IDENTIFICATION

Species: Arabidopsis halleri
Locus: Araha.22789s0002

Gene Model: Araha.22789s0002.1
Description: AhEXPA-15
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Ahalleri vl 1



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

EXTERNAL RESOURCES
https://plants.ensembl.org/Arabidopsis halleri/Info/Index
GENE STRUCTURE
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Legend:
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Superfanilies PLN00193

Name Accession Description Interval E-value
[+] PLNOO193 super family ci33423 expansin-A; Provisional 62-254 9.61e-78
SEQUENCES

Peptide

>AhEXPA-15

MKLLEKMTYVECFMIIMATWFMFISYGHGADVAEPPMIDDVAASPGTNGLDTAWY
DARATYYGDIHGVGTEPTAALSTALFNNGATCGACYEIMCARNPQGCLSGSIKITAT
NLCPPDSTWCNLPNKHFDLSLPMFIKIAQVKAGIVPVRYRRVPCAKTGGVKFEVKGN
PSFLTILPYNVGGAGDIKAVYVKGSKTGWIAMSRNWGQNWTTNVSLTGQSVSLRVT
TSDGVTKDFTDVMPQSWGFGQTFDGKTNF*

CDS (coding sequence)
>AhEXPA-15

ATGAAATTGTTAGAAAAAATGACATATGTAGAATGTTTTATGATAATAATGGCGA
CTTGGTTCATGTTCATAAGTTATGGTCATGGAGCCGATGTAGCCGAACCACCCAT
GATTGATGATGTAGCCGCTTCACCTGGAACCAACGGACTCGATACTGCTTGGTAT
GATGCACGAGCCACATATTATGGTGATATCCATGGTGTAGGCACTGAACCCACAG
CGGCATTGAGCACGGCGCTATTCAACAACGGGGCCACATGTGGGGCTTGTTACGA
GATCATGTGCGCTCGTAATCCACAAGGGTGTTTGTCCGGATCCATCAAGATCACA
GCAACAAATTTATGTCCACCAGATTCAACTTGGTGCAACCTACCAAATAAACACT
TTGATCTCTCCTTACCAATGTTCATCAAGATCGCCCAGGTCAAAGCCGGGATTGTC
CCGGTTAGATACAGACGTGTTCCTTGTGCAAAAACCGGTGGTGTCAAGTTTGAAG
TTAAAGGAAACCCTAGTTTCCTAACGATCTTACCGTACAATGTTGGAGGAGCCGG
AGATATTAAAGCCGTGTATGTTAAGGGAAGCAAAACCGGGTGGATAGCAATGAG
CAGAAACTGGGGACAAAACTGGACCACTAATGTTAGTCTAACCGGTCAGAGTGT
ATCATTGAGGGTTACAACGAGTGATGGGGTTACAAAGGATTTTACTGATGTGATG
CCACAAAGTTGGGGATTTGGGCAGACTTTTGATGGAAAGACTAACTTTTAA
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Nucleotide
>AhEXPA-15

ATGAAATTGTTAGAAAAAATGACATATGTAGAATGTTTTATGATAATAATGGCGA
CTTGGTTCATGTTCATAAGTTATGGTCATGGAGCCGATGTAGCCGAACCACCCAT
GATTGATGATGTAGCCGCTTCACCTGGAACCAACGGACTCGATACTGCTTGGTAT
GATGCACGAGCCACATATTATGGTGATATCCATGGTGTAGGCACTGAACGTAAGT
TAAAAATACTAATATTTGTCGAATCTAATTATTACATTGATGNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNGTGATC
CAAACAAACATGGATATGGTCTAGCCACAGCGGCATTGAGCACGGCGCTATTCA
ACAACGGGGCCACATGTGGGGCTTGTTACGAGATCATGTGCGCTCGTAATCCACA
AGGGTGTTTGTCCGGATCCATCAAGATCACAGCAACAAATTTATGTCCACCAGAT
TCAACTTGGTGCAACCTACCAAATAAACACTTTGATCTCTCCTTACCAATGTTCAT
CAAGATCGCCCAGGTCAAAGCCGGGATTGTCCCGGTTAGATACAGACGTGTTCCT
TGTGCAAAAACCGGTGGTGTCAAGTTTGAAGTTAAAGGAAACCCTAGTTTCCTAA
CGATCTTACCGTACAATGTTGGAGGAGCCGGAGATATTAAAGCCGTGTATGTTAA
GGGAAGCAAAACCGGGTGGATAGCAATGAGCAGAAACTGGGGACAAAACTGGA
CCACTAATGTTAGTCTAACCGGTCAGAGTGTATCATTGAGGGTTACAACGAGTGA
TGGGGTTACAAAGGATTTTACTGATGTGATGCCACAAAGTTGGGGATTTGGGCAG
ACTTTTGATGGAAAGACTAACTTTTAA



