
IDENTIFICATION 

Species: Arabidopsis halleri 

Locus: Araha.35044s0003 

Gene Model: Araha.35044s0003.1 

Description: AhEXLA-02 

Family: Expansin Like Alpha  

3D structure: 

 

GENOME DATABASES 

Phytozome: https://phytozome-next.jgi.doe.gov/info/Ahalleri_v1_1 

 

https://phytozome-next.jgi.doe.gov/info/Ahalleri_v1_1


EXTERNAL RESOURCES 

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

GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>AhEXLA-02 

MKSFLYLIVVIFLFSSSVNACDRCLHRSKAAYFSSASALSSGACAYGPMATRFFAGHIS

AAIPSIYKDGAGCGACFQVRCKNPKLCSSKGTIVMVTDLNTSNQTDLVLSSRAFRAM

AKPVVGADKYLLKQGIVDVEYQRVPCNYGTRNLNVRVEEASKGPNYLAIKLLYQGG

QTEVVGIDIARVDSSQWSYMTRSHRAVWATDKVPTGALQFRFTVTGGYDGKMVWS

KRVLPANWKAGMIYDTGVQITDIAQEGCDTCGHIWN* 

CDS (coding sequence) 

>AhEXLA-02 

ATGAAAAGCTTTCTCTACCTCATCGTTGTCATCTTTCTCTTCTCATCATCTGTTAAC

GCATGTGATCGATGTCTTCATCGTTCTAAAGCAGCTTATTTCTCCTCTGCTTCTGCT

CTCTCTTCTGGAGCTTGTGCTTATGGCCCTATGGCTACGAGATTCTTTGCGGGCCA

CATTTCAGCGGCTATACCTTCCATTTACAAAGATGGTGCTGGCTGTGGAGCTTGCT

TCCAAGTCAGATGCAAGAACCCCAAGTTGTGTAGCAGTAAAGGAACCATTGTGAT

GGTCACTGACTTGAACACGAGCAACCAAACTGATCTTGTCCTTAGTAGTAGAGCT

TTTAGGGCAATGGCTAAGCCTGTTGTTGGTGCTGACAAATACCTTCTCAAACAAG

GCATTGTCGACGTTGAATACCAAAGAGTTCCTTGCAATTATGGTACAAGGAATTT

GAACGTGAGAGTGGAAGAAGCAAGTAAAGGGCCAAATTACTTGGCGATAAAGCT

TTTGTACCAAGGAGGCCAAACCGAAGTGGTAGGTATCGACATTGCTCGAGTGGAT

TCGTCACAATGGAGTTACATGACTAGAAGCCACAGAGCCGTGTGGGCGACGGAT

AAAGTACCAACTGGAGCTCTACAGTTCAGGTTCACGGTGACAGGCGGCTACGATG

GCAAAATGGTTTGGTCCAAGAGAGTTCTTCCGGCCAATTGGAAAGCTGGGATGAT

CTATGATACCGGTGTTCAGATAACCGACATTGCTCAAGAAGGTTGTGATACATGC

GGTCACATATGGAACTGA 

 

 

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


Nucleotide 

>AhEXLA-02 

CTCTACTTTGCTCATATAGATATTATTTTTTTCCTCTAGAAAAAAAAACAAAAATG

AAAAGCTTTCTCTACCTCATCGTTGTCATCTTTCTCTTCTCATCATCTGTTAACGCA

TGTGATCGATGTCTTCATCGTTCTAAAGCAGCTTATTTCTCCTCTGCTTCTGCTCTC

TCTTGTAAACTACCCCATCTTCTTCTCATTACTTCCTTTTAACTATATAGAATTTAA

GAGAAAGAAATCAAGAACTCAAAAGAATAACTCTCTTTTATTACTTTAGAAAATA

TCTCAAAACTAAAGTCTCCTCTCAATCTCTCTCAAAACTCTTAAGGTTAGCCACAC

CATTGGCAACTCTTATATAGAGACTTGACTTGATAACTCCAAATCAAACTAGGAC

TAAACTTAGATAACTCCTAAACATTATTTAGATAACTCCTAAATAATTCCTAGTAA

TATCTCTTCCTTTATTTTAGTAACTTCAAGCTCAAGTTACTCTTCAAGCTTATCAAC

AAACTACTTGTTTGTTTCTTTTCTCATATCTTGTTTTGTTATCTGTTTTTGCAGCTG

GAGCTTGTGCTTATGGCCCTATGGCTACGAGATTCTTTGCGGGCCACATTTCAGCG

GCTATACCTTCCATTTACAAAGATGGTGCTGGCTGTGGAGCTTGCTTCCAAGTCA

GATGCAAGAACCCCAAGTTGTGTAGCAGTAAAGGAACCATTGTGATGGTCACTG

ACTTGAACACGAGCAACCAAACTGATCTTGTCCTTAGTAGTAGAGCTTTTAGGGC

AATGGCTAAGCCTGTTGTTGGTGCTGACAAATACCTTCTCAAACAAGGCATTGTC

GACGTTGAATACCAAAGGTTCGATTCTTGAAACACTTAACTTCTTGGTTTTTTAAT

AGTCACTTGATTTACTTTAGTACTAATAATAAGAAGGTTTTGGAAATGAAACAGA

GTTCCTTGCAATTATGGTACAAGGAATTTGAACGTGAGAGTGGAAGAAGCAAGT

AAAGGGCCAAATTACTTGGCGATAAAGCTTTTGTACCAAGGAGGCCAAACCGAA

GTGGTAGGTATCGACATTGCTCGAGTGGATTCGTCACAATGGAGTTACATGACTA

GAAGCCACAGAGCCGTGTGGGCGACGGATAAAGTACCAACTGGAGCTCTACAGT

TCAGGTTCACGGTGACAGGCGGCTACGATGGCAAAATGGTTTGGTCCAAGAGAG

TTCTTCCGGCCAATTGGAAAGCTGGGATGATCTATGATACCGGTGTTCAGATAAC

CGACATTGCTCAAGAAGGTTGTGATACATGCGGTCACATATGGAACTGACTTATT

ACAATTTTCCTTATTTATAGGCAAACAACAAACATATGGAACCGACATGTTTTTTT

TCCCTTTATAGGATTATACATGTATGTGTAACACAACAAAGGAACTAAAATAAAA

TCTATATATGTACACGGTACACC 


