYQDSNNGGWCNPPRTHFDMAKPAFMKLANWKAGIIPVAYRRVPCQRSGGM

RFQFQGNSYWLLVFVMNVGGAGDIKSMAVKGSRTNWISMSHNWGASYQAFSSLYG

QSLSFRVTSYTTGETVYAWNVAPANWNAGMTYKSTANFR* 

CDS (coding sequence) 

>AlEXPA-01 

ATGGGTCCAGTCTCAAGTTCTTGGAGTTTCAACAAATTCTTCGCTATAGTTTGCGT

TGTTTTCGCCATATCCGGTGAGTTCGTCGCCGGATACTATCGACCAGGCCCATGG

AGATATGCTCACGCCACTTTCTACGGTGATGAGACCGGTAGTGAAACCATGGGTG

GTGCATGTGGGTACGGAAACCTTTTTAACAGCGGCTACGGACTGTCCACGGCGGC

GCTAAGCACGACATTGTTCAAAGATGGTTACGGATGTGGCCAATGTTTTCAAATA

ACATGTTCGAAATCACCTCATTGTTACTACGGAAAATCAACCGTTGTCACAGCCA

CCAATCTTTGCCCTCCTAATTGGTACCAAGACTCCAACAATGGTGGTTGGTGCAA

TCCTCCTAGAACCCATTTCGATATGGCTAAACCGGCTTTCATGAAACTCGCTAACT

GGAAGGCCGGTATCATCCCAGTTGCCTACCGAAGAGTGCCATGCCAAAGGAGTG

GAGGTATGAGGTTTCAATTCCAAGGTAATTCTTATTGGCTTCTCGTCTTCGTCATG

AACGTTGGTGGCGCCGGAGACATCAAGAGCATGGCCGTGAAAGGTAGCCGCACA

AATTGGATAAGTATGAGCCATAACTGGGGAGCCTCTTACCAAGCTTTTTCCTCTCT

TTACGGTCAATCTCTCTCTTTCCGGGTCACTTCATACACCACCGGTGAAACCGTCT

ATGCTTGGAACGTTGCTCCGGCTAACTGGAACGCCGGTATGACTTACAAGAGCAC

CGCCAATTTCCGTTGA 

 

 

https://plants.ensembl.org/Arabidopsis_lyrata/Info/Index


Nucleotide 

>AlEXPA-01 

CAAACAAACAAACAAAACACAAACCCTAAGAAAAGTCATCGAAAATTAAGGAA

AACGAGAAATAAACGATGGGTCCAGTCTCAAGTTCTTGGAGTTTCAACAAATTCT

TCGCTATAGTTTGCGTTGTTTTCGCCATATCCGGTGAGTTCGTCGCCGGATACTAT

CGACCAGGCCCATGGAGATATGCTCACGCCACTTTCTACGGTGATGAGACCGGTA

GTGAAACCATGGGTACGTAAAAAATCTCATCTCACGTCTCTTTCATATACGTAAT

ACGTACCATGCATGAAGTCTGTCCAACGTTTTCGAATATCTCGCACGGTTAACAA

AAAATGTTTTAACTTAGTAACTTTACATTTATATATATGTGTGTAGGTGGTGCATG

TGGGTACGGAAACCTTTTTAACAGCGGCTACGGACTGTCCACGGCGGCGCTAAGC

ACGACATTGTTCAAAGATGGTTACGGATGTGGCCAATGTTTTCAAATAACATGTT

CGAAATCACCTCATTGTTACTACGGAAAATCAACCGTTGTCACAGCCACCAATCT

TTGCCCTCCTAATTGGTACCAAGACTCCAACAATGGTGGTTGGTGCAATCCTCCTA

GAACCCATTTCGATATGGCTAAACCGGCTTTCATGAAACTCGCTAACTGGAAGGC

CGGTATCATCCCAGTTGCCTACCGAAGGTATATATATATCGTTTTGTACGACACTT

AGTTATTCAACCTCATATATTATTCTAAAACTATATATATAACTAATATATGTTAT

TGATCATATAGAGTGCCATGCCAAAGGAGTGGAGGTATGAGGTTTCAATTCCAAG

GTAATTCTTATTGGCTTCTCGTCTTCGTCATGAACGTTGGTGGCGCCGGAGACATC

AAGAGCATGGCCGTGAAAGGTAGCCGCACAAATTGGATAAGTATGAGCCATAAC

TGGGGAGCCTCTTACCAAGCTTTTTCCTCTCTTTACGGTCAATCTCTCTCTTTCCGG

GTCACTTCATACACCACCGGTGAAACCGTCTATGCTTGGAACGTTGCTCCGGCTA

ACTGGAACGCCGGTATGACTTACAAGAGCACCGCCAATTTCCGTTGAAATTTCGC

TTTTGACCTAACAAAAACTCAAACGGAGTTTTCTTATTTCTTTTTTCAAAAGAGTT

TCGGTGGCCTTTTTTGTTGTGGTGGCCCGGCTTTATGTTATGCATCTACATGTATG

TATAATGTATGTATCTAATTGTGATATAACTCTTCTTATAAAAATCATGAAGTCAA

CACTTCTTGATCAAGAGAATTTTCGTTTTGTTATTTGTAAATTTTCTACCAATAAA

TCGCTTGCTTTTTT 


