IDENTIFICATION

Species: Arabidopsis halleri
Locus: Araha.0846s0004

Gene Model: Araha.0846s0004.1
Description: AhEXPA-01
Family: Alpha Expansin

3D structure:

GENOME DATABASES

Phytozome: https://phytozome-next.jgi.doe.gov/info/Ahalleri_v1_1
EXTERNAL RESOURCES
https://plants.ensembl.org/Arabidopsis_halleri/Info/Index
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Superfanilies PLNO0O0O50

+ Name Accession Description Interval E-value
[+] PLN00050 super family ci31535 expansin A; Provisional 6-252 6.08e-142
SEQUENCES

Peptide

>AhEXPA-01

MFMGKMSLLGFALLCYAAMVCSVHAYDAGWVNAHATFYGGSDASGTMGGACGY
GNLYSQGYGTNTAALSTALFNNGLSCGACFEIKCQSDGAWCLPGAIIVTATNFCPPNN
ALPNNAGGWCNPPLHHFDLSQPIFQRIAQYKAGVVPVSYRRVPCMRRGGIRFTINGH
SYFNLVLVTNVGGAGDVHSVAVKGSRTRWQQMSRNWGQNWQSNNLLNGQALSFK
VTASDGRTVVSNNIAPASWSFGQTFTGRQFR*

CDS (coding sequence)
>AhEXPA-01

ATGTTCATGGGAAAGATGAGTCTTTTGGGATTTGCTCTGTTGTGTTATGCTGCAAT
GGTGTGCTCTGTTCATGCTTATGACGCTGGATGGGTCAATGCTCATGCTACCTTCT
ATGGTGGAAGTGATGCTTCAGGAACAATGGGTGGAGCATGTGGCTATGGGAATC
TCTATAGTCAAGGATACGGTACCAACACGGCGGCGTTGAGCACTGCTCTGTTCAA
TAACGGTCTTAGCTGCGGCGCGTGTTTCGAGATCAAGTGTCAGAGCGACGGCGCG
TGGTGTTTACCTGGTGCTATCATAGTCACAGCCACCAATTTCTGTCCTCCTAACAA
CGCTCTTCCCAATAACGCTGGTGGTTGGTGTAACCCTCCGCTTCATCATTTCGATC
TCTCTCAGCCGATTTTCCAACGCATTGCCCAGTACAAAGCTGGTGTTGTCCCTGTT
TCTTACAGAAGGGTTCCGTGCATGAGAAGGGGAGGCATAAGGTTCACAATCAAT
GGCCACTCTTACTTCAACCTGGTTTTGGTGACCAATGTTGGTGGTGCTGGAGATGT
TCACTCTGTAGCGGTTAAAGGTTCAAGAACAAGGTGGCAACAAATGTCAAGAAA
CTGGGGTCAAAACTGGCAAAGCAACAATCTTTTAAATGGTCAAGCATTGTCCTTT
AAGGTTACTGCTAGTGATGGTCGTACCGTCGTCTCTAACAACATTGCTCCGGCTA
GTTGGTCTTTTGGACAAACCTTCACCGGCCGTCAATTCCGTTGA

Nucleotide
>AhEXPA-01

CATTCTATAAATTCCACTTCAACCATCAACCTTCTTCTTCACTCCCATCAACTATCT
TTCTCCTTCACATTCCATTTTCTCTTACTCTCCTCCATTAAAGCTCTGCACTTTCTC
AAAGAGAATGTTCATGTAATAACCATCTTCCTTTCAAAATCCATCTTTTAACTTTT
TTTCTCTTGCTTATAATGTATAAAGTTCTAATTTTTGTTTGAAATTTTGTTCAATTG




CAGGGGAAAGATGAGTCTTTTGGGATTTGCTCTGTTGTGTTATGCTGCAATGGTGT
GCTCTGTTCATGCTTATGACGCTGGATGGGTCAATGCTCATGCTACCTTCTATGGT
GGAAGTGATGCTTCAGGAACAATGGGTATGACCTCTCAATGTGTTCTCTAAAATG
TCTCAGTGAAAACTAAATCTATGATATTTACAATTTTGCTGTTGTCTCTAGGTGGA
GCATGTGGCTATGGGAATCTCTATAGTCAAGGATACGGTACCAACACGGCGGCGT
TGAGCACTGCTCTGTTCAATAACGGTCTTAGCTGCGGCGCGTGTTTCGAGATCAA
GTGTCAGAGCGACGGCGCGTGGTGTTTACCTGGTGCTATCATAGTCACAGCCACC
AATTTCTGTCCTCCTAACAACGCTCTTCCCAATAACGCTGGTGGTTGGTGTAACCC
TCCGCTTCATCATTTCGATCTCTCTCAGCCGATTTTCCAACGCATTGCCCAGTACA
AAGCTGGTGTTGTCCCTGTTTCTTACAGAAGGTAAAACATAGATCTTTACTGTTAC
AAGTACAAAGTCTTAATCTTTTTGCTGTTTCTTGACTTTTTGCTGTTTCTTGATATG
GGTCTTCATAATTGCTCTGTTTCTTAAAGAAGTTGAAGACTTTAATGGCGAAAGTT
TCAATCTTTATTCAATTTTCTCGTTGTCACTGTTGGTGAAAGCTCCAATCTTTATTC
AATTTTGGATCTGAGTATCGATAATCTTACAATGCGTCTTCATAAATTTTGTATAT
TCTCGGTTTCTCTCTGTTATTAACTGATGTTTTTTTGTTTGCTTTATGTGTAGGGTT
CCGTGCATGAGAAGGGGAGGCATAAGGTTCACAATCAATGGCCACTCTTACTTCA
ACCTGGTTTTGGTGACCAATGTTGGTGGTGCTGGAGATGTTCACTCTGTAGCGGTT
AAAGGTTCAAGAACAAGGTGGCAACAAATGTCAAGAAACTGGGGTCAAAACTGG
CAAAGCAACAATCTTTTAAATGGTCAAGCATTGTCCTTTAAGGTTACTGCTAGTG
ATGGTCGTACCGTCGTCTCTAACAACATTGCTCCGGCTAGTTGGTCTTTTGGACAA
ACCTTCACCGGCCGTCAATTCCGTTGAAATTGTGTCAAGTTCGGTTTTATATAGTT
TAGGGTTTGTGTAGTAGTGGTTGAGGAAAGAGGAGAGAAAGAGACAGGGTTTAA
GGCTTTTTAGGGTTTTTAAGTGGAGAGCCTTAAAACTTCTTCTTTGACTCTGAGGG
GTAAAATGGAGAAAAGAGCTTATTT




