IDENTIFICATION

Species: Theobroma cacao

Locus: Thecc.05G258400

Gene Model: Thecc.05G258400.1.p
Description: TCEXPA-13

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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GENE STRUCTURE

TcEXPA-13
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Superfanilies PLN0O0OS0O

Name Accession Description Interval E-value
[+ PLND0O50 super family 31535 expansin A; Provisional 1-247 1.08e-147
SEQUENCES
Peptide
>TcEXPA-13

MDFLGIFLVSSLATLKTIHGYGGGWSNAHATFYGGGDASGTMGGACGYGNLYSQG
YGTSTAALSTALFNKGLTCGACFEIKCINDNRWCLPGSIIVTATNFCPPNNALPNNAG
GWCNPPLRHFDLSQPVFQHIAQYKAGIVPVQYRRVACRKSGALRFTINGHSYFNLVLI
TNVGGAGDVVSVSIKGSRTGWQVMSRNWGQNWQSNSYLNGQALSFKVTTSDGSSV
ISNNAAPPNWSFGQTFTGGQF*

CDS (coding sequence)
>TcEXPA-13

ATGGATTTTCTTGGAATTTTTCTTGTGTCTTCTCTTGCCACGTTGAAGACAATTCAT
GGATACGGAGGTGGATGGTCTAATGCTCATGCTACCTTCTATGGAGGAGGTGATG
CTTCTGGTACAATGGGAGGCGCATGTGGCTATGGAAATCTTTATAGCCAAGGTTA
TGGCACAAGCACTGCTGCATTGAGTACTGCTCTATTCAACAAAGGGCTGACTTGT
GGGGCATGCTTTGAGATCAAATGTATTAATGACAATAGGTGGTGTCTCCCAGGAT
CCATCATAGTCACAGCAACAAACTTCTGCCCTCCAAACAATGCTCTCCCAAATAA
TGCAGGAGGATGGTGTAACCCTCCTTTAAGACACTTTGATCTCTCCCAACCTGTTT
TCCAACATATAGCTCAATATAAAGCAGGAATAGTGCCTGTTCAGTACAGAAGGGT
TGCTTGTAGGAAATCTGGTGCTCTGAGGTTTACCATAAATGGCCATTCATACTTCA
ACCTTGTTCTGATAACCAATGTTGGAGGGGCTGGAGATGTGGTGTCTGTCTCTATC
AAAGGGTCTAGAACCGGTTGGCAAGTGATGTCTCGCAATTGGGGCCAAAACTGG
CAAAGCAACTCTTATTTGAACGGTCAAGCCCTCTCTTTTAAGGTCACAACAAGTG
ATGGCAGCTCTGTCATCTCCAACAATGCGGCTCCTCCCAATTGGTCATTTGGCCAA
ACCTTCACAGGAGGTCAATTCTAG

Nucleotide
>TcEXPA-13

CTGTCCTCTGTCACACACATTATAAATAGAACTTCACCCCCCAGCTCTTCTTACCT
TATTTCTCAATTCTCATTGACTCTGTTCCCCAAGTCAAAGTTTTCAAAGTTAACTC
TGGCCTTTGTAAGAACAAGAACATCATTTCTCTTGCATGCTGCATCTTTCCATTCC
CAAACTTACATAAGCCTTTCTTTATCAGTTCACCTCAAAAAATGCTGATCTTTGAA
TGTTGATTGCTTTTGCAGAAAATGGATTTTCTTGGAATTTTTCTTGTGTCTTCTCTT
GCCACGTTGAAGACAATTCATGGATACGGAGGTGGATGGTCTAATGCTCATGCTA



CCTTCTATGGAGGAGGTGATGCTTCTGGTACAATGGGTAAGAACGAAACAATGCA
AGAGAACTCATTATTAACTCTCCCTTTCCACGATTCCTCTCTCAGCTACTTTTCCA
AATGTTGTAGGAGGCGCATGTGGCTATGGAAATCTTTATAGCCAAGGTTATGGCA
CAAGCACTGCTGCATTGAGTACTGCTCTATTCAACAAAGGGCTGACTTGTGGGGC
ATGCTTTGAGATCAAATGTATTAATGACAATAGGTGGTGTCTCCCAGGATCCATC
ATAGTCACAGCAACAAACTTCTGCCCTCCAAACAATGCTCTCCCAAATAATGCAG
GAGGATGGTGTAACCCTCCTTTAAGACACTTTGATCTCTCCCAACCTGTTTTCCAA
CATATAGCTCAATATAAAGCAGGAATAGTGCCTGTTCAGTACAGAAGGTAAGAA
ACACAAACCAAACTAGATCTCAGTCTAACATAGCCCTAAAACCTCGAGATAGGAT
TGCAGTTCAAGTTTGCAAGTCATGTTTAAATTAACAGTTAGTTTAATTTTTGGCAT
AAGCATAGCTTGAGTCGAAATGGTCATATATTAAATTCAATTCTAAAACAAGTTA
TGTCAAAGACAAGCTAAACAGTATCTTTTCATTTGCAGGGTTGCTTGTAGGAAAT
CTGGTGCTCTGAGGTTTACCATAAATGGCCATTCATACTTCAACCTTGTTCTGATA
ACCAATGTTGGAGGGGCTGGAGATGTGGTGTCTGTCTCTATCAAAGGGTCTAGAA
CCGGTTGGCAAGTGATGTCTCGCAATTGGGGCCAAAACTGGCAAAGCAACTCTTA
TTTGAACGGTCAAGCCCTCTCTTTTAAGGTCACAACAAGTGATGGCAGCTCTGTC
ATCTCCAACAATGCGGCTCCTCCCAATTGGTCATTTGGCCAAACCTTCACAGGAG
GTCAATTCTAGTTTGTTTCATCTTTCTCAGCCCCAAAACTAACCAAAACCAACCTT
AAAAATTTGACTCCTCCCAACAAGTCCAAGCCCCCAGGGCCCATAAAATTATTAA
CCAAGTAGTAGTTTTCTAGTTAGATGTATCTGATATAAATACTATTTATAGTCCTG
TATAATGTTTGTCATACAGGGACAAAATTTGTCACCATGGGGTCCTTTTTATAAAT
GCCCTGAATGCTGTTATTATGTTTCTTTTTCTGTTTTTTCTTTTACCAAAGTTTTTTG
GGGATGAATGTTCTGTTGTGGAATTTGATGGGAGATGTATCAGAAATTTGTGTGA
GTTTGGTCTCTATGGTGGAGACCTGTCTAATTATTAGTCTCCGTCGTATGAGGTTA
GAGTGTTTCTAGCTTTTCCAGCCAGGATTGATATTTTATGTAATCTCTTTGGAGTG
GAATGTTCATCGAAGACGTCATTTGTATTGTACTATAAGGTTTACCATTAATGATA
TAGCGTCAATTTTCTTTGTAGTTCAGTTTGCAGTCCATCATTTGCTTTTTAAGTGTT
TTCAGATCAGACATGAAAACTCTGAAAGTTTGAA






