IDENTIFICATION

Species: Arabidopsis halleri
Locus: Araha.18278s0009

Gene Model: Araha.18278s0009.1
Description: AhEXPB-02
Family: Beta 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 PLN03023

Name Accession Description Interval E-value
[+] PLN03023 super family ci33621 Expansin-like B1; Provisional 10-201 2.96e-35
SEQUENCES

Peptide

>AhEXPB-02

MLVDVKPLHARVGAVNPILFKNGEGCGACYKVRCLDKSICSRRAVTVIITDECPGCS
KTSTHFDLSGAVFGRLAIAGESGPLRNRGLIPVIYRRTACKYRGKNIAFHVNEGSTDF
WLSLLVEFEDGEGDIGSMHIRQAGAREWLEMKHVWGANWCIVGGPLKGPFSVKLTT
LSAGRTLSATDVVPRNWTPKATYSSRLNFSPVL*

CDS (coding sequence)
>AhEXPB-02

ATGTTGGTGGATGTGAAGCCGTTACATGCGAGGGTTGGAGCCGTGAATCCTATTC
TCTTCAAAAACGGTGAAGGTTGTGGAGCTTGTTACAAGGTTCGGTGCTTGGACAA
GAGCATTTGTTCCCGGAGAGCCGTCACCGTTATAATCACCGATGAGTGTCCCGGC
TGCTCTAAAACCAGCACTCACTTTGACCTCAGTGGTGCCGTCTTTGGCCGCTTGGC
TATTGCCGGAGAGTCTGGCCCTCTCCGTAACCGTGGGCTAATCCCCGTCATATATC
GCCGGACTGCATGCAAATATAGAGGGAAGAACATAGCGTTCCATGTGAACGAAG
GATCAACTGATTTTTGGCTATCTTTGCTGGTCGAGTTTGAAGACGGAGAAGGAGA
CATTGGCTCCATGCACATTCGCCAAGCAGGAGCGAGGGAATGGTTAGAGATGAA
GCATGTATGGGGAGCCAACTGGTGCATCGTTGGAGGACCACTCAAGGGACCATTC
TCCGTAAAGCTCACCACTTTGTCTGCCGGTAGAACACTCTCCGCCACCGACGTTGT
CCCTAGAAACTGGACTCCCAAAGCCACTTACAGTTCCCGCCTCAACTTCTCCCCC
GTTCTCTGA

Nucleotide
>AhEXPB-02

AGGAGGAGCGTGTGGGTACGGTATGTTGGTGGATGTGAAGCCGTTACATGCGAG
GGTTGGAGCCGTGAATCCTATTCTCTTCAAAAACGGTGAAGGTTGTGGAGCTTGT
TACAAGGTTCGGTGCTTGGACAAGAGCATTTGTTCCCGGAGAGCCGTCACCGTTA
TAATCACCGATGAGTGTCCCGGCTGCTCTAAAACCAGCACTCACTTTGACCTCAG
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TGGTGCCGTCTTTGGCCGCTTGGCTATTGCCGGAGAGTCTGGCCCTCTCCGTAACC
GTGGGCTAATCCCCGTCATATATCGCCGGTACGTATATAATAAATATTATTCTCTT
CTTTTTTTCTTGATAAAGATATTAATATTCTCATTTATTAATGTTTATGCTCTTTCA
ATAACTAACTCGTGACAGTGCACGAGCAAATAGAAAAATACTAGTAGGAATTAT
TTAGGTAATAAAGAGGCTAAACAGGGTTAAGATAACTATTAGATTTATTGCAATG
GGTGTGAATGTAATAAACAAAAGAGGTAACTTTAACGGCGATCTCGTTTTTTATG
GTCCCAACCATTTTTGACCATTGACCATTTGATCTCTTTTTTCTCGCTGATATAATT
TATTTTTTTCTTCTCTTTTGCATAATAAAAAAAGGACTGCATGCAAATATAGAGGG
AAGAACATAGCGTTCCATGTGAACGAAGGATCAACTGATTTTTGGCTATCTTTGC
TGGTCGAGTTTGAAGACGGAGAAGGAGACATTGGCTCCATGCACATTCGCCAAGT
AACTCTCTTTTTCCTTAAAAACCAAACTCGTGCACTCACTTCTTTAATTTTCCTTTT
TTCTTACCACAAAGTCACTTCCACTTCAAAAGTCTTCTTTTTTATTGTACTCCACTA
GAAAAGGGAGGAAAAGTGGAGTGAGCACATGTATGAATCTTTTTATTGACCAAC
TAGCTAGAAAAGGCACACCAAATCACTCAAAGTCTTCTAAAAAGTAACAATAAA
ACAGACTCAAAGTGTAAAGACTGATGGGCTTTCTTGTGTTTTGTGCAGGCAGGAG
CGAGGGAATGGTTAGAGATGAAGCATGTATGGGGAGCCAACTGGTGCATCGTTG
GAGGACCACTCAAGGGACCATTCTCCGTAAAGCTCACCACTTTGTCTGCCGGTAG
AACACTCTCCGCCACCGACGTTGTCCCTAGAAACTGGACTCCCAAAGCCACTTAC
AGTTCCCGCCTCAACTTCTCCCCCGTTCTCTGAACCAACTCTTCTACATAGTCAAA
GACTATTATTGTTCCTATTATACTACTACTCGTGTGATCGTTTTTTGAAGAGAGAA
ACAGAGTGACTGCTGGCCGTAGGATGGAAACCAATAAGAAAAGTACATCGGAAT
CAACGGCTCTTGGGTTCTCTCCTCTTCCTTCTTGTGTGCTGTGGATTTGTGTGTGTG
TTGTGATGTGTCGGTGAGTGTGTTAGGAGTCACTGTAGCCATCTTCAAAGGGGAG
ATAGAGCTAGGAGTAGTATTTGGTGGTGTCATGTCTTTTGTTTTTTTCTGTATAAT
TCTTGTCACTATCTCTTTCTATTATGGGACATGACATTATATATCATATGAATAAT
TTATCACTATGTCTTTCTATTGTGGGACATTACATAATAATGTATCATATGAATAT
TGTGTACACTACTTCAGAG




