IDENTIFICATION

Species: Phalaenopsis equestris
Locus: XP_020574149

Gene Model: XP_020574149.1
Description: PeqEXLA-02
Family: Expansin Like Alpha

3D structure:

GENOME DATABASES
NCBI: https://www.nchi.nlm.nih.gov/genome/?term=Phalaenopsis+equestris
KEGG: https://www.genome.jp/entry/T05601

EXTERNAL RESOURCES
http://orchidbase.itps.ncku.edu.tw/est/Phalaenopsis 2019.aspx



https://www.ncbi.nlm.nih.gov/genome/?term=Phalaenopsis+equestris
https://www.genome.jp/entry/T05601
http://orchidbase.itps.ncku.edu.tw/est/Phalaenopsis_2019.aspx
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Query seq. CRNTEL CNGAGYKVWW TDLDKSNR TOFRL SARAF ARMARPGMFAGLOTVG 1 VDAEYKR I PCOYSNINL S RVEE SSRRPSLL TVKL 1 YOGGOTOWAVDVARF CSPANQF MTRLNGPWT TROAPGGPLOFRF WWTGGYDGKWVWAIOE VL PREWRSGEVYDTGVD I TDIAQEGCSPCOTEEWR
Superfanilies

PLN03023
List of domain hits o
+ Name Accession Description Interval E-value
[+] PLN03023 super family 33621 Expansin-like B1; Provisional 1-168 5.83e-50
Peptide

>PeqEXLA-02

CRNTELCNGAGVKVVVTDLDKSNRTDFRLSARAFAAMARPGMFAGLQTVGIVDAE
YKRIPCDYSNKNLSIRVEESSRRPSLLTVKLIYQGGQTDVVAVDVARFGSPAWQFMT
RLNGPVWTTRQAPGGPLQFRFVVTGGYDGKWVWAQQEVLPAEWRSGEVYDTGVQI
TDIAQEGCSPCDTEEWR

CDS (coding sequence)
>PeqEXLA-02

TGCAGGAATACAGAGCTCTGTAATGGAGCAGGAGTGAAGGTTGTGGTGACCGAC
CTTGATAAGAGCAATAGAACTGATTTCAGGCTCAGTGCTCGGGCCTTCGCTGCTA
TGGCGCGGCCGGGGATGTTCGCCGGACTGCAGACAGTTGGGATAGTCGATGCAG
AATACAAAAGGATTCCGTGCGACTATTCAAACAAGAACCTATCCATAAGAGTGG
AGGAGAGCAGCCGGAGGCCCAGTTTATTAACGGTCAAACTTATCTACCAAGGTG
GACAAACTGACGTCGTGGCAGTCGACGTGGCGCGGTTCGGTTCGCCAGCATGGCA
GTTCATGACCCGGCTCAACGGCCCGGTCTGGACCACCAGGCAAGCACCGGGLGG
CCCGCTTCAGTTCCGGTTCGTGGTGACGGGTGGGTACGACGGCAAGTGGGTGTGG
GCCCAACAGGAGGTGTTGCCGGCTGAGTGGCGGTCCGGCGAGGTGTACGATACG
GGAGTTCAGATCACCGATATAGCGCAGGAGGGCTGTTCTCCTTGTGACACGGAGG
AATGGCGGTGAAAATAACGGTGGTGGGTTTTTGTTCCTTTTTTACGCCTAAATAA
GAAAGGAAACCATATAATGTAAAAGATCAGAAGGTTATAATTGTAAGTATATGG

Nucleotide
>PeqEXLA-02
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NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN



NNNNNNNNNNNNNNNNNNNNNNNNNNATAAAACCATATACTTACAATTATAACC
TTCTGATCTTTTACATTATATGGTTTCCTTTCTTATTTAGGCGTAAAAAAGGAACA
AAAACCCACCACCGTTATTTTCACCGCCATTCCTCCGTGTCACAAGGAGAACAGC
CCTCCTGCGCTATATCGGTGATCTGAACTCCCGTATCGTACACCTCGCCGGACCGC
CACTCAGCCGGCAACACCTCCTGTTGGGCCCACACCCACTTGCCGTCGTACCCAC
CCGTCACCACGAACCGGAACTGAAGCGGGCCGCCCGGTGCTTGCCTGGTGGTCCA
GACCGGGCCGTTGAGCCGGGTCATGAACTGCCATGCTGGCGAACCGAACCGCGC
CACGTCGACTGCCACGACGTCAGTTTGTCCACCTTGGTAGATAAGTTTGACCGTT
AATAAACTGGGCCTCCGGCTGCTCTCCTCCACTCTTATGGATAGGTTCTTGTTTGA
ATAGTCGCACGGAATCCTGCAATTGTCCGCATAAATCTAGTATGGGTCAATAAAT
TTGAATCCGCTTCATTTAAATGACTGGTCTATTCGTTTGACTAGTTTATATTAGGT
TGAAATTTTATATAGGATTGAAAATTAATGCTTCCTACGCTCGTAACAACTACAT
AAATTTAATAAAGCTGGGACCTATTTCTCTAACATTTAAAATATAAGAGAAATTT
AATATAAAATAAAATTATAGGCCGAAAGAGTATTTTTCCTCGATATAATAATTAA
TTAATTGTTTAAAAAAAATGTATTGATTTGAAGGAAAAATATAATAAAATATATT
TAATCATATATATACATATATATACACAGTGAATTTAGCATAATGAATGAAAAAA
TAATTAGAATTTATATTGCGTTTAATAGAAAATAAATCCAATAATCTCAAAACTT
ATTCTGAACAAAACTCGATCATAATATCCCAAACTTTCAGTTCATCGGAAGAAAA
CTGAACAGAGCATGAAAATAACCTGAAGAATTGATTACCTTTTGTATTCTGCATC
GACTATCCCAACTGTCTGCAGTCCGGCGAACATCCCCGGCCGCGCCATAGCAGCG
AAGGCCCGAGCACTGAGCCTGAAATCAGTTCTATTGCTCTTATCAAGGTCGGTCA
CCACAACCTTCACTCCTGCTCCATTACAGAGCTCTGTATTCCTGCACCGNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNAAAAAAAAAG
CAATTTTTCAATCTCTTGCAAGAAATAGAATCAAAACATTATTCAGATCAGATAA
TCTTCCTCAATGCTGATCGAGTCATTATCTTCTTTCCAACATCGACAGAAGCCATT
GAAGATATTCCCATAGCAGAGGCCCTCTTCACATCCTTATAACTACTCCTCACTGC
CGATGACCTCAAACTACTAGCTCGGCTAACAGAAAAGCTTCCCGGACAGGATTTC
CTCGGCGTCTCAGCTTTCTTCAAACTCCTCTTTTTTGAAAGCTCAACGGCGACCTC
GGGATACAGAGCGACGGTCTCCTCTGAGATCTCCATCATCTTCCTTTTAAGCCTCT
CGTTTCTGCGCGCAGAGTATAACTCATAGAATCTGCCTCTTTCGAAGAGAGGA





