IDENTIFICATION

Species: Theobroma cacao

Locus: Thecc.02G147900

Gene Model: Thecc.02G147900.1.p
Description: TCEXPA-02

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Tcacao_v2_1
KEGG: https://www.genome.jp/entry/gn:T02994

EXTERNAL RESOURCES
https://www.cacaogenomedb.org/
https://cocoa-genome-hub.southgreen.fr/node/4
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Query seq.

Superfanilies PLNOOOS0O

PLN00050 s:;::';:m', ‘,::E”l" expansin A; Provisional Peseription I““:?Inl EF:;IZI:QD
SEQUENCES

Peptide

>TcEXPA-02

MGALEVTVLYLILLLTTKVISKEEEWKSATATYTKETDGSIIRGGACGYGDIHKATYG
KYSAGLSTKLFNKGSTCGGCFELRCVDHILWCLQGSPSVILTATDFCPPNYGLSADYG
GWCNFPKEHFEMSEAAFAEIAERKADIVPVQYKRVKCERRGGIRFTMSGSSHFCQVLI
TNVGLDGEVVGVKVKGPKTGWIPMARNWGQNWQCNINLIGQPLSFEVTASSGRTLA
SYSVAPANWQFGQTYEGKQFK*

CDS (coding sequence)
>TcEXPA-02

ATGGGTGCCCTGGAAGTTACAGTTCTCTATTTGATTCTACTGCTAACAACCAAGGT
CATTTCCAAGGAAGAAGAATGGAAGTCAGCTACTGCAACATATACCAAAGAGAC
AGACGGATCAATCATCAGAGGAGGAGCTTGTGGTTATGGGGATATTCACAAGGC
GACCTATGGGAAGTACAGTGCTGGACTTAGTACCAAGTTATTCAACAAAGGGAGT
ACCTGTGGAGGTTGCTTTGAGCTCAGATGTGTTGACCATATCTTGTGGTGTCTCCA
AGGGAGCCCCTCTGTCATCCTCACTGCCACAGATTTCTGTCCACCGAATTATGGG
CTTTCAGCAGATTACGGTGGCTGGTGCAATTTTCCCAAGGAACACTTTGAGATGT
CTGAGGCAGCGTTTGCTGAAATTGCAGAGAGAAAAGCAGACATTGTGCCGGTTC
AGTATAAGAGGGTAAAGTGTGAAAGAAGGGGTGGGATAAGATTCACAATGAGTG
GGAGCTCTCACTTCTGTCAGGTCCTGATTACCAATGTGGGATTGGATGGTGAAGT
AGTAGGAGTGAAAGTGAAGGGCCCCAAAACAGGGTGGATACCTATGGCGAGAAA
CTGGGGACAAAACTGGCAGTGCAATATCAACCTTATAGGACAGCCACTTTCTTTT
GAGGTAACTGCCAGTAGCGGCCGGACACTTGCATCTTACAGTGTTGCTCCAGCAA
ATTGGCAGTTTGGTCAGACGTATGAAGGAAAACAATTCAAGTAA

Nucleotide
>TcEXPA-02

GCTAGTGAGCGCCTCCCAACAGTCAAAGCCTTTTTCCCTGTGAAGTCCCTCCCATC
TTTATCTTTCTCTCCTAAAAAGAAGAGCCAATGGATGTATCTTGACTTTTTTAAGT
ACTTTGCTAGTTGCTATAAACAAATCTAAAACCCTTCATAATTGTTTTAGGATTCT
TAATAGTCCTAGTTTATCTTTTTCTCAGACTTTCGCTTTTCCTGTCTGCCACCATTA
CAAAGCCTTAGACCCTTCTGGCCTTGCTCTCGTAATTATGTAGCCAAATGCAGGC
AGCACACTCTTTTTCAGTCTCATTACCAACTAGAAAGAAGAAATGAAAAAAAAG




AAAGCATTCCTTCTTTTCCGTTATAGACAAAGATACCCTTCATCAGGCTCTCGTCG
AGTGACCCCACAAATATGAGCCAAGGAGCCCTATTTGTCTTTTGGCCTAAGTTCA
AACTTTGTACTCTGAATGCGGTTTCCACCTAGATTACAAGTTAAGGACAGACCTA
GCTTAGTTTCACCTCAACAAGGAGTTTGAGGTCCTTTCCCCAGGGAAAGGGGCTT
TTTTAACCCTTCCTCTCACAACAATCCCCATAAAAAGGAAAGAAGAAAAAGAATC
ACATATAATCATTAATCACTACTCAAAGTTCTGAGAGGCCTCAAATGGGTGCCCT
GGAAGTTACAGTTCTCTATTTGATTCTACTGCTAACAACCAAGGTCATTTCCAAGG
AAGAAGAATGGAAGTCAGCTACTGCAACATATACCAAAGAGACAGACGGATCAA
TCATCAGAGGTACTTTCTATTGCAACTTTCGATTTAGAGTTTCAACCACAGAATGC
TCTTTTATATTAACAAGTATTTCAAATTGGTACAGAAAACTAAAATTAATTTAAGC
TAACAGTACTGGCCTAATCTGGCAGGAGGAGCTTGTGGTTATGGGGATATTCACA
AGGCGACCTATGGGAAGTACAGTGCTGGACTTAGTACCAAGTTATTCAACAAAG
GGAGTACCTGTGGAGGTTGCTTTGAGCTCAGATGTGTTGACCATATCTTGTGGTGT
CTCCAAGGGAGCCCCTCTGTCATCCTCACTGCCACAGATTTCTGTCCACCGAATTA
TGGGCTTTCAGCAGATTACGGTGGCTGGTGCAATTTTCCCAAGGAACACTTTGAG
ATGTCTGAGGCAGCGTTTGCTGAAATTGCAGAGAGAAAAGCAGACATTGTGCCG
GTTCAGTATAAGAGGTATGACATATCAAACTATATACGTTTGGCAAGTTTTAATA
AAATTTTCATATATTTGTATCAAAGGAATCATAGTTTGTGCAAACATTGTGTAGG
GTAAAGTGTGAAAGAAGGGGTGGGATAAGATTCACAATGAGTGGGAGCTCTCAC
TTCTGTCAGGTCCTGATTACCAATGTGGGATTGGATGGTGAAGTAGTAGGAGTGA
AAGTGAAGGGCCCCAAAACAGGGTGGATACCTATGGCGAGAAACTGGGGACAAA
ACTGGCAGTGCAATATCAACCTTATAGGACAGCCACTTTCTTTTGAGGTAACTGC
CAGTAGCGGCCGGACACTTGCATCTTACAGTGTTGCTCCAGCAAATTGGCAGTTT
GGTCAGACGTATGAAGGAAAACAATTCAAGTAACGAAACGATCTCTGAGATTTTT
ATATAGGGAAAGATGGCATAGATAATTTCACCTCTCAGCCATTGCTGGAAACTTT
AAGATCTATATTGAAGAGGTGTACAAGTTCGCACTAACGAGATAGTGTGAAAGT
GAGAACATCTCCAGATTTAACATTGAAGCGGCATAATAGTCAAAAGAGAAGAAA
AAGTGTAGAAAAAGGTTGAAGAAACAGGAATAGAAGGTCCCAGTTTTGTCACTT
TTTTAATATTGTTGCTAGAGAGCAAAATTTTCTATGCAATGTATGATTATTTAAAA
GCAACGTTATATATAAATCTCACCTTGCATTCTCTGGTTTTGCTTTTGGGTGTATTT
CCAGATGCTGCGCCCGCAAAATATTTTG






