IDENTIFICATION

Species: Arabidopsis halleri
Locus: Araha.7513s0015

Gene Model: Araha.7513s0015.1
Description: AhEXPA-06
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Ahalleri vl 1
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EXTERNAL RESOURCES
https://plants.ensembl.org/Arabidopsis halleri/Info/Index
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Superfanilies PLNO0OOS0

Name Accession Description Interval E-value
[+] PLN00050 super family  cl31535 expansin A; Provisional 40-263  1.20e-86
SEQUENCES

Peptide

>AhEXPA-06

MQRFLLPLLFLTLSPPAISHYSSSTSSPSSSSVSSDASEWRPARATYYAASNPRDAVGG
ACGYGDLVKSGYGMATVGLSETLFERGQICGACFELRCVDDLRWCIPGTSIIVTATNF
CAPNYGFDPDGGGHCNPPNKHFVLPIEAFEKIAIWKAGNMPVQYRRINCRREGSMRF
TVDGGGIFISVLITNVAGSGDVAAVKIKGSRTGWLPMGRNWGQNWHINADLKNQAL
SFEVTSSDRSTVTSYNVSPRNWNYGQTFEGKQFETP*

CDS (coding sequence)
>AhEXPA-06

ATGCAACGGTTTCTTCTACCTTTACTCTTCCTTACACTATCGCCGCCGGCGATTTCT
CATTACTCTTCCTCAACCTCCTCTCCTTCTTCTTCCTCCGTCTCTTCCGACGCCTCA
GAATGGCGTCCAGCTCGAGCCACCTACTACGCCGCTTCCAATCCTCGAGACGCGG
TGGGTGGTGCGTGTGGGTACGGAGATCTCGTCAAATCTGGGTACGGTATGGCTAC
AGTTGGTCTAAGCGAGACTCTATTTGAGCGTGGTCAGATCTGTGGTGCTTGTTTCG
AGCTCAGATGTGTTGATGATCTCCGTTGGTGTATCCCTGGAACTTCAATTATTGTC
ACTGCTACGAATTTCTGTGCTCCTAATTACGGATTTGATCCCGACGGTGGTGGTCA
TTGTAATCCACCGAACAAACATTTCGTGCTTCCGATCGAAGCGTTTGAGAAGATC
GCTATTTGGAAAGCTGGGAACATGCCGGTGCAGTATCGCAGGATCAACTGTAGA
AGGGAAGGGAGCATGCGGTTTACAGTCGATGGTGGAGGCATTTTCATTTCGGTTC
TGATCACCAATGTTGCAGGGTCCGGTGATGTAGCTGCTGTGAAGATCAAAGGATC
GAGAACCGGGTGGTTACCTATGGGTCGTAATTGGGGACAGAATTGGCATATCAAT
GCTGATCTCAAGAACCAAGCTCTCTCATTTGAAGTAACTTCTAGTGACAGGTCAA
CCGTGACATCTTACAACGTCTCCCCTAGAAACTGGAATTATGGACAGACCTTCGA
AGGGAAACAATTCGAGACTCCGTGA
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Nucleotide
>AhEXPA-06

AAAATCTCTAAAATCAAAAATTGGCATTTTCTCTCTCGAACTCTCGCCGGAGAGA
TGCAACGGTTTCTTCTACCTTTACTCTTCCTTACACTATCGCCGCCGGCGATTTCTC
ATTACTCTTCCTCAACCTCCTCTCCTTCTTCTTCCTCCGTCTCTTCCGACGCCTCAG
AATGGCGTCCAGCTCGAGCCACCTACTACGCCGCTTCCAATCCTCGAGACGCGGT
GGGTGGTGCGTGTGGGTACGGAGATCTCGTCAAATCTGGGTACGGTATGGCTACA
GTTGGTCTAAGCGAGACTCTATTTGAGCGTGGTCAGATCTGTGGTGCTTGTTTCGA
GCTCAGATGTGTTGATGATCTCCGTTGGTGTATCCCTGGAACTTCAATTATTGTCA
CTGCTACGAATTTCTGTGCTCCTAATTACGGATTTGATCCCGACGGTGGTGGTCAT
TGTAATCCACCGAACAAACATTTCGTGCTTCCGATCGAAGCGTTTGAGAAGATCG
CTATTTGGAAAGCTGGGAACATGCCGGTGCAGTATCGCAGGTGCGTTTTTTTCCA
ATTTGTTTCGCGTTTTGTGAGAAATGCGTTTGCGGTGGTGGGAACGCGGTTCTGCT
TTTTGACGCCACTATCGATTTAAAAAATCCGGCGATGCTTTTGCTTTTGTGTGTTT
GCGTCTTCTTCGATATCCGTGTGCTTTATTATGTGAGATGGGCTTACCCTAAATGT
CGTCCTCAATACGCAATTTACTTTATTGCCCCTGATTGTTTTATTTGAGTAGTTGTA
GACTTGTAGTGTTAGTGTGTACAAGATTCTGAGAAAAGGTAGATAGGTTTGAATT
GATGGCAATATTGTAGTATATATGAATAGTTTTTGCTCATCATAGTTGAGTAGCTA
GCTTTGCTCTCGTTTTCATCTTAGCCATGAGAGAAAGAAGATGGAATTTGGAAAC
CAATGATAGGACTAAAACCGACTGTCATTGGTTTGGAGCTGAGCTTGTAAATAGT
TTCATATCACTTAAGTTATGACTTACAACCATTGTTGTTGTTGGCTTTACCAAAAC
AGGATCAACTGTAGAAGGGAAGGGAGCATGCGGTTTACAGTCGATGGTGGAGGC
ATTTTCATTTCGGTTCTGATCACCAATGTTGCAGGGTCCGGTGATGTAGCTGCTGT
GAAGATCAAAGGATCGAGAACCGGGTGGTTACCTATGGGTCGTAATTGGGGACA
GAATTGGCATATCAATGCTGATCTCAAGAACCAAGCTCTCTCATTTGAAGTAACT
TCTAGTGACAGGTCAACCGTGACATCTTACAACGTCTCCCCTAGAAACTGGAATT
ATGGACAGACCTTCGAAGGGAAACAATTCGAGACTCCGTGAGACAGAGACGGGT
GCATTGAGATATCTCATGATTCTTTTTTTCCGGGTCAGAATTTTTTGATGGCAAGC
ATATCGATCTTGGTCTAAGGTTATCTTTAGGGTTGAAAAGGAATGAACTTGGGTC
AGACTTTTGCATTTCATAGTTCTCTCTCTCCCACGCATAGGTACAAAAATCACCAA
TGTACTAAGAACAGTGATTACACAAACATCACTATTGTATCTATTGGTTTACATTA
CTAAGGAGCGAAAGGTTCCTTTCAAATGCTTAAAACTAAT




