
IDENTIFICATION 

Species: Phalaenopsis equestris 

Locus: XP_020581041 

Gene Model: XP_020581041.1 

Description: PeqEXPA-09 

Family: Alpha Expansin  

3D structure: 

 
GENOME DATABASES 

NCBI: https://www.ncbi.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


GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>PeqEXPA-09 

MMHSFRAFHIPFSSFLLFSLLLTTNISGEVAGQHHHHCGPGSLRRTLPNPHRQRRYHG

KFVPGPWSRAHATFYGSRDGSDTRGGACGYSDTVAQGYGLQTAALSTALFNDGLSC

GACFEIKCVDDPKWCNPGRPSIFITATNYCPPNYNLPSNNGGWCNTPRPHFDLTLPAF

LHIAQYKAGIVPVSYRRVPCKKRGGMRFTMTGNPYFNMILVWNVGGAGDVRHVEV

KAQRRPWRTLRHNWGQYWETNANLVGQFLSFRVTAGDGRRSTSWHVVPSNWQFG

QTFEGKNFRF 

CDS (coding sequence) 

>PeqEXPA-09 

CATGATGCATTCCTTCCGAGCTTTCCACATTCCTTTCTCCTCCTTTCTTTTGTTCTC

GTTGCTTCTGACAACAAACATCTCCGGCGAAGTTGCAGGCCAGCACCACCATCAC

TGCGGTCCCGGCTCCCTCCGGAGAACTTTGCCGAACCCCCACCGACAGCGCCGCT

ACCATGGCAAGTTTGTGCCCGGCCCGTGGTCCCGAGCACACGCCACATTCTACGG

AAGCAGGGATGGTTCTGATACAAGAGGGGGCGCATGCGGGTATTCCGACACCGT

AGCGCAAGGCTACGGCTTACAGACGGCGGCATTGAGCACCGCACTGTTCAACGA

TGGGCTGTCGTGCGGCGCTTGTTTTGAGATAAAATGCGTGGATGATCCCAAGTGG

TGCAACCCGGGCAGGCCTTCCATCTTCATCACCGCCACCAATTACTGCCCGCCAA

ACTACAACCTCCCCAGCAACAACGGCGGTTGGTGCAACACACCCCGCCCCCACTT

TGATCTCACCCTGCCGGCTTTTCTCCATATTGCACAATACAAAGCGGGCATTGTTC

CTGTGTCTTACCGAAGGGTTCCATGCAAGAAGCGAGGAGGAATGAGGTTCACCAT

GACGGGAAACCCATACTTCAACATGATACTGGTGTGGAATGTGGGCGGAGCAGG

TGATGTCCGGCATGTTGAGGTGAAAGCGCAACGGCGTCCGTGGAGGACATTGAG

GCATAACTGGGGGCAATACTGGGAGACCAATGCTAATCTCGTCGGCCAATTTCTG

TCTTTCAGAGTCACCGCCGGTGATGGTCGCCGCTCCACCTCGTGGCATGTTGTTCC

TTCAAACTGGCAGTTCGGACAAACCTTTGAGGGCAAGAACTTTAGGTTCTGAAAC

TGAAAAAAGATTAAGTAGCATGAAATTTATGGGAGCAATATATAGAATTAGATT

AAAAAAAAGTTGCATTATGGATGGTTTTTTTCTCCTTTG 

 

 

 



Nucleotide 

>PeqEXPA-09 

CACGAATTTATTTGTTTCACATTTTATTTTTCAAATAGAAAGTCAATCATAGCACT

AAGCATACTCTTCATCGCAAACCCCATACGTTATCGACTACACACCTGAAAATAT

GTTCTTAGAAAGAGATATTTCATATGATGTACGAGTTTTCATTGTATTCTTCATTG

CGAACTCTAATTTCCCCAATCAGAATGAAAAATCACATTGAAATCTAAGTTGTCA

ATTCCAAAAAGGAATTTCATTTCAAAATCTAATTTGCAATGCTAAAATGGGAATT

ACAGCAATGAAATTTAAATTTTGATGTGAATTTTCATCTTGAAATTGACAAATTAC

ATTTCAAAGTGAATCTCCATAATCGACATATTTAAAATTATTCTAATGCATAACAC

ATTGACATACAATAGGTAGAACTAAATTGAAGATATGAAACAGAACATAAATCT

AGAAATTCATTAACCATAAAAAACCTCCTAAACCGGTTTCGTATCTGATTAATTC

ACCAAAGGAGAAAAAAACCATCCATAATGCAACTTTTTTTTAATCTAATTCTATA

TATTGCTCCCATAAATTTCATGCTACTTAATCTTTTTTCAGTTTCAGAACCTAAAG

TTCTTGCCCTCAAAGGTTTGTCCGAACTGCCAGTTTGAAGGAACAACATGCCACG

AGGTGGAGCGGCGACCATCACCGGCGGTGACTCTGAAAGACAGAAATTGGCCGA

CGAGATTAGCATTGGTCTCCCAGTATTGCCCCCAGTTATGCCTCAATGTCCTCCAC

GGACGCCGTTGCGCTTTCACCTCAACATGCCGGACATCACCTGCTCCGCCCACAT

TCCACACCAGTATCATGTTGAAGTATGGGTTTCCCGTCATGGTGAACCTCATTCCT

CCTCGCTTCTTGCATGGAACCCTAAACATACACATATCCCTAAATGAATCATGTA

CATCTAACTCACTCGACAGTTATAATGACACCAAACTTTGGCGAAAGAAGAGTCA

CCTTCGGTAAGACACAGGAACAATGCCCGCTTTGTATTGTGCAATATGGAGAAAA

GCCGGCAGGGTGAGATCAAAGTGGGGGCGGGGTGTGTTGCACCAACCGCCGTTG

TTGCTGGGGAGGTTGTAGTTTGGCGGGCAGTAATTGGTGGCGGTGATGAAGATGG

AAGGCCTGCCCGGGTTGCACCACTTGGGATCATCCACGCATTTTATCTCAAAACA

AGCGCCGCACGACAGCCCATCGTTGAACAGTGCGGTGCTCAATGCCGCCGTCTGT

AAGCCGTAGCCTTGCGCTACGGTGTCGGAATACCCGCATGCGCCCCCTACATTTT

TGTAATGCATATATATGAATTTCTAACAATACATTGCTTGCAATTTAATTAGAGAA

TTATACCATTTGATTAATTATTACCTCTTGTATCAGAACCATCCCTGCTTCCGTAG

AATGTGGCGTGTGCTCGGGACCACGGGCCGGGCACAAACTTGCCATGGTAGCGG

CGCTGTCGGTGGGGGTTCGGCAAAGTTCTCCGGAGGGAGCCGGGACCGCAGTGA

TGGTGGTGCTGGCCTGCAACTTCGCCGGAGATGTTTGTTGTCAGAAGCAACGAGA

ACAAAAGAAAGGAGGAGAAAGGAATGTGGAAAGCTCGGAAGGAATGCATCATG

TTGCTGGTGATGAATGTAAATCCTTCATTGTATGGATGTATATATTTATAGTGGTG

ATGAATGGCTGAAAGCCATAATCAGCATTTGTAATGGAAGGCTGAGTTTTAGTTT

CATTATTTTGGAGGAATGGAGGGAGTGTCTCTCAAACGGGTGGCTGTTTAAACGC

CCTTGTAAGTGCATGGTTACTTTGGGTATGGCTATGTTTCTTCAATGGATATTATT

TCATACCTTTTCTTTAATTTCTATTATTATTATTTTTTATTTAAAGGAAAATAATCA

AGATTTATAGTATATTAGAGTGGTTATATTTTGATCAATTATAATATTTTTTAAAG

TAAAATTATATTAATGAAATATTTCTTAAAATGATAATTCTAAGGGGTGGTTTAGT

AAAAGTTTTAAGACAAGATTTAGGCCAAATTTAATTTAGTGCCGACTAAACAACA

AAAAAAGGACAACTTTGAATCCTATTGACACCTTTGCTAGCTAACTCTCGTCGT 




