IDENTIFICATION
Species: Ananas comosus
Locus: Aco001091

Gene Model: Aco001091.1
Description: AncEXPA-02
Family: Alpha Expansin

3D structure:

GENOME DATABASES

Phytozome: https://phytozome-next.jgi.doe.gov/info/Acomosus_v3



https://phytozome-next.jgi.doe.gov/info/Acomosus_v3

EXTERNAL RESOURCES

http://pineapple.angiosperms.orag/pineapple/html/index.html#:~:text=The%20PGD%20(Pinea
pple%20Genomics%20database,genomics%20and%20CAM%20pathway%20genes..
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Superfanilies PLNQOOS0O

Name Accession Description Interval E-value
[+] PLN00O50 super family cl31535 expansin A, Provisional 1-235 7.01e-123
SEQUENCES

Peptide

>AncEXPA-02

MGSLGLFFVALLPMLLPSAVNGLGHGGVGWSRAHATFYGGGDASGTMGGGYGNLY
SQGYGTSTAALSTALFDGGLSCGFEIRCAGDPGWCLPGSAVVTATNFCPPNDALPND
AGGWCNPPLPHFDLSQPVFQRIALYKAGIVPVAYRRIPCRKKGGIRFTINGHSYFNLV
LITNVGGAGDVHSVSVKGSRTGWQPMSRNWGQNWQSNSYLDGQSLSFQVTASDGR
TITSXRLLRRGPCRLVLRPNLQRGPIQLIIL*

CDS (coding sequence)
>AncEXPA-02

ATGGGTTCTCTCGGGCTCTTCTTCGTAGCGCTTCTTCCAATGCTGCTTCCCTCGGC
GGTAAGGGCTCGGGGCGGAGTCGGGTGGTCTCGAGCCCGCCCTTCTGGCGGCGG
CGGCTTCGGGCGATGGGTGGGGCGTGTGGGTATGGGAATCTGTAGCCAGGGGTG
GGGAGCGGCGGCGCTGAGCGGCGCTGTTCGGGGGGGLCTGAGCTGCGGGGLGTGC
TTCGAGATTCGGTGCGCGGGGGATCCCGGCTGGTGCCTGCCGGGCTCGGCCGTGG
TGGGCCCATTCTGCCCGCCCAGGCCCTCCCCAGGCCGGLCGGLCTGGTGCACCTCCC
CTCCCCCTTCGCTCTCCCAGCCCGTCTTCCAGCGCATCGCCCTCTAAAGCCGGCAT
CGTCCCCGTTGCTTAGAAGGATCCCGTGCAGGAAGAAGGGGGGAATCCGATTCC
ATTAATGGCCTCGTTTCACTGGTGCTGATCGAGTGGGAGGGGCCGGGGGTGCTCG
GTGTCCGTGAAGGGGTCGAGACGGGTGGCAGCCCATGTCGCGCATGGGGCCAGA
TGGCAGAGCATCGTCTCGGGCCAGTCCCTCTCCTTCCAGGTCCGCCAGCGGGCCG
CCATCCAGCTGTCTCCTGGCGGCCCCTGCCGATTGGTCCTTCGGCCAACTTCAGCG
GGGCCCAATTCAATTGATCATCTTATAA
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Nucleotide
>AncEXPA-02

GAAAAAAAGAAGAAAGAAAAACATCAACATCTCAGGTATTCTTCTTCGATCCTCT
CCCTGATGTTTTTCGCCCCATTGTTTTTCCATTGTTTTATCTTCAATCCAAGTTATA
ATCTCGAACCATGATCTTATTTTGTAGGGAAATGGGTTCTCTCGGGCTCTTCTTCG
TAGCGCTTCTTCCAATGCTGCTTCCCTCGGCGGTAAGGGCTCGGGGCGGAGTCGG
GTGGTCTCGAGCCCGCCCTTCTGGCGGCGGCGGCTTCGGGCGATGGGTGCGCAAA
TGATTATGAGCTTAATTAGTTAATTATTCCGCCCTAGCTCCTCTCGATCGATCTTT
CATTGTGCGTATTCCTTAATATATGTGTATATATGTATATATATGTATAGGTGGGG
CGTGTGGGTATGGGAATCTGTAGCCAGGGGTGGGGAGCGGCGGCGCTGAGCACG
GCGCTGTTCGGGGGGGCTGAGCTGCGGGGCGTGCTTCGAGATTCGGTGCGCGGG
GGATCCCGGCTGGTGCCTGCCGGGCTCGGCCGTGGTGGGCCCATTCTGCCCGCCC
AGGCCCTCCCCAGGCCGGCGGCTGGTGCACCTCCCCTCCCCCTTCGCTCTCCCAGC
CCGTCTTCCAGCGCATCGCCCTCTAAAGCCGGCATCGTCCCCGTTGCTTAGAAGG
TCTTTTTTCTTTTTCTTTTTTTTTTTTTTITTTTCTTTCAATATTTTTCTTTTTTCCTCCT
ATTATTATTCCTCGATTTTGAAATTTTATGAGAAATTAATATATCAGGAAGTATGA
ATTTATTAGTAGCGAAGCAAAAGCCGTTATTTATTGGGTTTTCGGTATATTCTCTG
GCCCGGAAGGAGTGCGATCATGATTATAATATTTTTAGGAAATTCAAAAAATTTT
CTTTTGGTTTCAAATTTTTTTCTTTAGTCGTGTGGTTTAGAATGTATCAAGTTAGTG
CCATGTGGTTTCTCTTTATCTTTAGTATCTTGTGGTTTAAAGTGAATCATTAGTATT
ATGGTTTTGCTTTATCTTTAGTTCTGTGGTTTTAATTTTGTATCAAATTAATTTTGT
AGTTTTTTAATATAGAGTATTAAAGTGATAAAATGTGAACATAGGGTTAAAGTGA
TAAAGTGTAAACAGAGTTATTGATTTTAACGGGATTAAAGTGATAAAGTGAGAA
ATCAAGGTTATTGATTTTAAATCATATGGTTAAAATAAAAAAGTGTAAAATCAGG
GGTTTTTTTGAAGTTTTTTCTAATTTTTTTAGAGTTGTGTAGATGATTGATGAAATA
ATAATCTAGAATGAAAATGATCAAATCAATAGATTTAAAAGTAAAAAATTTAATA
GCAGCAAGTATTTGATTATTTATAGTATCAGCCGATCTATAAATATATATATATAT
ATATTATAATTTTCTTCTTAATTTGCTTTTTGTGTGTGTGTGTGTGCAGGATCCCGT
GCAGGAAGAAGGGGGGAATCCGATTCCATTAATGGCCTCGTTTCACTGGTGCTGA
TCGAGTGGGAGGGGCCGGGGGTGCTCGGTGTCCGTGAAGGGGTCGAGACGGGTG
GCAGCCCATGTCGCGCATGGGGCCAGATGGCAGAGCATCGTCTCGGGCCAGTCCC
TCTCCTTCCAGGTCCGCCAGCGGGCCGCCATCCAGCTGTCTCCTGGCGGCCCCTGC
CGATTGGTCCTTCGGCCAACTTCAGCGGGGCCCAATTCAATTGATCATCTTATAAT
ATAGTGCCTTATTAGTAGAAGCTATATGAGAAGGGCTTATTTTGAATGGCCTTTCT
ATCATCATATTATTATTATTATTAGATTATTAGATTGTTAGATTATTAGATCTGGTT
TGTGCCATTTTTTTTTTTTTTAGGGCCTTTTTAGGATGTTAGGAGATCATGGGTATT
GTAGCTTTTTTATTGGTGAAAATTGGAAGAGGTGGTCCTATATCCCGCCAATTTGC
TAGGAAGTTAATTAGCTTCTTAATTTGTGTGCTTTCTCTTTTTTTCAATGCCGGCTT
TTTCTGGAAGCTTTTCGGAAAGTTAGTGAGGCGATTGGCTTTGGGCTTCCAGTGC
GGTATTAATTATGTTGAACATATCTATGAAGCTTTGAGTTAATTTTCTATGATAAG
A




