IDENTIFICATION

Species: Asparagus officinalis

Locus: evm.model.AsparagusVV1 07.803

Gene Model: evm.model.AsparagusV1l 07.803
Description: AofEXPA-08

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Aofficinalis_V1 1
KEGG: https://www.genome.jp/entry/T05243

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Aofficinalis_V1_1
https://www.genome.jp/entry/T05243
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE
Guory seq.  IES—————————————————————————————————————————————————————

Superfanilies PLNO0O0OS0

. Name Accession Description Interval E-value
[+ PLN00050 super family 1535 expansin A Provisional 4-227 6.13e-129
SEQUENCES

Peptide

>AofEXPA-08

MVLAWSSAHATFYGGGDASGTMGGACGYGNLYSQGYGTNTAALSTALFNNGLSCG
SCYEIKCDKDPKWCLPGSIVVTGTNFCPPNNALPNNNGGWCNPPQQHFDLAQPVFQK
IAKYRAGIVPVQFRRVACKKSGGVRFTINGHSYFNLVLITNVGGAGDVVSVSVKGTR
TGWQPMSRNWGQNWQSNSLLNGQALSFRVTTSDGHTLTSDNVAPSNWNFGQTFTG
SQF*

CDS (coding sequence)
>AofEXPA-08

ATGGTGCTGGCCTGGTCTAGTGCCCACGCCACCTTCTATGGAGGCGGAGATGCAT
CTGGAACAATGGGAGGAGCTTGTGGGTATGGAAATTTGTACAGTCAAGGATATG
GGACAAACACAGCAGCCTTGAGCACTGCTCTCTTCAACAATGGGCTGAGTTGTGG
ATCTTGCTACGAAATCAAATGTGACAAAGACCCAAAATGGTGTCTCCCTGGGTCT
ATTGTAGTCACTGGAACAAACTTCTGCCCACCAAATAATGCTCTGCCCAATAATA
ACGGCGGCTGGTGCAATCCTCCACAGCAGCACTTTGACCTCGCTCAGCCTGTGTT
CCAAAAGATTGCCAAGTACAGAGCTGGGATTGTCCCCGTTCAGTTCCGAAGGGTG
GCTTGCAAGAAATCAGGAGGCGTCAGGTTCACAATCAACGGCCACTCCTACTTCA
ACCTGGTCCTCATCACCAACGTTGGCGGCGCTGGCGACGTAGTCTCCGTCTCCGT
CAAAGGCACGAGAACAGGCTGGCAACCAATGAGCAGAAACTGGGGCCAGAACT
GGCAGAGCAACAGCCTCCTCAACGGCCAAGCCCTCTCCTTCCGCGTCACCACCAG
CGACGGCCACACCCTCACCTCCGACAACGTCGCCCCTTCCAATTGGAACTTCGGC
CAAACTTTCACTGGCTCTCAGTTCTGA

Nucleotide
>AofEXPA-08

ATGGTGCTGGCCTGGTCTAGTGCCCACGCCACCTTCTATGGAGGCGGAGATGCAT
CTGGAACAATGGGTAAGCTGAAACTATCCTGATGAAAATTAGTCTGTCTCTTGCT
AGCTCATTTAACAAAATAATATGCCATCAAATGCGCACTTTTTCACGAAATTATTT
ACCATTTTCGCTTGTGATTGTTGCAGGAGGAGCTTGTGGGTATGGAAATTTGTAC
AGTCAAGGATATGGGACAAACACAGCAGCCTTGAGCACTGCTCTCTTCAACAATG
GGCTGAGTTGTGGATCTTGCTACGAAATCAAATGTGACAAAGACCCAAAATGGTG



TCTCCCTGGGTCTATTGTAGTCACTGGAACAAACTTCTGCCCACCAAATAATGCTC
TGCCCAATAATAACGGCGGCTGGTGCAATCCTCCACAGCAGCACTTTGACCTCGC
TCAGCCTGTGTTCCAAAAGATTGCCAAGTACAGAGCTGGGATTGTCCCCGTTCAG
TTCCGAAGGTAAATCTTTTTTTTTTTTACCATTGTAAATCTTTGAGTTGTCCTTTAC
TGTCCACTTCCTTCAAAGCCTTTCAATTTCCTGTAGAAAAAGTCTTCATCTTTTAT
GACCCATGTGCCTCCACCGAAAATAATCATTTTTTTATTTTTTCAGTTAATTGTAG
GTGGACCTCCTTAGTGTTGTTGTTTGAAACTTACACCTGTCATGTGTAGTTTCATT
GTTGCAGATAGACCCCTGAATGAATAATATTTTTCACTCTTTTACCCCACGTAGGC
TCAATAATTTCAGTCCGGGGCAATATCTGTCAAAATTTCAGGAAGGGTAGAAGAG
TAGGAAAAAAAAATTTAACCTTGGGATCTATTTGCAATCAACCCTTATTCTCGTA
CTCGAATGAAAGTAGGAAGAATCAGTATGGCAAATTTCTCAAAATTAACTTGGTC
AGATTAATCCTGACCTCATTTTAAACATAACCTGATTATGTTTTGACACATAACGC
TCGTTCGCGAAGTGATGTGATGGCATCAAACTGAAGCTAATTAACTTTAAAATCC
CTGGCCTGAAGACACTCAAGGCAAAACTAACCCGTCTCTATTCAATATTAACAGG
GTGGCTTGCAAGAAATCAGGAGGCGTCAGGTTCACAATCAACGGCCACTCCTACT
TCAACCTGGTCCTCATCACCAACGTTGGCGGCGCTGGCGACGTAGTCTCCGTCTC
CGTCAAAGGCACGAGAACAGGCTGGCAACCAATGAGCAGAAACTGGGGCCAGA
ACTGGCAGAGCAACAGCCTCCTCAACGGCCAAGCCCTCTCCTTCCGCGTCACCAC
CAGCGACGGCCACACCCTCACCTCCGACAACGTCGCCCCTTCCAATTGGAACTTC
GGCCAAACTTTCACTGGCTCTCAGTTCTGA






