IDENTIFICATION

Species: Carica papaya

Locus: evm.model.supercontig_1.46

Gene Model: evm.model.supercontig_1.46
Description: CpEXPA-01

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Cpapaya ASGPBVO 4
KEGG: https://www.genome.jp/entry/T05151

EXTERNAL RESOURCES
http://asgpb.mhpcc.hawaii.edu/papaya/



https://phytozome-next.jgi.doe.gov/info/Cpapaya_ASGPBv0_4
https://www.genome.jp/entry/T05151
http://asgpb.mhpcc.hawaii.edu/papaya/

GENE STRUCTURE
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE
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Superfanilies PLNO0OOS50

Name Accession Description Interval E-value
[+] PLN00050 super family 31535 expansin A; Provisional 1-248 434e-144
SEQUENCES

Peptide

>CpEXPA-01

MASLIFLLLTSLAVVCPVHAYGGGGWTNAHATFYGGGDASGTMGGACGYGNLYSQ
GYGTNTAALSTALFNNGLSCGSCYEIRCVNDPKWCLPGSVVVTATNFCPPNNALPNN
AGGWCNPPLQHFDLSQPVFQHIAQYRAGIVPVSYRRVPCRRRGGIRFTINGHSYFNLV
LITNVGGAGDVHAVAIKGSRTGWQAMSRNWGQNWQSNSYLNGQALSFKVTTSDGR
SVVSYNVAPSGWSFGQTFTGAQFR*

CDS (coding sequence)
>CpEXPA-01

ATGGCTTCTTTAATATTTCTGCTTTTGACTTCTCTTGCTGTGGTCTGCCCTGTTCAT
GCATACGGCGGAGGAGGATGGACTAATGCCCACGCCACCTTCTATGGTGGGGGT
GATGCCTCCGGCACAATGGGTGGGGCTTGTGGTTATGGCAACCTGTATAGCCAGG
GGTACGGTACAAACACTGCAGCTTTGAGCACTGCTCTCTTCAACAATGGTCTGAG
CTGCGGGTCTTGCTATGAGATTAGGTGCGTTAACGACCCAAAATGGTGCTTGCCA
GGCTCCGTTGTGGTCACCGCCACCAATTTCTGCCCACCAAACAATGCTCTGCCAA
ATAATGCTGGTGGCTGGTGCAATCCTCCTCTCCAACATTTTGACCTCTCCCAGCCT
GTTTTCCAACACATTGCTCAGTACAGGGCAGGGATTGTTCCTGTATCTTACCGAA
GGGTACCCTGCAGGAGAAGGGGAGGAATCAGATTCACCATCAACGGCCACTCAT
ACTTCAACCTGGTACTAATCACAAACGTGGGTGGTGCTGGAGATGTGCATGCGGT
GGCCATCAAAGGGTCAAGGACAGGGTGGCAAGCTATGTCAAGGAACTGGGGCCA
GAACTGGCAGAGCAACAGCTACCTCAATGGCCAAGCCCTCTCCTTTAAGGTCACA
ACCAGTGATGGCCGCAGCGTGGTCTCCTACAATGTTGCCCCATCTGGCTGGTCCTT
CGGCCAAACTTTCACCGGCGCCCAATTCCGCTGA

Nucleotide
>CpEXPA-01

ATGGCTTCTTTAATATTTCTGCTTTTGACTTCTCTTGCTGTGGTCTGCCCTGTTCAT
GCATACGGCGGAGGAGGATGGACTAATGCCCACGCCACCTTCTATGGTGGGGGT
GATGCCTCCGGCACAATGGGTATATATAATATATACATGTTTCGGCCATTTTCTTC
AACAATTTTTTAAGGAAGAACTCCTCAATGAGCTGAAATTTTTGCTTCATTTCTGC
AGGTGGGGCTTGTGGTTATGGCAACCTGTATAGCCAGGGGTACGGTACAAACACT




GCAGCTTTGAGCACTGCTCTCTTCAACAATGGTCTGAGCTGCGGGTCTTGCTATGA
GATTAGGTGCGTTAACGACCCAAAATGGTGCTTGCCAGGCTCCGTTGTGGTCACC
GCCACCAATTTCTGCCCACCAAACAATGCTCTGCCAAATAATGCTGGTGGCTGGT
GCAATCCTCCTCTCCAACATTTTGACCTCTCCCAGCCTGTTTTCCAACACATTGCT
CAGTACAGGGCAGGGATTGTTCCTGTATCTTACCGAAGGTAAACTCTTAAATCCT
TAAATCCATGACTGATTTTCTTTCATTTTCTTCGAAACAAAACCCTTTTCTAACCA
GTGCTCTTATTTGATATGTTGTATTTTAGGGTACCCTGCAGGAGAAGGGGAGGAA
TCAGATTCACCATCAACGGCCACTCATACTTCAACCTGGTACTAATCACAAACGT
GGGTGGTGCTGGAGATGTGCATGCGGTGGCCATCAAAGGGTCAAGGACAGGGTG
GCAAGCTATGTCAAGGAACTGGGGCCAGAACTGGCAGAGCAACAGCTACCTCAA
TGGCCAAGCCCTCTCCTTTAAGGTCACAACCAGTGATGGCCGCAGCGTGGTCTCC
TACAATGTTGCCCCATCTGGCTGGTCCTTCGGCCAAACTTTCACCGGCGCCCAATT
CCGCTGA




