IDENTIFICATION
Species: Arabidopsis lyrata
Locus: AL6G51710

Gene Model: AL6G51710.t1
Description: AIEXPA-17
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Alyrata v2 1
Kegg: https://www.genome.jp/entry/T01578

EXTERNAL RESOURCES
https://plants.ensembl.org/Arabidopsis lyrata/Info/Index



https://phytozome-next.jgi.doe.gov/info/Alyrata_v2_1
https://www.genome.jp/entry/T01578
https://plants.ensembl.org/Arabidopsis_lyrata/Info/Index

GENE STRUCTURE

AIEXPA-17 —
5

L L 1 L 1 1 1 1 &
bp 20Kbp 1t Giibp SiKibp 104 1200 130ip

Legend:

CDS s upstreamy downstream — Intron

DOMAIN ARCHITECTURE
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Superfanilies PLN00193

Name Accession Description Interval E-value
[+] PLN00193 super family 3423 expansin-A; Provisional 1-255 2. 16e-128
SEQUENCES

Peptide

>AIEXPA-17

MTKIFSLLVAMIFSIMFFMKISSVSAGWLQAHATFYGGSDASGTMGGACGYGNLYTD
GYKTNTAALSTALFNDGKSCGGCYQILCDATKVPQWCLKGKSITITATNFCPPNFAQ
ASDDGGWCNPPRPHFDMAQPAFLTIAKYKAGIVPILYKRVGCRRSGGMRFTMNGRN
YFELVLISNVAGAGEISKVWIKGSKSNKWETMSRNWGANYQSNTYLNGQSLSFKVQ
LSDGRIKAALNVVPSNWQFGQSFKSNINF*

CDS (coding sequence)
>AIEXPA-17

ATGACGAAGATTTTCTCTCTATTGGTCGCAATGATCTTTTCCATAATGTTCTTCAT
GAAGATCAGCTCAGTTTCTGCTGGTTGGTTGCAAGCTCATGCGACCTTTTATGGCG
GAAGTGATGCTTCTGGTACAATGGGTGGAGCTTGTGGTTATGGAAACCTATACAC
AGACGGTTACAAGACAAACACAGCGGCGCTAAGCACGGCACTGTTCAACGACGG
CAAGTCATGCGGTGGATGTTACCAAATCTTGTGTGATGCAACCAAAGTACCACAA
TGGTGTCTTAAAGGAAAATCAATCACAATCACAGCCACAAACTTCTGTCCACCAA
ACTTTGCTCAGGCAAGCGACGATGGAGGATGGTGCAACCCACCAAGACCTCACTT
TGACATGGCTCAGCCTGCGTTTCTAACCATCGCTAAGTACAAAGCTGGTATCGTT
CCCATTCTCTACAAAAGGGTTGGATGTAGAAGAAGCGGAGGGATGAGATTTACG
ATGAACGGTAGAAACTATTTCGAGCTTGTTCTCATCTCAAACGTAGCAGGAGCTG
GTGAGATCTCTAAAGTTTGGATTAAAGGCTCTAAGAGCAACAAATGGGAGACAA
TGTCAAGAAATTGGGGAGCTAATTATCAGAGCAACACTTACCTTAATGGACAATC
TCTCTCTTTCAAAGTTCAACTCAGTGATGGAAGAATCAAAGCAGCTCTCAACGTT
GTTCCTTCGAATTGGCAGTTTGGTCAGAGCTTCAAGAGCAACATCAACTTCTGA

Nucleotide
SAIEXPA-17

TGCATCCAACACTACAACAATCATCAACTTCTTCTCTAATCAAAAGTTAAACACC
TAAGACATTGAAAGAAAAACAAATGACGAAGATTTTCTCTCTATTGGTCGCAATG
ATCTTTTCCATAATGTTCTTCATGAAGATCAGCTCAGTTTCTGCTGGTTGGTTGCA
AGCTCATGCGACCTTTTATGGCGGAAGTGATGCTTCTGGTACAATGGGTAAGTCT



CACAAACTAGAGATGGAAATTTGGTTTTTAGGGTTTATTCGATTTGGAGATATTTA
TAAAAATAATTGGATTTAAAAGATATAAGATGAACTTTTCATGAATCTTTTTTATT
GTACATATTTTACATAAAAATATGATTCATTTAATAAAATTTGGTTTTGGTAAGGT
TTGGTTTGTTTGGTATAAATCAGACTATGAATTAATTTCGGTTTGTTTAGTTAGAT
TCTGTTCTACCCTAATTAGAGTTCTAAAAACAGTATTTCTTCTTCAACAAGAAACC
CTCTCATAGTTTTCTTCTTCAGGTGGAGCTTGTGGTTATGGAAACCTATACACAGA
CGGTTACAAGACAAACACAGCGGCGCTAAGCACGGCACTGTTCAACGACGGCAA
GTCATGCGGTGGATGTTACCAAATCTTGTGTGATGCAACCAAAGTACCACAATGG
TGTCTTAAAGGAAAATCAATCACAATCACAGCCACAAACTTCTGTCCACCAAACT
TTGCTCAGGCAAGCGACGATGGAGGATGGTGCAACCCACCAAGACCTCACTTTGA
CATGGCTCAGCCTGCGTTTCTAACCATCGCTAAGTACAAAGCTGGTATCGTTCCC
ATTCTCTACAAAAGGGTTGGATGTAGAAGAAGCGGAGGGATGAGATTTACGATG
AACGGTAGAAACTATTTCGAGCTTGTTCTCATCTCAAACGTAGCAGGAGCTGGTG
AGATCTCTAAAGTTTGGATTAAAGGCTCTAAGAGCAACAAATGGGAGACAATGT
CAAGAAATTGGGGAGCTAATTATCAGAGCAACACTTACCTTAATGGACAATCTCT
CTCTTTCAAAGTTCAACTCAGTGATGGAAGAATCAAAGCAGCTCTCAACGTTGTT
CCTTCGAATTGGCAGTTTGGTCAGAGCTTCAAGAGCAACATCAACTTCTGATCTC
AGTAATGATTGGGTTTATGGTTTTTATCCATCTTTTGTATTTACTTTCATTGGGTAT
TTTTGCTTCCTCTGTTGCATCATCATCATCTGTGAGATAAGCTGCTTGTTTTATAGC
CTTATTATAGTCTTGCTTCCAGAGAGTTTATAATCTGGAGAAGACTCAAGCAGTG
ATGATTGTATTTTGTACATTTAAGGAAGAATATGTTTACTATATATATATATATAT
ATATCTATGAAAGGATATAATATAAAACTACTTAGCTTTT




