IDENTIFICATION

Species: Asparagus officinalis

Locus: evm.model.AsparagusVV1 04.3450

Gene Model: evm.model.AsparagusV1_04.3450
Description: AofEXPB-02

Family: Beta 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

AofEXPB-02

| 1 1 1 1 1 1 .
by S00bp 100p 1500p 20t 25000 3H0bp

Legend:

Exon — Intron

DOMAIN ARCHITECTURE

Query seq. MISTEN THRGACGY GOLVIVRPLKARVGAY SPVL FKDGEGC GACYKVRC VOPR I CSRRPFGRTH ILSGARFGRMAANGERAQL FNKGE T SYL YRR TPOK YPGKNVAF HVNE GSTD YWLSLL T EFEDGDGD IGSMHIKISSSSEWMLEMHL WGANWCT T GEPLRGPFSYKLTTL STORTLSTHIWI PRHUSPKATYTSRLNF ¢
Superfanilie: OPEE_R1pA_EXP N-1ike superfamily
PLNE3023

List of domain hits .
Name Accession Description Interval E-value
[+] DPBB_RIpA_EXP_N-like super family 41724 ta-b fold of RIpA, N-t | domain of expansins, and similar domains; The 10-99 1.08e-44
[+] PLN03023 super family 33621 E xpansil n like B1; Provisional 9-201 8.05e-37

>A0fEXPB-02

MQSIENIHRGACGYGDLVDVRPLKARVGAVSPVLFKDGEGCGACYKVRCVDPAICS
RRPFGRTHFDLSGAAFGRMAANGERAQLRNKGEISVLYRRTPCKYPGKNVAFHVNE
GSTDYWLSLLIEFEDGDGDIGSMHIKQSSSSEWLEMKHLWGANWCIIGGPLRGPFSV
KLTTLSTQRTLSTKDVIPKHWSPKATY TSRLNFA*

CDS (coding sequence)
>AofEXPB-02

ATGCAGTCAATCGAAAATATCCACAGGGGGGCCTGCGGCTACGGCGATCTCGTG
GACGTTCGCCCCCTAAAGGCTCGCGTGGGCGCAGTGAGCCCGGTGCTGTTCAAGG
ACGGGGAAGGCTGTGGGGCCTGCTACAAGGTCAGGTGTGTGGACCCCGCAATCT
GCTCACGGCGGCCGTTTGGTAGGACCCACTTCGATCTAAGTGGGGCCGCCTTCGG
GCGGATGGCCGCTAACGGCGAACGGGCCCAGCTCCGTAACAAAGGGGAGATCTC
CGTTCTGTACCGAAGGACACCCTGCAAATATCCTGGAAAGAATGTTGCTTTTCAT
GTGAACGAAGGGTCGACAGACTACTGGCTTTCACTTTTGATCGAGTTTGAGGATG
GTGATGGAGACATTGGATCTATGCACATCAAACAATCAAGTTCTAGTGAATGGCT
AGAGATGAAGCATCTATGGGGAGCAAATTGGTGCATAATTGGGGGACCCCTCAG
GGGTCCCTTCTCGGTGAAGCTCACCACGTTGTCCACGCAAAGGACTCTCTCCACA
AAAGATGTGATCCCAAAGCATTGGTCTCCAAAAGCCACCTACACCTCTCGCCTCA
ACTTCGCATGA

Nucleotide
>AofEXPB-02

ATGCAGTCAATCGAAAATATCCACAGTATCCCTGCCCAAAACGCCCCCTCACCAA
ACACCCAGCACCACCGCGCGCTCGGGGCCATTTTCGTCCGGCAAAACCTCCCGTT
AGAATTGACCGCCCAACGAACCTAACCGTTGTCTCTCGTATACCCGTTTATACCTT
AAATACATCATCTCAAACAATCATCAACAAATAAGAATTTGTTATTACTCAAACA
AGAGATATTGTAAGATCAATGTACTAACAAGAACAACCAGAACAAGTGCAGGTT
TTAAGCTTTAGGATAAAATAATTCTTTAATTGCTTGAAACAATTTGTAAATGGGTT
GTATCAAGAATGAATCATTACAATGTTCTTCTGCGATCCTGCAACTTGAAGCAAG
ATGGCAAACTGGATAATCTCCCATAGCATAATGACACAAATAGACACCATCATTA



CATTATAATCAAAGTAACAAGGAATTCCAACTTCTAGACGTGGTACGGGAGCCCC
GAAGGCGACGGCAGCGACGGTGAGCCAGCTGCATGTGAAAATTATTTAAGTGCC
TAGCCGGCTAAAACGAAATTATAATCTACGATCAAATTTAGCTTGATTTGCTTGA
TTCTAGTTGTTCAACTTGTTAAGTAGGCTAATTCCTGGGGAAAAAAATATTGGTGT
TAATATTTTCGTTTATTTATTTATTTATTTATTGCTTTATTATTGTCCTGCTGGCGAT
TTATGTTTCTTGAATTGTGTAGCGATTTGCTAGCGGGGGGGTGCGCAGTAAAAGC
TGCACTGGTTAAGTTTAATAAATCACTCACGCGCGCAATAGATTTTCTAGCCGTTG
CGGAATTCACCCGATCACATGCTTCGGCGTGAACAGCAAACAGCGAATAACTAA
CATCCTCGTAGCCCGTGCAGTCTGTTCCGCTGCCACGCGTAATCTGTCACATTGCA
CAGCACCGTTTTACTAAAATCTACGATCAGATTTATGGGAAATTTCTTCAAAATTA
TAAATTGTTCTGTCGTTTGATAGCTTTTTTCGCATATTAACCCCTGTGGTTTTACAA
TTTAATTAGGGGGGGCCTGCGGCTACGGCGATCTCGTGGACGTTCGCCCCCTAAA
GGCTCGCGTGGGCGCAGTGAGCCCGGTGCTGTTCAAGGACGGGGAAGGCTGTGG
GGCCTGCTACAAGGTCAGGTGTGTGGACCCCGCAATCTGCTCACGGCGGCCGTTT
GGTAGGACCCACTTCGATCTAAGTGGGGCCGCCTTCGGGCGGATGGCCGCTAACG
GCGAACGGGCCCAGCTCCGTAACAAAGGGGAGATCTCCGTTCTGTACCGAAGGT
AAATCTCCGTAAATAATAATAGTTACTAATTAGTTAATTTTTATCGTCTTAATTAC
TACTGTCTTATATATGTTTCCATGCATCCTAGCTCTGCTCTTTTTGACCGACACGTC
CAAAATGTTCTTCTAGCTATACAAAAGTATACTATTTTTAATCCCATGCAACCTTT
TTCTGGTACATGTGAATAATTTATAAATTAAGGATATAATTTACCAAAGAAATAT
ATAGTAGAATGAGCTATCAAGAGATATAGGCTTCGATGTACGCACCTTCAGATGT
GAGTAGTAGAACAAGCATAAACAACAGTCTATATCTATATTTAATTATTTCTACTT
TAATTTGTTGTTTCTACTAGATTACCGCCTTTTAAGAATAATATGCAAGCTATATT
TTATTGTGAATTATTTCTTGAAAAGAGAAATTAATTTGATGTACACATGTAATCGT
AAAATGAAGGAGTTGTAGCTATAAATACACGAATACAGGTTTTTTATTTATAAAT
TAAAAATGTAAGTTGAAGCTACAATTTTCCCGCACCAAACAATCATAAGTCATAG
CATACAAATTGAAGTACAAAAAACTCTGATCTAAGGACATCTTAATTAGCAAATT
ATAACTAGATTATTTTTGTGAGATACTTTTTCTTTAATTTGCAGGACACCCTGCAA
ATATCCTGGAAAGAATGTTGCTTTTCATGTGAACGAAGGGTCGACAGACTACTGG
CTTTCACTTTTGATCGAGTTTGAGGATGGTGATGGAGACATTGGATCTATGCACAT
CAAACAAGTATGCACATATATATTTCTTCAATTTTAATTTTACATTTATTCTTTTTC
TGCCGCAAGCTGTACGTATAAGTTTCGAATAATTTACCCTTCCTAATATTTTCATA
TATCAAAAAAAAAAAAAAGCATGCAAGCTGTATTAAATAAAAGCATGCAATAGG
TAGAGTGATTGATCTTTTATTGCTATGAATTGAACTTTATGACCACAAGTTGGGTG
GCTAGCAAATGAGAGCTTATTTTATGACCTGTAGTCACATGATATCGGGCCATGT
TCACGTGCCAACATGCTCAATGCCGCAATATCCTTAATTTCTCATTAATTAATTAC
AATTAGAAGAACCACATACATACAATATATGCTCAAAAAAGGAAATCCAACATG
CACTTTTATAGGATTTTTCTTGTCCAAAGGATAAGATATGCACAGTGGCCACATG
CTTATAAAAGAGCCATATATACACTCCATAGTTTTAGAAATGGGAAAAAAAAGGT
CAGAATCAAAACTAACATGCAAACTTTGAATGGGGGTGTGGATGTATACTTCATC
TGCATGCTTAATTGGTATAGTTACATGATCATGGTTTGAGTATATTGCTCGAAATC
TCAATAAGCGCTGCTGCGGTACATATAACGAAGAGATCGATAACTTTGTTTCGAG
ATCGAGTGGCCAGACTCTTAATTAACAGCAAGGTTAATTGTGAAATTATTAATTT
GTTGAAATTATAATTGCAGTCAAGTTCTAGTGAATGGCTAGAGATGAAGCATCTA
TGGGGAGCAAATTGGTGCATAATTGGGGGACCCCTCAGGGGTCCCTTCTCGGTGA
AGCTCACCACGTTGTCCACGCAAAGGACTCTCTCCACAAAAGATGTGATCCCAAA
GCATTGGTCTCCAAAAGCCACCTACACCTCTCGCCTCAACTTCGCATGA






