IDENTIFICATION

Species: Asparagus officinalis

Locus: evm.model.AsparagusVV1_07.179

Gene Model: evm.model.AsparagusV1l 07.179
Description: AofEXPA-06

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
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Legend:
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DOMAIN ARCHITECTURE
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Query seq. MGGACGYGNLY SOGYGVETAALS TALPNEGLSCOACFE IKCONDPRUCHAGSPSTF 1TATNF CPPNFAAAR SONGGG YRRRGHI SRPSROPCFSRSP STALGPMOKTUAGPLHD ORL OVL OPRPRHAGD IVKWYI KGTKTGUMPMERNWGINUCENAVL VGO ALSFRY TGSCHRTST SN IAPASURFGOTF AGKNFRVE
Superfanilies ——

+ Name Accession Description Interval E-value
[+] PLN00193 super family 34 expansin-A; Provisional 1-194 2.18e-62
SEQUENCES

Peptide

>AofEXPA-06

MGGACGYGNLYSQGYGVETAALSTALFNEGLSCGACFEIKCDNDPRWCHAGSPSIFI
TATNFCPPNFAAARSDNGGGVNRRRGHISRPSRCPCFSRSPSTALGPMQKTWWGPLH
DQRLQVLQPRPRHAGDIVKVYIKGTKTGWMPMSRNWGQNWQSNAVLVGQALSFR

VTGSDHRTSTSWNIAPASWRFGQTFAGKNFRV*

CDS (coding sequence)
>AofEXPA-06

ATGGGAGGGGCTTGTGGGTACGGGAACCTCTACAGCCAAGGCTACGGCGTCGAG
ACGGCGGCGTTGAGCACGGCGTTATTCAACGAGGGGCTGAGCTGTGGGGCCTGCT
TCGAGATCAAGTGTGATAACGACCCCAGGTGGTGCCACGCTGGCAGCCCGTCCAT
TTTTATAACGGCGACTAATTTCTGCCCGCCCAACTTCGCTGCTGCGCGGTCGGATA
ACGGCGGTGGTGTGAACCGCCGCCGCGGCCACATTTCGAGACCTTCGCGATGCCC
GTGTTTCTCAAGATCGCCGAGTACCGCGCTGGGTCCCATGCAGAAAACGTGGTGG
GGTCCACTTCACGATCAACGGCTTCAGGTACTTCAACCTCGTCCTCGTCACGCTGG
CGACATCGTAAAGGTCTACATCAAGGGCACGAAAACTGGGTGGATGCCGATGTC
TCGGAACTGGGGGCAAAATTGGCAGTCCAACGCGGTTTTGGTGGGCCAGGCCCTC
TCCTTCAGGGTGACCGGCAGCGACCACCGCACCTCCACCTCTTGGAACATCGCCC
CCGCCAGCTGGCGGTTCGGGCAGACCTTTGCCGGTAAAAACTTCAGGGTGTAG

Nucleotide
>AofEXPA-06

ATGGGTATGCGAGAAAACCCCCTCGAAAATAATCTAGGTCCTTTTTTGCTAATAA
ATGAACCCGAGATTTCACCGTCATTTGTTTTTAGGCCCAAACTACCCACACTGGGT
TTTTTTTTAATTTCTGAAATTACAGATGCCCCCCCTGATTCTGACCACTTCTGTCTG
CAATTTCTTAATTTAGGAGGGGCTTGTGGGTACGGGAACCTCTACAGCCAAGGCT
ACGGCGTCGAGACGGCGGCGTTGAGCACGGCGTTATTCAACGAGGGGCTGAGCT
GTGGGGCCTGCTTCGAGATCAAGTGTGATAACGACCCCAGGTGGTGCCACGCTGG
CAGCCCGTCCATTTTTATAACGGCGACTAATTTCTGCCCGCCCAACTTCGCTGCTG
CGCGGTCGGATAACGGCGGTGGTGTGAACCGCCGCCGCGGCCACATTTCGAGAC
CTTCGCGATGCCCGTGTTTCTCAAGATCGCCGAGTACCGCGCTGGTATTGTCCCCG
TTTCTTACCGGAGGTGAGCAGATCCTCTCGTTCCTGTTACCTACTCTGCAGTAATT




ACGATTTTGCCACTGGTAGTATATATAGCCTTGTCGTCTTTGGTTAATTGCCATTT
TGCCGCCCGTAGCATGTCCACATCCCTCACTTAATTACGGTTTTGCCACTGGAAAT
TTGAGCAGTACACGGAGAGACTGTGGAAGCCTTTTCCGTTTCCATAAAATTCTGA
GAATCGCACGGGAAAATGGGGTCAATAATCTTGTTAGAATAAAAAAGCTTCAAC
CAAAAAATTTGCATTTCCCTGCAAAGTCTGGGAATTATTCGAATGTTTTGGAAAT
GTGGATCACATTCCGAGTTTTCGATGAATTTTATTAAAAAAAAAAGTAAAGAATT
CACAAGATTTTTTTACATTTAAAGGATAAAAATTCTGAATTTTCTGAATTTTGGCG
AATAATTTGGTCTTTCTGTATTTAGTGCGGTAATAATTATATAATAAATGTTAACA
AACGACGATTTAATGGCGGGATCTGCTCCCTCAGCGAGACGGCAACCCGTTTAAG
CTTCCAAGATCCGTTTGCCGAGTTTCCCACGAACTCCTCGCCCTCAAATGACCTAA
TTACCCTCGCCATTATCCCCCCTTCCGTCTTAAACTGAGAGGGCATTTTCGGTATA
CAAAAAGATCAAAGCGCGTGAAACGCGCAGCGTCCCTGCGCCCGCGCGACCAGC
GGCACATGCTCCCGTTGTCGCGGCGGGTCCCTTGTCAAATGACAATTATACCCTC
CTCAGTGCTAATACACAGCTACTATTAAAACCAGTGTTTTGATTAATAAATGCCA
TCAAGCTCCCCTTGTCCGGAGCTAATTAAAATTAAAGCTTGTTCAGAACTAATTA
AATTCTGTTATTGATTCGTTCGATGTGGAGGAAGTTTATTGAAAAAAAAAAAAAT
AAAAAAAAAGGGATTAACTCCTCTAATTCACGGTAAATTCTGTGTGCACCGCAGG
GTCCCATGCAGAAAACGTGGTGGGGTCCACTTCACGATCAACGGCTTCAGGTACT
TCAACCTCGTCCTCGTCACGCTGGCGACATCGTAAAGGTCTACATCAAGGGCACG
AAAACTGGGTGGATGCCGATGTCTCGGAACTGGGGGCAAAATTGGCAGTCCAAC
GCGGTTTTGGTGGGCCAGGCCCTCTCCTTCAGGGTGACCGGCAGCGACCACCGCA
CCTCCACCTCTTGGAACATCGCCCCCGCCAGCTGGCGGTTCGGGCAGACCTTTGC
CGGTAAAAACTTCAGGGTGTAG




