IDENTIFICATION

Species: Carica papaya

Locus: evm.model.supercontig_260.6

Gene Model: evm.model.supercontig_260.6
Description: CpEXPA-16

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:

Exon — Intron

DOMAIN ARCHITECTURE
Query seq. o ———

Superfanilies PLNOO0OS0O

+ Name Accession Description Interval E-value
[+] PLNO0050 super family cl31535 expansin A; Provisional 32-281 1.18e-116
SEQUENCES

Peptide

>CpEXPA-16

MAASVRSICLAFVLMVTLFSMANARIPGVYSGGPWQTAHATFYGGNDASGTMGGA
CGYGNLYSQGYGVNTAALSTALFNDGLSCGSCFEIKCANDPRWCHPGGPSIFITATNF
CPPNYALPSDNGGWCNPPRPHFDLAMPMFLKIAEYRAGIVPVSYRKYPYPDLLSSSY
NPKDITPIQTRVPCRKQGGIRFTINGFRYFNLVLITNVAGAGDIMKVSVKGTKTGWLS
MSRNWGQNWQSNAVLVGQALSFRVTASDRRSSSSRNVAPANWQFGQTFTGKNFRV

CDS (coding sequence)
>CpEXPA-16

ATGGCTGCCTCTGTGAGATCGATATGCTTAGCTTTTGTTTTAATGGTTACGCTTTTT
TCTATGGCGAATGCGAGAATTCCAGGAGTTTACAGTGGTGGACCTTGGCAAACTG
CTCATGCTACCTTCTATGGTGGCAATGACGCATCTGGAACCATGGGTGGCGLCGTG
TGGTTACGGGAATTTGTACAGCCAGGGCTATGGCGTGAACACAGCGGCACTCAGT
ACCGCTCTGTTTAACGACGGACTGAGTTGTGGTTCATGCTTCGAGATAAAGTGTG
CGAATGATCCAAGATGGTGTCATCCCGGTGGCCCTTCCATCTTCATTACTGCTACG
AATTTCTGTCCTCCAAACTATGCTCTGCCAAGCGACAATGGCGGTTGGTGTAACC
CTCCCCGTCCTCACTTCGATCTCGCCATGCCTATGTTCCTCAAGATCGCTGAATAC
CGCGCCGGAATTGTCCCCGTCAGCTACCGTAAATACCCATACCCTGATCTCCTCTC
ATCCTCATACAATCCCAAGGACATCACTCCAATCCAAACAAGGGTCCCATGCAGG
AAGCAAGGGGGAATCAGATTCACAATCAACGGCTTCCGTTACTTCAACCTGGTTT
TGATCACCAACGTCGCGGGTGCAGGGGATATCATGAAGGTGAGCGTGAAGGGAA
CCAAGACCGGATGGCTAAGCATGAGTCGTAACTGGGGTCAAAACTGGCAGTCAA
ACGCCGTTCTTGTGGGCCAGGCCCTCTCGTTTAGAGTGACAGCCAGTGACCGCCG
AAGCTCATCCTCGCGCAACGTGGCACCAGCTAATTGGCAGTTCGGTCAAACCTTC
ACCGGAAAGAATTTCCGTGTCTAG

Nucleotide
>CpEXPA-16

ATGGCTGCCTCTGTGAGATCGATATGCTTAGCTTTTGTTTTAATGGTTACGCTTTTT
TCTATGGCGAATGCGAGAATTCCAGGAGTTTACAGTGGTGGACCTTGGCAAACTG



CTCATGCTACCTTCTATGGTGGCAATGACGCATCTGGAACCATGGGTATTTTGCTT
CTTCAACCTTTATCTACTCTCTCTCTTATCTGTTCTTCTGCATTTCACGGGTTTTTC
ATGCTCTTTCTTGTTTCCGCGTTTAAATCTGTAAACAATTTTAAATTTAGTTGATTC
TCGAATTTCACGTTCACTCGAATCGCTCCTCTGGTTTCTTCAACCTTGGATCTAGG
GATACGTCTCTGATTATCCTTTAAACATGTGACCGATCAATTGGTAGGAATGATG
AGTGTTTGAGGTTTTCCCGGAATATACAGGTGGCGCGTGTGGTTACGGGAATTTG
TACAGCCAGGGCTATGGCGTGAACACAGCGGCACTCAGTACCGCTCTGTTTAACG
ACGGACTGAGTTGTGGTTCATGCTTCGAGATAAAGTGTGCGAATGATCCAAGATG
GTGTCATCCCGGTGGCCCTTCCATCTTCATTACTGCTACGAATTTCTGTCCTCCAA
ACTATGCTCTGCCAAGCGACAATGGCGGTTGGTGTAACCCTCCCCGTCCTCACTTC
GATCTCGCCATGCCTATGTTCCTCAAGATCGCTGAATACCGCGCCGGAATTGTCC
CCGTCAGCTACCGTAGTGAGTTGATTGATTCTTTTCTCACTGATTTTATCTTGTTCT
GAATCAGATTCATTCGCAGTCCAAATGCTAAAAGCTCTTTAGCTTTAATTTGAGTA
GCCTTTTTTTTTTTTTTTCTAAATAGCTCAAACATTTCTAACCTAAAAGACCAATTC
ATGTTTTAATTTCATCATCATTATAAACCATTATAGATATTCTCTACTGAAAATAG
TTTTCACGGGTTTTACTGGAGTCCGAACTAGGAATTCCCATTGTTTATTGAGTTCT
GTGAAGTGTTTATTGACCGGGAAAAATGGGCCAAAACTAAATGGCATTAAAATCT
GGGCCTATTATGTATAATCTCTTTTCTTCTCGGCTAAGCGAAGGTGATGATGAAAT
TAGAACGGGATAAGAAAATAAAGAGGAAAATAGGTATTGCTTAGGGAGTAATGT
TTCATGCTTGGCTGTCGATTTTGTTTTTACGAAGCAAACAGTGGATGAAAATATG
GGGGTTCTAGGTTTTGTTAAAATTTAATAATATTTTTTGTTTTCTCGGGAAACAAA
CAGTACCTCAAAAGAATCAACAGTGAGCGTGTGTTGGTTGAGAATACGCTCAGAT
TTTATGTCGTTTAGCAAAACTTAACCAACGGAAATCCGTCTCTTCTTTTTTTTTCAC
TTTCGGCAGAATCATTTTTAGCTTAATTACCAGAATACCCATACCCTGATCTCCTC
TCATCCTCATACAATCCCAAGGACATCACTCCAATCCAAACAAGGTTAATTTTCC
CGGAAAATCAGGACAGGATTCTGCCTTGTAAACCAGGGAAAGAAAGTAAGACAC
AGCCCTCACGTTGTCCCACGCCTGTATCGAGTCTCTCATCAATGGTGGAAGAAAC
ATCAATTAATTTCTGTAAATTAAATTTACGAAAATACCCTTTTGTCTTTCTTTTTTT
TAAATTAAAAAAATAATTTAGCCATTAATATTTTTTTACAGGGTCCCATGCAGGA
AGCAAGGGGGAATCAGATTCACAATCAACGGCTTCCGTTACTTCAACCTGGTTTT
GATCACCAACGTCGCGGGTGCAGGGGATATCATGAAGGTGAGCGTGAAGGGAAC
CAAGACCGGATGGCTAAGCATGAGTCGTAACTGGGGTCAAAACTGGCAGTCAAA
CGCCGTTCTTGTGGGCCAGGCCCTCTCGTTTAGAGTGACAGCCAGTGACCGCCGA
AGCTCATCCTCGCGCAACGTGGCACCAGCTAATTGGCAGTTCGGTCAAACCTTCA
CCGGAAAGAATTTCCGTGTCTAG




