IDENTIFICATION

Species: Carica papaya

Locus: evm.model.supercontig_5.156

Gene Model: evm.model.supercontig_5.156
Description: CpEXPA-04

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/
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Legend:
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DOMAIN ARCHITECTURE
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Superfanilies PLNO0OS0

+ Name Accession Description Interval E-value
[+] PLN0O0050 super family cl31535 expansin A; Provisional 36-255 5.97e-83
SEQUENCES

Peptide

>CpEXPA-04

MVSTLRFFHAIVHLILFLVLPQCHASHRHSKKPGSWKQAHATFYEGDTETYGGACGY
KDVVQLGYGLDTVAVSNVLFEEGKGCGGCYEIQCINSQQWCKPGQPSIFVTVTDNCP
PSYQSDGWCNPPRQHFDLAKPAY LKIAEYKAGIVPVQYRRVPCNKQGGIKFTINGHQ
YWNEVSVWNVAGSGDVKSVQVKGDGKLRWTPLTRSWGHRWTTGANLTGQALTFR
VQGSDGRFSTSWRVTPKNWQFGQTFQGKNFRK*

CDS (coding sequence)
>CpEXPA-04

ATGGTTTCAACTTTGAGATTCTTTCATGCAATAGTACATCTCATCTTGTTTCTTGTG
CTGCCTCAATGCCATGCATCTCACAGGCATAGTAAGAAACCTGGTTCCTGGAAGC
AGGCTCATGCCACCTTCTATGAAGGTGATACAGAAACGTATGGTGGTGCCTGTGG
ATACAAAGATGTTGTCCAACTAGGGTACGGATTGGACACAGTGGCAGTGAGCAA
TGTTTTATTCGAGGAAGGGAAAGGCTGCGGTGGTTGCTATGAGATCCAATGCATA
AACAGTCAACAATGGTGTAAACCAGGCCAACCATCTATCTTTGTTACAGTAACAG
ATAATTGTCCTCCAAGTTACCAAAGCGATGGATGGTGTAATCCTCCAAGACAACA
TTTTGATCTTGCCAAGCCTGCTTACCTCAAAATTGCTGAATACAAGGCTGGCATA
GTTCCTGTTCAATACCGAAGAGTTCCATGCAATAAGCAAGGTGGTATCAAGTTCA
CCATTAATGGCCACCAGTACTGGAACGAAGTTTCAGTGTGGAACGTCGCCGGATC
TGGCGATGTCAAGAGTGTGCAGGTAAAAGGTGACGGGAAGCTTCGATGGACGCC
GTTGACACGATCATGGGGTCACAGATGGACGACCGGCGCCAACCTCACCGGCCA
AGCTCTTACCTTCCGGGTTCAGGGAAGTGACGGCAGATTTTCAACTTCGTGGCGT
GTTACCCCTAAGAACTGGCAGTTTGGTCAGACTTTTCAAGGCAAGAATTTTCGCA
AGTGA

Nucleotide
>CpEXPA-04

ATGGTTTCAACTTTGAGATTCTTTCATGCAATAGTACATCTCATCTTGTTTCTTGTG
CTGCCTCAATGCCATGCATCTCACAGGCATAGTAAGAAACCTGGTTCCTGGAAGC
AGGCTCATGCCACCTTCTATGAAGGTGATACAGAAACGTATGGTATGATTTTTCTT
TTGAAGTTGAATTATATACATTATATATTAATTAATTGATATATAAATTTTTATTA



TAACTCAATTTTTTATTAAATACAAACAAAATTATATAACACAACTTGAATTCAC
AACATTTTATAAGAGAGGGATGTACTGACTATCTAAACAAATTTTCAACAGTGAC
ATGGTATAAAACAAAAATATTAATTCAATTTCTCTACTATTTTAAAATATTTACAT
TGTCCTCTCTAATTGTTTTTACTATTTTAATCATTATGCTTTTAAAAAAAATTTGTT
CTAATCTTTCGTTGTTGACAACATTAGTAAAGGTGTTACATGGACCAATAGTGGTT
ACATGATACATTATATCATTCATTTTAGATATCATGTGTCCAATAATATACTATCC
AATATGGTACCCGTTTGCCAAAGAAGAAGTCACCAGAAGGAGCACAACGAGGAA
AGCCATCAGGAAGAAATTGCAAACACTACTTCAACCCACATAGTACAAAGAGGA
AGAAGAGATGAATTTAGAAATCTAGGATTTTAGAGTTAAAATTGGTGGACCTATT
TGTTTTTTTTACCTGAACTATTTTTTTAATTAAATCAATTTTTGTTGGTATAAATTA
AAAAATTTACATTAGATGTCATATCATTGGACACATGATATCTAATGTGAATAAA
GATCCACTTAGAAAGTATCATATGACTAAGTTAGATCAAATTGCTACGTTTATTA
ATATCGTTAATAAACAGAGTCGAAAATAAATATTTTTTAAATATAAAAATAAAAA
TAAAAAATATATATATAAAGATTAATTTAAATATTTTAAAATAATACAATGACTA
AATTAATATTATAACTGATGATATATTTTTTAGAAGCTTATATCGGAGCACTTCTT
TGTATAATGTTAATAGTTAGTCATCTATTTATAACGCTATCTCATATGGTATTTTG
GATAAATAATTTATATATTTTATTTATTTGTTGGTGGTAATTATAAGGTGGTGCCT
GTGGATACAAAGATGTTGTCCAACTAGGGTACGGATTGGACACAGTGGCAGTGA
GCAATGTTTTATTCGAGGAAGGGAAAGGCTGCGGTGGTTGCTATGAGATCCAATG
CATAAACAGTCAACAATGGTGTAAACCAGGCCAACCATCTATCTTTGTTACAGTA
ACAGATAATTGTCCTCCAAGTTACCAAAGCGATGGATGGTGTAATCCTCCAAGAC
AACATTTTGATCTTGCCAAGCCTGCTTACCTCAAAATTGCTGAATACAAGGCTGG
CATAGTTCCTGTTCAATACCGAAGGTAACAACACTTCAAAGTTTCTGCATCATTTA
TTAATCAATTATCATTTTATACTAAGTTGTTCACCCATTAAGATGGATTGAAGTTT
AAATCCTAAACCAAGTTCTAGAACTTACCTGTTTTAAAAACCCAAGTTCATTTCTA
AGAAAAATGTTGTTATACGCAGAGTTCCATGCAATAAGCAAGGTGGTATCAAGTT
CACCATTAATGGCCACCAGTACTGGAACGAAGTTTCAGTGTGGAACGTCGCCGGA
TCTGGCGATGTCAAGAGTGTGCAGGTAAAAGGTGACGGGAAGCTTCGATGGACG
CCGTTGACACGATCATGGGGTCACAGATGGACGACCGGCGCCAACCTCACCGGC
CAAGCTCTTACCTTCCGGGTTCAGGGAAGTGACGGCAGATTTTCAACTTCGTGGC
GTGTTACCCCTAAGAACTGGCAGTTTGGTCAGACTTTTCAAGGCAAGAATTTTCG
CAAGTGA




