IDENTIFICATION

Species: Asparagus officinalis

Locus: evm.model.AsparagusVV1_01.1210

Gene Model: evm.model.AsparagusV1l _01.1210
Description: AofEXPA-01

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-01
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Legend:
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DOMAIN ARCHITECTURE
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List of domain hits K]

Name Accession Description Interval E-value
[+] PLN00193 super family 4 expansin-A; Provisional 1-257 801e-164
SEQUENCES

Peptide

>AofEXPA-01

MMSLAIFFENIFTLMATSYIFLAVEGFWPSGWTKATATFYGGSDASGTMGGACGYGN

LYSSGYGTRTAALSTALFNDGAACGQCYKIICDYRADPKWCIRGTSVRITATNFCPPN
FALPSNNGGWCNPPRQHFDMAQPAWEKIGIYRGGIVPVMYQRVPCKKHGGVRFTIN

GREYFELVLVTNVGGSGSVQSMDIKGSSTGWMSMSRNWGANWQSNAHLNGQSLSF
RVTTGDGETQVFPDIVPSNWGFGQTFSSRLQFS*

CDS (coding sequence)
>AofEXPA-01

ATGATGAGTCTAGCAATATTCTTCAACATCTTCACCTTGATGGCAACGAGCTACA
TTTTTCTGGCCGTCGAGGGTTTCTGGCCGTCTGGATGGACCAAGGCCACCGCAAC
GTTCTATGGCGGAAGTGATGCCTCCGGAACTATGGGTGGGGCTTGTGGATATGGA
AATCTGTATTCATCTGGATATGGAACAAGGACTGCAGCCCTGAGCACCGCTCTGT
TCAACGACGGAGCTGCTTGCGGCCAATGTTACAAGATCATCTGTGATTACAGGGC
AGATCCCAAATGGTGCATCAGGGGCACCTCCGTGAGAATCACGGCGACCAACTTT
TGCCCACCAAATTTTGCGCTACCTAGCAATAATGGTGGTTGGTGCAACCCCCCTC
GCCAGCATTTTGACATGGCACAACCTGCGTGGGAGAAGATCGGCATATATCGTGG
GGGAATTGTGCCTGTAATGTATCAAAGGGTTCCATGCAAGAAGCACGGTGGCGTG
AGGTTCACTATCAACGGACGTGAGTACTTTGAGCTTGTCCTCGTAACGAATGTGG
GGGGCAGCGGATCAGTCCAGTCCATGGACATCAAAGGATCAAGCACTGGCTGGA
TGTCGATGTCGAGAAACTGGGGAGCGAATTGGCAATCAAACGCTCATCTTAACGG
TCAATCTTTATCGTTCCGCGTCACCACTGGCGACGGAGAAACCCAAGTTTTCCCTG
ACATCGTTCCGTCGAATTGGGGATTTGGCCAGACATTCTCGAGCCGTCTGCAGTT
CTCTTGA

Nucleotide
>AofEXPA-01

ATGATGAGTCTAGCAATATTCTTCAACATCTTCACCTTGATGGCAACGAGCTACA
TTTTTCTGGCCGTCGAGGGTTTCTGGCCGTCTGGATGGACCAAGGCCACCGCAAC
GTTCTATGGCGGAAGTGATGCCTCCGGAACTATGGGTATGTACTTTTATTAGCAC
ATACATATTCTGGCAAGAGGGACGATATTACTTTTTTGGTAATTCTTAAACTCATG



TGAGGATCACATGACGATTAAATGAAGTTAGACGTATAGGTGCAAAAATCGTTTT
GGTGTTATCCCCAGAGGAGTTCCAAAACTAACGACAAATTAAGTACTATTTCCAA
GGTGACCAGGGTTTGAATAGAACATCAGCGTTAAGTAACTAAATCCTCAGTTATC
CATTTTCTCTTGATGCATATAACTCAGTAAGAGCCTGAATCTCAATGGATCACATA
ATCATATGCAGGTGGGGCTTGTGGATATGGAAATCTGTATTCATCTGGATATGGA
ACAAGGACTGCAGCCCTGAGCACCGCTCTGTTCAACGACGGAGCTGCTTGCGGCC
AATGTTACAAGATCATCTGTGATTACAGGGCAGATCCCAAATGGTGCATCAGGGG
CACCTCCGTGAGAATCACGGCGACCAACTTTTGCCCACCAAATTTTGCGCTACCT
AGCAATAATGGTGGTTGGTGCAACCCCCCTCGCCAGCATTTTGACATGGCACAAC
CTGCGTGGGAGAAGATCGGCATATATCGTGGGGGAATTGTGCCTGTAATGTATCA
AAGGTTGTCGNNNNNNNNNNNNNNNNCGTTAGAAGCAGCTTCTGTATATAAAAT
ACCATCGTGTAAAACAATCCATGCTTCCGTCGTGAAAATGCTCTTCTTGACTCTCA
AATATTAATATTTTTACTGGTACATTGAAGAGGACTAATTAATACCCTCTTGATGT
TACAGGGTTCCATGCAAGAAGCACGGTGGCGTGAGGTTCACTATCAACGGACGT
GAGTACTTTGAGCTTGTCCTCGTAACGAATGTGGGGGGCAGCGGATCAGTCCAGT
CCATGGACATCAAAGGATCAAGCACTGGCTGGATGTCGATGTCGAGAAACTGGG
GAGCGAATTGGCAATCAAACGCTCATCTTAACGGTCAATCTTTATCGTTCCGCGT
CACCACTGGCGACGGAGAAACCCAAGTTTTCCCTGACATCGTTCCGTCGAATTGG
GGATTTGGCCAGACATTCTCGAGCCGTCTGCAGTTCTCTTGA





