IDENTIFICATION

Species: Anacardium occidentale
Locus: Anaoc.1067s0001

Gene Model: Anaoc.1067s0001.1.p
Description: AocEXPA-31
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Aoccidentale_ v0_9
KEGG:-

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Aoccidentale_v0_9

GENE STRUCTURE

AocEXPA-31
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Legend:

Exon — Intron
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Query seq. A IDTRMDARAT FYDOMKGCK TMRACGYCOL IKOGYGLRT AALS TR FNDGARAC GACF E1TTQITGTNE CPP SNSOPNGNUCNPPORHFEL TTAMFVILAPYKAGT TPWRY RRIPCSKOGGA LYY MGG ACOVAOWK TKGAKS IWKOMSRAUGIMWL NGNGRLGOSLSFOW TTSOGRMLOPND IAPYOWGR G TFDGRINF %
Superfanilies PLNO0OOS0O

+ Name Accession Deseription Interval  E-value
[+] PLND0O50 super family 31535 expansin A; Provisional 5-199 6.84e-73
SEQUENCES

Peptide

>A0cEXPA-31

MAIDTAWYDARATFYDDMKGGKTMRACGYGDLIKQGYGLRTAALSTALFNDGAA
CGACFEHIQITGTNFCPPSNSQPNGNWCNPPQKHFELTTAMFVKLAPYKAGIIPVRYR
RIPCSKQGGALVYNVGGAGDVADVKIKGAKSDWKQMSRFWGQVWLNGNGFLGDS
LSFQVTTSDGKMLQFNDIAPVDWGFGQTFDGKINF*

CDS (coding sequence)
>A0CEXPA-31

ATGGCCATTGATACTGCATGGTATGATGCTCGTGCCACATTTTATGACGACATGA
AGGGAGGCAAGACCATGCGAGCTTGTGGGTATGGAGATCTGATCAAGCAAGGAT
ATGGACTTAGGACAGCAGCTCTAAGCACAGCCCTCTTCAACGATGGAGCAGCATG
TGGTGCTTGTTTTGAGATAATCATCCAGATTACAGGCACTAATTTTTGCCCTCCAA
GCAACTCCCAACCGAATGGTAACTGGTGCAACCCTCCACAAAAGCACTTCGAATT
AACCACGGCAATGTTTGTGAAACTCGCACCCTACAAAGCTGGGATCATCCCTGTT
AGATATCGCAGAATCCCTTGTTCCAAGCAAGGAGGAGCTTTGGTGTACAATGTTG
GAGGTGCTGGTGATGTAGCAGATGTTAAGATCAAGGGAGCTAAGTCAGATTGGA
AGCAAATGAGCCGCTTTTGGGGCCAGGTTTGGCTGAATGGAAATGGCTTCCTGGG
GGATAGTTTGTCATTTCAAGTCACTACTAGTGATGGGAAGATGCTGCAATTCAAT
GACATCGCTCCTGTTGATTGGGGCTTCGGCCAAACTTTCGATGGGAAAATAAATT
TCTAG

Nucleotide
>AocEXPA-31

ATGGCCATTGATACTGCATGGTATGATGCTCGTGCCACATTTTATGACGACATGA
AGGGAGGCAAGACCATGCGTAAGTGTAGTATACTTTCAAATTTTATACTTTGATT
TCGTGGTTCAGTCAATGGATGTAAAAGATTCTGACATGTGAACGCCTAACAATTC
TAATGGTGTGGTGTTGACAAAAGGAGCTTGTGGGTATGGAGATCTGATCAAGCAA
GGATATGGACTTAGGACAGCAGCTCTAAGCACAGCCCTCTTCAACGATGGAGCA
GCATGTGGTGCTTGTTTTGAGATAATGTGTGGCTGATCCTCAATGGTGCATACCA
AATGCGGGCAGCATCCAGATTACAGGCACTAATTTTTGCCCTCCAAGCAACTCCC
AACCGAATGGTAACTGGTGCAACCCTCCACAAAAGCACTTCGAATTAACCACGGC



AATGTTTGTGAAACTCGCACCCTACAAAGCTGGGATCATCCCTGTTAGATATCGC
AGAATCCCTTGTTCCAAGCAAGGAGGAGTCAATTTGAGATCAAAGGAACCAGAC
ATTGGACACAGGCTTTGGTGTACAATGTTGGAGGTGCTGGTGATGTAGCAGATGT
TAAGATCAAGGGAGCTAAGTCAGATTGGAAGCAAATGAGCCGCTTTTGGGGCCA
GGTTTGGCTGAATGGAAATGGCTTCCTGGGGGATAGTTTGTCATTTCAAGTCACT
ACTAGTGATGGGAAGATGCTGCAATTCAATGACATCGCTCCTGTTGATTGGGGCT
TCGGCCAAACTTTCGATGGGAAAATAAATTTCTAG





