IDENTIFICATION

Species: Asparagus officinalis

Locus: evm.model.AsparagusVV1l_03.10

Gene Model: evm.model.AsparagusV1l_03.10
Description: AofEXPA-02

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

GENE STRUCTURE

AofEXPA-02 _—
7

| Il 1 1 1 1
by 20kbp 3ibp Gt $iKbp 1000bp

Legend:

Exon — Intron

DOMAIN ARCHITECTURE

Query seq.
Superfanilies PLNO0OOS0

+ Name Accession Description Interval E-value
[+] PLN00050 super family 535 expansin A Provisional 41-254 552e-121
SEQUENCES

Peptide

>A0fEXPA-02

MASLMLLLSVSVGFGLVPLLMTPAYGYGRGGGGGGGGGGGWSSAHATFYGGGDAS
GTMGGACGYGNLYSQGYGTNTAALSTAMFNNGLSCGSCY XXXXXXXXVTATNFCP
PNNALPNNAGGWCNPPLHHFDLAQPVFQHIAQYKAGIVPVAYRRVQCRKRGGIRFT
VNGHSYFNLVLITNVGGAGDVHAVSIKGSRTGWQPMSRNWGQNWQSNTYLNGQSL
SFKVTTSDGRSLVSYNVAPAGWSFGQTFSGAQFR*

CDS (coding sequence)
>AofEXPA-02

ATGGCTTCATTGATGTTGTTGCTGTCGGTGTCGGTGGGTTTCGGTTTGGTGCCACT
ACTGATGACCCCTGCGTACGGGTACGGACGCGGAGGAGGAGGAGGAGGAGGAG
GAGGAGGGGGATGGTCCAGTGCCCATGCTACCTTCTATGGTGGGGGCGATGCTTC
CGGGACGATGGGGGGAGCCTGTGGTTATGGGAACCTGTATAGCCAAGGATACGG
GACAAACACGGCTGCGCTCAGCACAGCGATGTTCAACAACGGCCTCAGCTGCGG
GTCTTGCTACNNNNNNNNNNNNNNNNNNNNNNNGGTCACCGCCACCAACTTCTG
CCCGCCGAACAACGCCCTCCCGAACAACGCAGGGGGLCTGGTGCAACCCTCCTCTC
CACCACTTTGATCTCGCTCAGCCCGTCTTCCAGCACATCGCTCAGTACAAGGCTG
GCATCGTCCCCGTTGCCTACCGAAGGGTTCAGTGCAGGAAGAGGGGAGGGATAA
GGTTCACGGTCAACGGTCACTCCTACTTCAACCTGGTCCTCATCACCAACGTCGG
AGGTGCAGGAGATGTTCACGCCGTGTCCATCAAAGGATCCAGGACCGGGTGGCA
GCCCATGAGCAGGAACTGGGGCCAGAACTGGCAGAGCAACACTTACCTCAACGG
CCAATCCCTATCCTTCAAGGTCACCACCAGCGACGGAAGGTCCCTCGTCTCCTAC
AATGTCGCCCCTGCTGGCTGGTCCTTTGGCCAAACATTCAGCGGAGCACAATTCC
GTTGA

Nucleotide
>A0fEXPA-02

ATGGCTTCATTGATGTTGTTGCTGTCGGTGTCGGTGGGTTTCGGTTTGGTGCCACT
ACTGATGACCCCTGCGTACGGGTACGGACGCGGAGGAGGAGGAGGAGGAGGAG
GAGGAGGGGGATGGTCCAGTGCCCATGCTACCTTCTATGGTGGGGGCGATGCTTC
CGGGACGATGGGTGCGTATTATATACATATCCGCCTATTAGATTGTATCATAATTT



CTACTACTTCCTTCAGAGGGAGGGACAAAAAGATATATACATTGCCTCGTTTGTT
TGTTTGTTTTTTCATCCCCTTCCCCCTCCGGCCCCTTCCTTCCTTCCTTTTTAATCCA
ATGTTTTCGTCAAATCAATTTGTCCCCCGTCGGTGTTGTCGCAGGGGGAGCCTGTG
GTTATGGGAACCTGTATAGCCAAGGATACGGGACAAACACGGCTGCGCTCAGCA
CAGCGATGTTCAACAACGGCCTCAGCTGCGGGTCTTGCTACNNNNNNNNNNNNN
NNNNNNNNNNGGTCACCGCCACCAACTTCTGCCCGCCGAACAACGCCCTCCCGA
ACAACGCAGGGGGCTGGTGCAACCCTCCTCTCCACCACTTTGATCTCGCTCAGCC
CGTCTTCCAGCACATCGCTCAGTACAAGGCTGGCATCGTCCCCGTTGCCTACCGA
AGGTGTTTATTATTATTATTTTTTTTTGGCTTTCGCTTTTGCTTGTCCCGTTCCTGGT
TGTGTGATATATAGTCAATATTAAACTTGTGGATGCCGGTTGCAGGGTTCAGTGC
AGGAAGAGGGGAGGGATAAGGTTCACGGTCAACGGTCACTCCTACTTCAACCTG
GTCCTCATCACCAACGTCGGAGGTGCAGGAGATGTTCACGCCGTGTCCATCAAAG
GATCCAGGACCGGGTGGCAGCCCATGAGCAGGAACTGGGGCCAGAACTGGCAGA
GCAACACTTACCTCAACGGCCAATCCCTATCCTTCAAGGTCACCACCAGCGACGG
AAGGTCCCTCGTCTCCTACAATGTCGCCCCTGCTGGCTGGTCCTTTGGCCAAACAT
TCAGCGGAGCACAATTCCGTTGA






