IDENTIFICATION

Species: Arabidopsis halleri
Locus: Araha.17420s0006

Gene Model: Araha.17420s0006.1
Description: AhEXPA-10
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

AhEXPA-10
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE

1 50 100 150 200 253

Query seq,

Superfanilies PLNO0050

Name Accession Description Interval E-value
[+] PLNO0050 super family ci31535 expansin A; Provisional 6-251 3.06e-91
SEQUENCES

Peptide

>AhEXPA-10

MNRSMTFVVLLAILVSVANLGLAHVGLTNIDPSWYDAHATFYGDMSGGETMQGAC
GYGDLFKEGYGLETAALSTALFNNGQTCGACFELMCMNSKWCKPNAGSIKITATNF

CPPNYDEPVQYHWCNPPNKHFDLSMKMFTSMAEYKGGIVPVKFRRVMCHKRGGVR
FEIKGNPYFIMVLVYNVGGAGDVNNVEIRGHKSNWIVMKRNWGQIWNTGVDLVGQ
KLSFVVRTSDGRSMTFFNVAPASWGFGQTFEAKLNF*

CDS (coding sequence)
>AhEXPA-10

ATGAACCGATCAATGACTTTTGTTGTGTTACTGGCGATTCTTGTCTCGGTGGCTAA
CCTTGGCTTAGCTCATGTCGGTCTTACTAATATCGACCCTTCGTGGTACGACGCAC
ATGCGACGTTTTATGGCGATATGAGCGGCGGAGAAACCATGCAAGGAGCATGTG
GTTACGGGGATCTATTCAAAGAAGGTTACGGCTTAGAGACGGCGGCGCTAAGCA
CGGCTCTTTTCAACAACGGGCAGACTTGTGGTGCTTGTTTCGAGCTCATGTGTATG
AACTCAAAGTGGTGCAAACCAAACGCTGGTTCAATCAAAATCACAGCCACTAATT
TCTGCCCACCAAATTATGATGAACCGGTTCAATACCATTGGTGCAACCCTCCTAA
CAAACACTTTGATCTATCCATGAAAATGTTCACTTCGATGGCCGAGTACAAAGGA
GGGATAGTTCCGGTGAAGTTCAGGCGAGTGATGTGTCATAAGAGAGGTGGTGTG
AGGTTTGAGATTAAGGGTAATCCTTATTTTATCATGGTTTTGGTGTATAACGTTGG
AGGTGCAGGAGATGTGAATAACGTTGAAATTAGAGGGCATAAGAGTAATTGGAT
CGTTATGAAGAGGAATTGGGGGCAAATTTGGAATACTGGTGTGGATTTGGTTGGA
CAAAAGCTCTCGTTTGTGGTTCGGACCAGTGATGGTAGGAGCATGACGTTCTTCA
ATGTTGCGCCTGCGAGTTGGGGGTTCGGTCAAACTTTTGAAGCAAAACTGAACTT
TTAG


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

Nucleotide
>AhEXPA-10

ATGAACCGATCAATGACTTTTGTTGTGTTACTGGCGATTCTTGTCTCGGTGGCTAA
CCTTGGCTTAGCTCATGTCGGTCTTACTAATATCGACCCTTCGTGGTACGACGCAC
ATGCGACGTTTTATGGCGATATGAGCGGCGGAGAAACCATGCGTTAGTATTTTTT
ATTATTTTATTATAATGTCTTTTTCTCATTTTGTTAATGATTTCTTTATGATTTTTTT
TAAGTATTAATCGTATGTAGTTTTTAAATTTTATTTTAATACTGTTTGGTGTGACA
GAAGGAGCATGTGGTTACGGGGATCTATTCAAAGAAGGTTACGGCTTAGAGACG
GCGGCGCTAAGCACGGCTCTTTTCAACAACGGGCAGACTTGTGGTGCTTGTTTCG
AGCTCATGTGTATGAACTCAAAGTGGTGCAAACCAAACGCTGGTTCAATCAAAAT
CACAGCCACTAATTTCTGCCCACCAAATTATGATGAACCGGTTCAATACCATTGG
TGCAACCCTCCTAACAAACACTTTGATCTATCCATGAAAATGTTCACTTCGATGGC
CGAGTACAAAGGAGGGATAGTTCCGGTGAAGTTCAGGCGAGTGATGTGTCATAA
GAGAGGTGGTGTGAGGTTTGAGATTAAGGGTAATCCTTATTTTATCATGGTTTTG
GTGTATAACGTTGGAGGTGCAGGAGATGTGAATAACGTTGAAATTAGAGGGCAT
AAGAGTAATTGGATCGTTATGAAGAGGAATTGGGGGCAAATTTGGAATACTGGT
GTGGATTTGGTTGGACAAAAGCTCTCGTTTGTGGTTCGGACCAGTGATGGTAGGA
GCATGACGTTCTTCAATGTTGCGCCTGCGAGTTGGGGGTTCGGTCAAACTTTTGA
AGCAAAACTGAACTTTTAG




