IDENTIFICATION

Species: Carica papaya

Locus: evm.model.supercontig_1.419

Gene Model: evm.model.supercontig_1.419
Description: CpEXPA-02

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

CpEXPA-02
5
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Obp 2bp 00bp G0bp H0bp 1000bp 12000p 1300bp
Legend:

Exon — Intron

DOMAIN ARCHITECTURE

1 50 100 150 200 260
Query seq. _FE—

Superfanilies PLNO0O0OS0

Name Accession Description Interval E-value
[+] PLN00050 super family 31535 expansin A; Provisional 6-257 322e-123
SEQUENCES

Peptide

>CpEXPA-02

MGILQMSICLVSLMVLLTLVDARIPGVYPGGPWQSAHATFYGGSDASGTMGGACGY
GNLYSQGYGVNTAALSTALFNNGLSCGACFELKCANDPQWCHSGSPSIFITATNFCPP
NYALPNDNGGWCNPPRPHFDLAMPMFLKIAEYRAGIVPVSYRRVPCRKKGGIRFQIN
GFRYFNLVLISNVAGAGDLVKVSVKGSRTGWMSMSRNWGQNWQSNAVLVGQSLSF
RVTASDRRSSTSWNIVPANWQFGQTFTGKNFRV*

CDS (coding sequence)
>CpEXPA-02

ATGGGGATTCTTCAGATGTCAATTTGTTTGGTTTCTTTAATGGTGCTTTTGACTCTT
GTTGATGCTAGAATTCCAGGAGTTTATCCTGGTGGCCCTTGGCAGAGTGCTCATG
CTACTTTCTATGGTGGCAGTGATGCGTCTGGAACTATGGGAGGAGCATGTGGCTA
CGGGAACCTATACAGCCAGGGGTATGGAGTAAACACTGCAGCGCTGAGCACGGC
TCTGTTCAACAATGGGCTTAGCTGCGGTGCCTGTTTCGAGCTCAAGTGCGCTAAT
GATCCGCAATGGTGCCACTCCGGTAGCCCTTCCATCTTCATCACCGCCACCAATTT
TTGCCCTCCCAACTATGCTCTGCCCAACGACAATGGCGGCTGGTGCAACCCGCCT
CGCCCCCACTTCGATCTCGCCATGCCAATGTTCCTCAAGATTGCCGAGTACCGCG
CTGGAATCGTCCCTGTTTCTTACCGAAGAGTGCCGTGCCGCAAGAAGGGAGGGAT
CAGGTTCCAGATCAACGGTTTCCGTTACTTTAACTTGGTTTTGATCAGCAACGTCG
CGGGTGCAGGGGATCTCGTGAAGGTGAGCGTTAAGGGTTCAAGGACTGGGTGGA
TGAGTATGAGTCGCAACTGGGGTCAAAATTGGCAGTCAAACGCGGTTCTGGTTGG
TCAGTCACTCTCGTTCAGGGTCACAGCCAGTGACCGACGCAGCTCTACCTCCTGG
AACATTGTACCCGCTAATTGGCAGTTCGGTCAAACTTTCACCGGCAAAAATTTCA
GGGTCTAA

Nucleotide
>CpEXPA-02

ATGGGGATTCTTCAGATGTCAATTTGTTTGGTTTCTTTAATGGTGCTTTTGACTCTT
GTTGATGCTAGAATTCCAGGAGTTTATCCTGGTGGCCCTTGGCAGAGTGCTCATG
CTACTTTCTATGGTGGCAGTGATGCGTCTGGAACTATGGGTATTTTTCTTTGAACT
CTCATTTCTCTATTTATTTTCATTAATTAGCTTTGTTTTTCTAGTTTTGGTTTGAATC




AAAGATTACCCACGATTCTTTTAGTGTAAATTTGGCATCAAAATCGCCAAAAACT
AAACTTGAAAACACACACTGTTTTTCCGAACTCTGTTTTCAATTTGCTCTACTCAC
TCCTCGTTTGATCCCCTGCTTTCGAAATGGATTATATGCATACCAAAACCAGTACA
CACCCGTTGCAAAATCTTTAATCCCTAACCAATTTGATCCATTTTCAACCCTTCTG
AATCCAATTCCATGTCAGTACGGAAGGACCCGAACTGGAATTCTATAAATGTATG
ATTAAAACCAGAAACTCCCTTAACCCATTTTCTCTTTTCAAAATTTTAGGAGGAGC
ATGTGGCTACGGGAACCTATACAGCCAGGGGTATGGAGTAAACACTGCAGCGCT
GAGCACGGCTCTGTTCAACAATGGGCTTAGCTGCGGTGCCTGTTTCGAGCTCAAG
TGCGCTAATGATCCGCAATGGTGCCACTCCGGTAGCCCTTCCATCTTCATCACCGC
CACCAATTTTTGCCCTCCCAACTATGCTCTGCCCAACGACAATGGCGGCTGGTGC
AACCCGCCTCGCCCCCACTTCGATCTCGCCATGCCAATGTTCCTCAAGATTGCCGA
GTACCGCGCTGGAATCGTCCCTGTTTCTTACCGAAGGTTAGTTAAACTGTTTAAAA
AATTTTCAAATGTTAAGTTGGATTAAACAAAAGAAAAAAACTAAATGAGGGTTA
AAATCTAATAAGTCTAAATTACGGGGACGAAATTGTAATTTAATGATTCTTATCTT
TTTTATAGCCACAAATACTGAAAATTTTCGTAAAATCTCAACCGTTCGTTTTCATT
CGATAAAGTGGGCCCCTAATTTCACAGATCTGATCAAATGGGTATCTGATCAAGG
AATAATATTCCCTAGACGACTCCCAAGACAAAGGGAATCAAATAGAAGATAGAA
CCTTGTCACAGGATAACACAACTCTTTTCCTGAAAATCACTAAAACGTTTTTTTGA

T[TTAGTTTATATTTTTTAATGTATAGAGTGCCGTGCCGCAAGAAGGGAGGGATCA
GGTTCCAGATCAACGGTTTCCGTTACTTTAACTTGGTTTTGATCAGCAACGTCGCG
GGTGCAGGGGATCTCGTGAAGGTGAGCGTTAAGGGTTCAAGGACTGGGTGGATG
AGTATGAGTCGCAACTGGGGTCAAAATTGGCAGTCAAACGCGGTTCTGGTTGGTC
AGTCACTCTCGTTCAGGGTCACAGCCAGTGACCGACGCAGCTCTACCTCCTGGAA
CATTGTACCCGCTAATTGGCAGTTCGGTCAAACTTTCACCGGCAAAAATTTCAGG
GTCTAA




