IDENTIFICATION

Species: Arabidopsis halleri
Locus: Araha.13516s0016

Gene Model: Araha.13516s0016.1
Description: AhEXPA-08
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-08
5
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DOMAIN ARCHITECTURE

1 1 100 150 200 254

Query seq. N —

Superfanilies PLNO0OOS50

Name Accession Description Interval E-value
[+ PLN00050 super family ci31535 expansin A; Provisional 29-253 3.41e-127
SEQUENCES

Peptide

>AhEXPA-08

MKLTEYSHILFLSLFTINFYINSDDNGGWERGHATFYGGDDASGTMGGACGYGNLH
SQGYGLQTAALSTALFNSGQKCGACFELQCEDDPEWCIPGSIIVSATNFCPPNFALAN
DNGGWCNPPLKHFDLAEPAFLQIAQYRAGIVPVAFRRVPCEKGGGIRFTINGNPYFDL
VLITNVGGAGDIRAVSLKGSKSDQWQSMSRNWGQNWQSNTY LRGQSLSFQVTTSDG
RTVVSYDVVPQDWQFGQTFEGRQF*

CDS (coding sequence)
>AhEXPA-08

ATGAAGCTTACAGAATATTCCCATATTTTATTTCTTTCACTATTCACCATCAACTT
CTACATTATAAACTCGGACGACAACGGAGGCTGGGAGAGAGGCCATGCTACCTT
CTACGGTGGAGATGATGCATCCGGCACAATGGGTGGTGCTTGTGGGTACGGTAAC
TTACACAGCCAAGGCTATGGGCTACAAACCGCGGCTTTGAGCACGGCTTTGTTCA
ATAGTGGGCAGAAATGTGGGGCCTGCTTTGAGCTACAGTGTGAGGATGATCCTGA
GTGGTGCATCCCTGGTTCCATCATCGTCTCAGCTACAAACTTCTGTCCTCCAAACT
TTGCCTTAGCCAATGATAATGGTGGTTGGTGCAATCCTCCTCTCAAGCACTTTGAC
TTGGCCGAGCCTGCCTTCCTCCAGATCGCTCAGTACCGGGCTGGAATCGTTCCTGT
CGCATTCAGAAGGGTTCCATGTGAGAAAGGTGGAGGGATAAGGTTCACGATAAA
CGGGAATCCGTATTTTGACCTCGTGTTGATCACAAATGTGGGTGGTGCTGGAGAT
ATAAGGGCCGTCTCTTTGAAAGGCTCAAAGTCTGATCAGTGGCAATCCATGTCAA
GAAACTGGGGACAGAATTGGCAAAGTAACACTTACCTCAGAGGTCAAAGCCTCT
CCTTCCAGGTCACTACTAGTGATGGTCGGACTGTTGTGAGCTACGATGTTGTGCCT
CAGGATTGGCAGTTCGGTCAAACTTTTGAAGGCAGGCAATTCTAG
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Nucleotide

>AhEXPA-08

ATGAAGCTTACAGAATATTCCCATATTTTATTTCTTTCACTATTCACCATCAACTT
CTACATTATAAACTCGGACGACAACGGAGGCTGGGAGAGAGGCCATGCTACCTT
CTACGGTGGAGATGATGCATCCGGCACAATGGGTACTTAAAACATTTTCTTTCAC
TCGCACACACATATATCATTAAAACATCACAATTGGATACTTTTAACATATTTGAC
CGTTCAAGTGTTGATGTTTTTTAGGTGGTGCTTGTGGGTACGGTAACTTACACAGC
CAAGGCTATGGGCTACAAACCGCGGCTTTGAGCACGGCTTTGTTCAATAGTGGGC
AGAAATGTGGGGCCTGCTTTGAGCTACAGTGTGAGGATGATCCTGAGTGGTGCAT
CCCTGGTTCCATCATCGTCTCAGCTACAAACTTCTGTCCTCCAAACTTTGCCTTAG
CCAATGATAATGGTGGTTGGTGCAATCCTCCTCTCAAGCACTTTGACTTGGCCGA
GCCTGCCTTCCTCCAGATCGCTCAGTACCGGGCTGGAATCGTTCCTGTCGCATTCA
GAAGGTAAAAACAAATTGTAGCCAAAAAAAATTCCTTTGTAAACAAATTTTTITT
TAAAAAACTCTACGTACCATTTATGTCCTCTTATAATGATAGGGTTCCATGTGAGA
AAGGTGGAGGGATAAGGTTCACGATAAACGGGAATCCGTATTTTGACCTCGTGTT
GATCACAAATGTGGGTGGTGCTGGAGATATAAGGGCCGTCTCTTTGAAAGGCTCA
AAGTCTGATCAGTGGCAATCCATGTCAAGAAACTGGGGACAGAATTGGCAAAGT
AACACTTACCTCAGAGGTCAAAGCCTCTCCTTCCAGGTCACTACTAGTGATGGTC
GGACTGTTGTGAGCTACGATGTTGTGCCTCAGGATTGGCAGTTCGGTCAAACTTTT
GAAGGCAGGCAATTCTAG



