IDENTIFICATION
Species: Ananas comosus
Locus: Aco014178

Gene Model: Aco014178.1
Description: AncEXPA-10
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 PLNOOOS0O

List of domain hits "
Name Accession Description Interval E-value
[+] PLN0O0050 super family ¢l31535 expansin A Provisional 30-23¢  173e-100
SEQUENCES

Peptide

>AncEXPA-10

MALVILPWFFTLLFFPALFVPADARIPGVYSAGPWQSAHATFYGGSDASGTMGGGYG
NLYSEGYGVETAALSTALFNSGESCGFEIRCAGDPGWCLPGSASINPPRPHFDLAMPM
FLKIAQYRAGIVPVSYRRVPCKKSGGIRFTINGFKYFNLVLITNVAGAGDIVRASVKGS
QTGWMPMSRNWGQNWQSNTVLVGQSLSFRVTASDRRTSTSWNVAPADWQFGQTF
SGKNFRI*

CDS (coding sequence)
>AncEXPA-10

ATGGCCCTAGTGATCCTCCCCTGGTTTTTCTCTGCTCTTCTTCCCCGCTCTTCGTCC
CTGCGGGCCCGCATCGGGGGTCTTCCGCCGGGCCGTGGCAGAGCGCGCATGCGCT
TCTGGCGGAAGCGGCCTCCGGATATGGGGGGTGCGTGTGGGTGGGACTGTAGCG
AGGGGTGGGGTGGAGGGCGGCGCTGAGCGGCGCTGTTCATCGGGGGAGAGCTGC
GGGGCGTGCTTCGAGATTCGGTGCGCGGGGGATCCCGGCTGGTGCCTGCCGGGCT
CGGCCTCCATCACCCCCCCGCCCCCTTCGCTCGCCATGCCCATGTTCCTCAAGATC
GCCCAGTCGCGCCGGCATCGTCCCCGTTTCCTCGCAGGGTGCCGTGCAAGAAATC
CGGGGGGATCCGGTTCGATCAGGGTTCAAGTTTCACTGGTGCTGATCGAGTTGCC
GGGGCCGGCGATCGTGCGCGCCAGCGTGAAGGGCTCGCAGCGGGTGGATGCCGA
TGAGCCGGATGGGGCCAGATGGCAGTCCACGTCCTCGTCGGGCAGTCCCTCTCCT
TCCGCGTCCGCCAGCGCGCCGCCTCCCTCCTGGAGTCGCCCCCGCCGTGGCAGTT
CGGCCAGCTTCTCCGGAAAGAATTTCCGCATCTGA

Nucleotide
>AncEXPA-10

TCCCCCCCCCCCCCATCTCTCTTCCTCTCTCTCTCTCTCTCTCTCTCTCCGTGTCTCT
GTGCTGTGTGAGATTGAGAAATGGCCCTAGTGATCCTCCCCTGGTTTTTCTCTGCT
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CTTCTTCCCCGCTCTTCGTCCCTGCGGGCCCGCATCGGGGGTCTTCCGCLCGGGLCCG
TGGCAGAGCGCGCATGCGCTTCTGGCGGAAGCGGCCTCCGGATATGGGTGGGTTT
CTTCCCTTCCCGATTATCATATATATATATATTTCTTTGTGATATATATATATATTC
TCTATTGTTTAAAATTGTTATTGTGTTTGTGTAAATGTCAGGGGGTGCGTGTGGGT
GGGACTGTAGCGAGGGGTGGGGTGGAGGGCGGCGCTGAGCGGCGCTGTTCATCG
GGGGAGAGCTGCGGGGCGTGCTTCGAGATTCGGTGCGCGGGGGATCCCGGCTGEG
TGCCTGCCGGGCTCGGCCTCCATCACCCCCCCGCCCCCTTCGCTCGCCATGCCCAT
GTTCCTCAAGATCGCCCAGTCGCGCCGGCATCGTCCCCGTTTCCTCGCAGGTCATC
CCCTCTTTTTTTTTTTTGAGTTGATTTGATTTGATTTGATTTGATTTGATTTGATTTT
GGTGGGGTTTCATCATATATATCGGAATATGCATTTTTCATTTTAATTTGGTAGAA
TCGGCGCATTATAATATTTTTTGTTTCTCTGCAAAGCCGGAATTAAAAAAAGAAA
AAAAAATCTCTAAATTTTTAAATTTATTCTCTGTTCTTCATTTTAAAAAAGTTTTCT
GAATTTTTTTAAAATATTTCTGTTTTCCGTGTAGCTTTGCGTGTATCCCGCCAAGG
CTGAAGTGGGCCGCCTCCCGCCCCAGTGGCAAATTCGTCATTGTCAAACCGGGGC
ATTTCCCTCGTCCTCGGCCCCTCTTTTCCGCCGTCCTTCCGCAATGCGAAATCCTTC
TTTTTTTAAGCGTATTATTGTTGTAGGTGTAGGCGATGCCTAATTGCCTATTAGTT
GAGTTGGGGAATAGTAATTTACCTTGCCCCATCGGTAAGCGAGCGGAACGCGTGA
CCGGCCTGTAGGCCATCGCGCGCCGATGCGCTCCCCTTATTCCCCGGCGGAAAAG
TTATTATCCATTATCCCTTTTTTCTGTTATTCTTTTTTTCTTTTTAATCCCTCTCCAT
TTTCGTTCAAAATCCCCCTCGAATAAAAGGGAGAAAATCGTCAAAAATTTCGGGT
TTTAAATTTTCTGAAAAGATTGTATTGTATTGTATCAATCCGTGTGGTGTGGTCAG
GGTGCCGTGCAAGAAATCCGGGGGGATCCGGTTCGATCAGGGTTCAAGTTTCACT
GGTGCTGATCGAGTTGCCGGGGCCGGCGATCGTGCGCGCCAGCGTGAAGGGCTC
GCAGCGGGTGGATGCCGATGAGCCGGATGGGGCCAGATGGCAGTCCACGTCCTC
GTCGGGCAGTCCCTCTCCTTCCGCGTCCGCCAGCGCGCCGCCTCCCTCCTGGAGTC
GCCCCCGCCGTGGCAGTTCGGCCAGCTTCTCCGGAAAGAATTTCCGCATCTGAAA
AATTAAAGATGCTTCGGAGGTTTTTATAAAGTAATTGATGAGTCAGATTTATTTA
GCAGCGTTAAATAGTAAGCTATTAATGGTTGTGAAAAGAGCGGGGTGTTTTTGAA
AATGTTCCCGCCCTTTTCGAGTCGTTTTGGGTGGCCCATTCGCGCCAGTTTTTTTCT
GTTGCGTGGATGGATGGATGGATGGATGGTGGTGGTGTGGTATCCAGTGGGAGC
GGAGTGTGCTCTTTTTGGGTAGTCGTGAAAAGTAAAAGGAGGGGGTTTGTAGAAG
TGGTGGTGGCTATTTTTGTTTTTGTAGGGATAGTGGTGGTGATGTGTTGTTATAGA
TTAGTGTGTGGGGGATTGTAGGGTGCGTGTGTGTGTGTAAAAGCAGGGGCTGAAG
TGGCTGCAGATCGAAGAGAAGGGAGTGTGGCCCGCAGCTGCTTGCTTGTCTTTTC
TTTTTTCTTCTGTGTTCTTCTGTGGTGTCTCCTTGGAAAGACTTAGTGTTATGCTAT
AATATGAAGCAGTTGTTTGATGTTTGGCGTG




