IDENTIFICATION

Species: Theobroma cacao

Locus: Thecc.02G343800

Gene Model: Thecc.02G343800.1.p
Description: TCEXPA-04

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 PLNO0O50

-+ Name Accession Description Interval E-value
[+ PLND0050 super family 31535 expansin A; Provisional 3-249 8.88e-141
SEQUENCES

Peptide

>TcEXPA-04

MKMAFAGVFLVGFLAMVSAVHGDGGGWINAHATFYGGSDASGTMGGACGYGNLY
SQGYGTNTAALSTALFNNGLSCGSCYEIKCVNDGKWCLPGSIVVTATNFCPPNNALP
NNAGGWCNPPLHHFDLSQPVFQHIAQYRAGIVPVAYKRVPCTRRGGIRFTINGHSYF
NLILITNVGGAGDVHAVAIKGSRTGWQPMSRNWGQNWQSNNYLNGQSLSFKVTTSD
GRTVVSYNVAPAGWSFGQTFAGAQFR*

CDS (coding sequence)
>TcEXPA-04

ATGAAAATGGCTTTTGCTGGGGTTTTCTTGGTGGGTTTTCTTGCAATGGTCTCAGC
TGTTCATGGAGATGGTGGTGGTTGGATTAATGCGCATGCGACCTTCTATGGTGGG
AGTGATGCTTCAGGAACAATGGGTGGAGCTTGTGGTTATGGAAACCTGTATAGCC
AGGGTTATGGGACAAACACTGCAGCTTTGAGCACAGCTTTGTTCAACAATGGGCT
GAGCTGTGGGTCTTGCTACGAGATTAAGTGTGTGAATGATGGGAAATGGTGCCTG
CCTGGCTCCATTGTGGTCACTGCCACCAATTTCTGCCCTCCAAACAATGCTCTCCC
TAACAATGCAGGAGGCTGGTGCAACCCTCCTCTGCATCACTTTGACCTCTCTCAG
CCTGTCTTCCAACACATTGCTCAATACAGAGCTGGAATTGTGCCTGTTGCATACA
AAAGAGTACCATGCACGAGAAGGGGAGGGATCAGGTTCACAATCAATGGCCACT
CCTACTTCAACCTAATCCTCATCACCAACGTTGGCGGTGCAGGCGACGTGCATGC
CGTGGCCATCAAAGGCTCAAGGACTGGTTGGCAGCCTATGTCCAGGAACTGGGG
CCAGAACTGGCAAAGCAACAACTATCTCAACGGCCAAAGCCTCTCATTTAAGGTC
ACAACAAGCGACGGCCGTACTGTGGTCTCCTACAATGTTGCCCCAGCTGGCTGGT
CCTTCGGGCAGACCTTCGCTGGCGCCCAATTCCGCTAG

Nucleotide
>TcEXPA-04

ACTCAACTGCCTCACATTATTCTTTCTCCTCTTGTTTCTCACACTCTAATCTTCATG
TAATCCTCTTATCCTTCTCACATTTTCCCTTTTGAAACATATACTATTATGGTTTAA
AGATAACAGAGCAAGTTTTACCATTTTGAGCAAAGTGCTTAAAAGAGTTCACTTA
CTTGTGTGCAGGAAAATGGCTTTTGCTGGGGTTTTCTTGGTGGGTTTTCTTGCAAT
GGTCTCAGCTGTTCATGGAGATGGTGGTGGTTGGATTAATGCGCATGCGACCTTC
TATGGTGGGAGTGATGCTTCAGGAACAATGGGTATGCACCAAATGAAGCAACTTT




TTTGGTACAACGTACAGCAGCTAAACAGGACCCTCTCATTTGACTGATTTCTTAA
ACTTATTTGCAGGTGGAGCTTGTGGTTATGGAAACCTGTATAGCCAGGGTTATGG
GACAAACACTGCAGCTTTGAGCACAGCTTTGTTCAACAATGGGCTGAGCTGTGGG
TCTTGCTACGAGATTAAGTGTGTGAATGATGGGAAATGGTGCCTGCCTGGCTCCA
TTGTGGTCACTGCCACCAATTTCTGCCCTCCAAACAATGCTCTCCCTAACAATGCA
GGAGGCTGGTGCAACCCTCCTCTGCATCACTTTGACCTCTCTCAGCCTGTCTTCCA
ACACATTGCTCAATACAGAGCTGGAATTGTGCCTGTTGCATACAAAAGGTATGCT
TAGTAGTCTTCTTGAAGTTTTTTTTTTTTTTCTAATCTTTTGTCACTAGTTGCCTTTT
CTCCCGTTAACTGAGTTTTCTAAAGAGGTTTAGTTAGATCTCCAACCAGTCTTTGA
ATGAGCTTTAACTTTCCAATATTCTCAGCAATTTCAAAATTAACTGCAGTTGACAC
AAACCCTTAACTCTGCTCCCCATATCTTGTGGTCCAATGTCCTGTTTAAGGCAGTA
AAATGAGGATGTGACTTTTTTTTTAACAGTTTCCTCCAGTGAATACTTTGTTTTTAT
CTTGAAAAGGTAGTTACTCTTCAGTTCACCTCACTTACCTACCTTTGGTTTTTTCGT
TTGTTAGAGTACCATGCACGAGAAGGGGAGGGATCAGGTTCACAATCAATGGCC
ACTCCTACTTCAACCTAATCCTCATCACCAACGTTGGCGGTGCAGGCGACGTGCA
TGCCGTGGCCATCAAAGGCTCAAGGACTGGTTGGCAGCCTATGTCCAGGAACTGG
GGCCAGAACTGGCAAAGCAACAACTATCTCAACGGCCAAAGCCTCTCATTTAAG
GTCACAACAAGCGACGGCCGTACTGTGGTCTCCTACAATGTTGCCCCAGCTGGCT
GGTCCTTCGGGCAGACCTTCGCTGGCGCCCAATTCCGCTAGACCCACCACCCCTC
TTTTTCTTCCTTCATTAAATACTAGCATATACCAAGTATTAACTAGCTTGACTTTTA
GTACACCTAGCTAGGGATTATACTATATTTATGAAGAGGCCATGTCTTGGGCTTCT
TGGGTCAGAAGTGAGAAAGGGCTTATTTTAAAATAGCCCTTTTTTCACTTTGGGTT
TTAATTAGCTTTACTATGGAGGGGGGTATGTCCCATTTAAGGGGACCCTGTCTTTG
TATTTTTTTTTTTGGTATTTTAAGGGTCATTTTTCCTTCTGCTTGTAAAGCAGGAGA
TGGCAGAGGTGGTCTTTTACCACCCGCCAACTAGTAATAGGTACTCTTTTTTCATT
TTTAGCCACCTTGGGTTGATGGTGAGAATGTAGAAGCATTGTTTTGGCTTTGTAAG
GTCATTTTGATCAGCTTTGGCTGAATTATGGTCCTTGGGCTTTTTTTATATATATAT
GTATGAGAGAGTAATTTGTAAAGTAGCAATTTCCATCTAGTATTGGAAAGTAAAA
CTCTTGATTTATAATTCTCCATGTTCTATCATTTCTGTTCTTCACTGCTCATGATTG
TGCCAATCACTGAAAGCAAGATTCATCACTACATGGGAGCTTCCATGTCAATTAG
GTCTATCCAACTTTGCAAGTTCAAGGGTCTTTAGCCTATAACTTTATATCATGATG
GGAGAATTCTTGTAGTACCTAGCTGCTAGACAAAGCTAGCTGTGTTTGCTCTTTCA
GATTGCAATCTTTGCTCACACCACCAAAGGATGCAAATACCATTCACAATTGAAG
TGATGGAAGAAAACCCATAATGCCAATCCATGCAAAGATTCACAGTTGTTCCAAG
AACTGATATTCCTGAAATTCCTAGCTCCTAGACAACAAAGCTTGGCTGTGCTTGCT
CTTTCAAATTGCAGTCTTTGCTCACCACCATAGATGCAATACCATTCACAATTGAA
GTGAAGGAGGAAAACCCAAAATGCCAATCCATGCAAAGCTCTACAGTTTTTCAA
GAACTGATACTATCCATAAAAAGTTCACATTCATGGGCAGGACATGGCTTTTGAA
GCCATGTAAAAGCCATAATTTGGAGTTCATAAGTTAGGGAAACCCTGCAAACAAT
TTCTTGGAATTTCCATTTCTAAAGGCATTTCAACTTGTATTTTTTGTATGATCGAAT
TTATATTTAATACATTGTCACAAAAACAATATCGATAAT






