IDENTIFICATION

Species: Elaeis guineensis
Locus: XP_010937609

Gene Model: XP_010937609.1
Description: EQEXPA-20
Family: Alpha Expansin

3D structure:

GENOME DATABASES
NCBI: https://www.ncbi.nlm.nih.gov/genome/?term=txid51953[orgn]
KEGG: https://www.genome.jp/entry/T03921
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Query seq,
Superfanilies PLNO0OOS0O

+H Name Accession Description Interval E-value
[+ PLN0D050 super family 535 expansin A; Provisional 31-258 7.48e-123
SEQUENCES

Peptide

>EQEXPA-20

MAFFHNAATLVMTLLAFATLGDARIPGVYTGESWQKAHATFYGGSDASGTMGGAC
GYGNLYSQGYGVETAALSTALFNDGLSCGACFEIKCADDPQWCHHGGPSIFITATNF
CPPNYALPSDNGGWCNPPRPHFDLAMPMFLKIAQYRAGIVPVSYRRVPCRKSGGIRF
TINGFKYFNLVLITNVAGAGDIVRVSVKGSHTGWMPMSRNWGQNWQSNAVLVGQS
LSFRVTASDHRRSTSWNIVPANWQFGQTFAGKNFRV

CDS (coding sequence)
>EQEXPA-20

AGTAGCCCACCTTCCTCCTGCCTTCAATCCCCAACCTCTCCTCTCTCTCCACGCCC
ACTCACGCTACTCTCTCTCCTCACTCTCCAAATGGCCTTTTTCCACAATGCCGCAA
CCCTCGTCATGACTCTGCTCGCATTCGCGACGCTCGGCGACGCCCGGATCCCCGG
CGTCTACACCGGAGAATCCTGGCAGAAGGCCCACGCCACTTTCTACGGCGGCAGC
GACGCCTCCGGCACCATGGGAGGAGCGTGTGGGTATGGGAATCTATACAGCCAG
GGGTACGGCGTGGAGACGGCGGCGCTGAGCACGGCGCTCTTCAACGACGGGCTG
AGCTGCGGGGCCTGCTTCGAGATCAAGTGCGCCGACGACCCCCAGTGGTGCCACC
ACGGCGGCCCCTCCATCTTCATCACCGCCACCAACTTCTGCCCGCCCAACTACGCT
CTCCCCTCCGACAATGGCGGCTGGTGCAACCCTCCCCGGCCCCACTTCGACCTCG
CCATGCCCATGTTCCTCAAGATCGCCCAGTACCGCGCCGGCATCGTCCCCGTCTCT
TACCGCAGGGTGCCGTGCCGGAAGTCCGGAGGGATCCGGTTCACCATCAACGGG
TTCAAGTACTTCAACCTGGTGCTGATCACGAACGTGGCCGGCGCCGGCGACATCG
TCCGTGTGAGCGTGAAAGGGTCCCACACCGGGTGGATGCCCATGTCCCGGAACTG
GGGCCAGAACTGGCAGTCCAACGCCGTGCTGGTGGGCCAGTCCCTTTCCTTCCGC
GTCACCGCCAGCGACCACCGCAGGTCCACCTCCTGGAACATCGTCCCTGCCAACT
GGCAGTTCGGCCAGACCTTCGCCGGCAAAAATTTCCGGGTCTAATCTACCTACGA
CGGATTTATGGGTGATGCAGGCATGGTGGTGGGATTTCAAATTTTCCGCCATTGT
GGTGTGTCTTTCCCTTCTTCTTTAATTTTGTTGTAGTTGCCAATTTTCAGGCGGTTT
GCTGGTAGTGCTGTCCGGGTAGTGGGGGATCGAGGCAAGGATTTGGTCGGTAGTC
GTGAAAGCGAAAGTGGAGGGAAAAAATGTGGGTGGGAGTTTAATATTTTGGTTG
ACCGTTAGATTGTAATGTTATCGGAGGTAGTTGGATTAGTACGAGTGTATCGCGT
GGTAGCGGCTGAAGTGGCTGCAGACCGAAAAGAGAGTGTCGGTAGCCCGCAGCT




GCATGTATGAAATATCTAATGATAATATGATGGTAATATATATTATGTTGATTGG
CACGTAGGTTGATA

Nucleotide
>EgEXPA-20

TTCTTCGTTGCTGACCATTCTGATGATTGGAGCTGGTGCCTTGATGTTGTTTGCCT
CTGAGGCTTGAGGAATGCCTTCTTTTCTAACTTCTTGGACTGTACTCGTATCAGAG
CTATGTGATCGTCCACATGTATCAAAAAAAAAAAACTTTATGGTACCTCACATGT
GATAATGAACATTTGGAGGGTCATCACATGCAGGAATTCAGGGTTGGTACAACA
AAAAATATAACTCGAGTAGTCCTATTAGGCCTTGGTCTGACATTTGAGAGGTCAC
TTGCGTGGTTATGCAACACGAGGAGTCTGCCTTGGCGGAGGGCTGCAATCTCCTC
TGATGCAAATTAAACCCAGTCCGCGCCCACCGAGCATTAACATTCTGATTGCTGT
ACCTTATCGGTTTGTGACCCAAAAAAAGCCTTCGAATCGCATTCCAACAAAAACC
GAAAGCAGGAAAGTAAGCAAATCCAGCATTTGCACTCTGAGATTACTTAGCCCAT
TACGTATCAACCTACGTGCCAATCAACATAATATATATTACCATCATATTATCATT
AGATATTTCATACATGCAGCTGCGGGCTACCGACACTCTCTTTTCGGTCTGCAGCC
ACTTCAGCCGCTACCACGCGATACACTCGTACTAATCCAACTACCTCCGATAACA
TTACAATCTAACGGTCAACCAAAATATTAAACTCCCACCCACATTTTTTCCCTCCA
CTTTCGCTTTCACGACTACCGACCAAATCCTTGCCTCGATCCCCCACTACCCGGAC
AGCACTACCAGCAAACCGCCTGAAAATTGGCAACTACAACAAAATTAAAGAAGA
AGGGAAAGACACACCACAATGGCGGAAAATTTGAAATCCCACCACCATGCCTGC
ATCACCCATAAATCCGTCGTAGGTAGATTAGACCCGGAAATTTTTGCCGGCGAAG
GTCTGGCCGAACTGCCAGTTGGCAGGGACGATGTTCCAGGAGGTGGACCTGCGGT
GGTCGCTGGCGGTGACGCGGAAGGAAAGGGACTGGCCCACCAGCACGGCGTTGG
ACTGCCAGTTCTGGCCCCAGTTCCGGGACATGGGCATCCACCCGGTGTGGGACCC
TTTCACGCTCACACGGACGATGTCGCCGGCGCCGGCCACGTTCGTGATCAGCACC
AGGTTGAAGTACTTGAACCCGTTGATGGTGAACCGGATCCCTCCGGACTTCCGGC
ACGGCACCCTGTCACGGATAATAAATAATATACCGGATCAGACAAATATCGGTGT
ACCAGCGGGAGCAGTATAATTAATTAATTAATTATTATGAAATTAAATTACGTCT
TATGGTAGTAGAAGGCAATGGATTCAAAGCCGGGCAGGCGCGTGGGGGCATGTG
CCCGGTCGTCCGGCTCGGTCTCCCAGGATTCACGCGGTTTGGAGCAGAGTGACCG
TCATGCCCTTGTTGATGGGGAAAGTAACAGACTGGGCCGAGGGTGGTTTGGTCAT
TTAGGCGAAAAAGGACAAGCCAGAAACGCGGAGAGAGAGTGGAGGGAATGGGG
CTCTACTGGCTATGTCTGCAGGCTCCTACTTTGATGAGATAATTGAATGCCGTTTG
ATATCACAGGTCAAACGGTCAACGAAACGGCCATCGACGATCCTTCTTTCCCTAT
ACTAATTTAGTACTTTAATTTCTTTTTTTCGGAGCGTTACGAGTACTTTATTTCATA
ATTAATGCAAGATGCAAATTCGGAATATTCGCTTCCTCCCCCTTGAAATAAATAT
GCGTAGATAAATAAATAAATAAATAAATGTCGAGGGAGCACTGAAACGAAACGG
ATGGAGTGGTGTCAAAACGGTGGCAGCTGAAGAGTGAAGACCTCGATTACTTTTA
CCCGAAAAAAAAAAGACCTCGATTACTTGGACCTTAGTACGGACAGTGACCGAC
CGCGGCCGAATAGCGAGCTTAAGGGGTAAAAATAAGGGGAAGACGGTACGGTGA
CCTCGGCAAAAGAGATACGTGGCAGTGGGAGTTCAGCAGCGGCTCCATCACAGC
CGGCAGATCCGGTCAGCTCTTGACGGAGGGGGCGAAGATTATACATAAAGATTG
AGAGTTCCAGGTGCACGGTTGATGTGGTTAGATCCGTGGCGGAGAAGAAGAAAA
CAAAAGGCGTTGCAGATGAGATGTGGGAAAGAAAACAAGAGGTGGTGGCGCGG
GCGGTACGTACCTGCGGTAAGAGACGGGGACGATGCCGGCGCGGTACTGGGCGA




TCTTGAGGAACATGGGCATGGCGAGGTCGAAGTGGGGCCGGGGAGGGTTGCACC
AGCCGCCATTGTCGGAGGGGAGAGCGTAGTTGGGCGGGCAGAAGTTGGTGGCGG
TGATGAAGATGGAGGGGCCGCCGTGGTGGCACCACTGGGGGTCGTCGGCGCACT
TGATCTCGAAGCAGGCCCCGCAGCTCAGCCCGTCGTTGAAGAGCGCCGTGCTCAG
CGCCGCCGTCTCCACGCCGTACCCCTGGCTGTATAGATTCCCATACCCACACGCTC
CTCCTGTGTATTTAGACCCAAAAAATCAAATCGAACGGCGTTTAATGCCTTAATC
TTAGGCGAAACAACATGTACGGAGGTAATGAAACTGTAAAAGGGAAATGTAGGT
GGTACCCATGGTGCCGGAGGCGTCGCTGCCGCCGTAGAAAGTGGCGTGGGCCTTC
TGCCAGGATTCTCCGGTGTAGACGCCGGGGATCCGGGCGTCGCCGAGCGTCGCGA
ATGCGAGCAGAGTCATGACGAGGGTTGCGGCATTGTGGAAAAAGGCCATTTGGA
GAGTGAGGAGAGAGAGTAGCGTGAGTGGGCGTGGAGAGAGAGGAGAGGTTGGG
GATTGAAGGCAGGAGGAAGGTGGGCTACTTATTGAGCGACCGAGGGAAACCAAT
AATGGCAGTCCCAGAAGTCAATGCTTTCTTTTTTTTTTCGCCTTTGTAAATAGAGT
GGATGGGGTAAAACGCAAAAAGTGTCAATATTTTTTTTTTTTGTAAAAAAAAAAG
GCAGAAGATGCAACGTCCGTTCACTTCTACGGTTGAATTCTTTTTGGTTACGGTAC
AGGATTCTAATGAACTAAAAGTTACCGCATAAAATAAATCCACGTGTCCATAAAC
CCAAGACTAAAACTAAGACATTCTCAAATATCCGACACCATGAGGAGTTGATCAT
TCAATTCAATAGGAACAAGCCGATTAGAGTGAATAATAAAGTCACCATCAAAAG
CTTTCTCAGCAAACCAACCAACAAGTGAATAACCTTCTCGTCGTTTATGTGAAAT

GGACATTACTGGTTGCTGTCATCCATCCAGCAATGTCCCTTGTCAAAATGGATCTT
ATGCTAGCCTGCAATCAGATGGATGAGAAAGAC






