IDENTIFICATION

Species: Elaeis guineensis
Locus: XP_010943941

Gene Model: XP_010943941.1
Description: EQEXLA-02
Family: Expansin Like Alpha

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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[+] PLN03023 super family c Expansin-like B1; Provisional 44-247 1.14e-69
SEQUENCES

Peptide

>EgEXLA-02

MGGDSLFFFSIFILLSSATACDRCVHQSKAAYFASSSALSAGACGYGPMALDFNGGYL
AAASSALYRGGVGCGGCFQIRCKNSKVCSSRGVKVMVTDLNASNRTDFVLSTTAFM
AMAKEGMGQELKQLGIADVEYKRIPCEYKNKNLAIRVEENSRKPNYLAIKFLYQGG
QTDIVAVDVAQVGSTNWRYMTRDYGAVWSTNRAPVGPLQFRMVVTGGYDGKWV
WAQKAVLPVEWKTGLVYDSGVQITDIAQEGCSPCDTREWK

CDS (coding sequence)
>EgEXLA-02

CCACCAGCACTCGGGCACCCTGTATTCCACTATCCCAATTCCATCATCACCCCAGC
CCTTTCCCCTCTATTAAAACCATACGTCTCCCTTCTCTTCCCCACAGACAACTCTC
ACACTTTCATCTCAATCCTCAAATATGGGTGGCGACTCTCTCTTCTTCTTCTCTATC
TTTATCCTCCTATCTTCTGCAACTGCTTGTGATAGATGCGTGCATCAATCCAAGGC
TGCCTACTTCGCCTCCTCTTCAGCTCTCTCTGCTGGGGCCTGTGGGTATGGACCTA
TGGCACTGGACTTCAATGGAGGCTATCTTGCTGCCGCCAGCTCTGCTCTCTATAGA
GGAGGGGTTGGCTGTGGAGGTTGTTTTCAGATAAGGTGCAAGAACTCCAAGGTCT
GTAGCAGTAGAGGAGTTAAAGTAATGGTGACGGACCTCAACGCGAGCAACCGCA
CGGATTTCGTGCTCTCCACCACGGCGTTTATGGCCATGGCGAAAGAGGGGATGGG
CCAGGAATTGAAGCAACTGGGAATAGCGGATGTGGAATACAAGAGGATCCCGTG
CGAGTACAAGAACAAGAACTTAGCCATCAGAGTGGAAGAGAATAGCCGAAAGCC
AAACTATCTGGCCATCAAATTTTTGTACCAGGGTGGTCAGACGGACATCGTGGCC
GTCGATGTGGCTCAGGTTGGGTCGACAAATTGGAGATATATGACCCGAGATTATG
GGGCGGTTTGGAGCACGAACCGGGCGCCGGTCGGACCGCTGCAGTTTCGGATGG
TGGTGACGGGCGGCTACGATGGGAAGTGGGTGTGGGCGCAGAAGGCGGTCCTGC
CGGTCGAGTGGAAAACCGGGTTGGTCTACGACTCGGGGGTTCAGATCACTGACAT
CGCACAGGAGGGCTGTTCTCCGTGTGACACACGAGAGTGGAAGTGAGGCTCATG
TTTTTTTGTTCAAAGAGTATATAAGAAGGGTGGAGATAATTATTTTTTTGGATTGT
GTAATATGTTACTCTTTTTGTATATATTGCTAATTTAATGGTGATGTAACGATTTA
AAATAA

Nucleotide

>EGEXLA-02



TTTTTCATTCAAAAAAATAGATACAATCTCTGCCGATGAATCTCTTTTTATATATA
GAGGTTATAAATTATTTTTATAATTAAATATATTTATAATCACTTATCATAATAAG
TTTGTTGAAAAGATTTTAAATATAAATACCTATTCAAATTAAATATAAAATTCAA
AATATTTAATAAAAATCTATTTTTTAAGCTTCAATTTTGAAGCTTCTAAATAGACT
TGATCATGAATAACTTAAATCTGATCCGTAAATACATTGGAAATTGCTGAAAATT
CATTTAAATTTTAAAATAGATTCTTATCTTTTTTTTTGATTATTTTAAATGCTTCAA
AACTCTTTCCTTCCTGGTCCTACATTCAAAATGTAAAAGCCAGTTCCCTAGCTTTA
ATAAAAATCTGATCTTTGGAAGCCTAAGTCAGGCTTCAATGAGTTTGAGCTGGCG
ACCACATGCAAGCGTGTTCGTCTATTTTTTCCGTATACCAATTTCTTCCCCCACTT
ATTTTAAATCGTTACATCACCATTAAATTAGCAATATATACAAAAAGAGTAACAT
ATTACACAATCCAAAAAAATAATTATCTCCACCCTTCTTATATACTCTTTGAACAA
AAAAACATGAGCCTCACTTCCACTCTCGTGTGTCACACGGAGAACAGCCCTCCTG
TGCGATGTCAGTGATCTGAACCCCCGAGTCGTAGACCAACCCGGTTTTCCACTCG
ACCGGCAGGACCGCCTTCTGCGCCCACACCCACTTCCCATCGTAGCCGCCCGTCA
CCACCATCCGAAACTGCAGCGGTCCGACCGGCGCLCCGGTTCGTGCTCCAAACCGC
CCCATAATCTCGGGTCATATATCTCCAATTTGTCGACCCAACCTATCAAACATAGC
CCCCATACATCAACATTAGTACCAAATCTTAACACCCAAACTTATTACACCGTGTT
ACACTGTTAGTTGGTGTACCTGAGCCACATCGACGGCCACGATGTCCGTCTGACC
ACCCTGGTACAAAAATTTGATGGCCAGATAGTTTGGCTTTCGGCTATTCTCTTCCA
CTCTGATGGCTAAGTTCTTGTTCTTGTACTCGCACGGGATCCTGCTCGACAACAAA
AAGAAACAGAATATCTGCGTGAGACCAAGTCTGGGAATCGTCTGATCGAGTTTTG
ATGGTTGGCCAGCACTTGATCAAGGGGAAGCTTATTACCTCTTGTATTCCACATCC
GCTATTCCCAGTTGCTTCAATTCCTGGCCCATCCCCTCTTTCGCCATGGCCATAAA
CGCCGTGGTGGAGAGCACGAAATCCGTGCGGTTGCTCGCGTTGAGGTCCGTCACC
ATTACTTTAACTCCTCTACTGCTACAGACCTTGGAGTTCTTGCACCTTATCTATTCC
CCCAGAGAAAAAGAAAAATAATATTCCAGATAAGTTTACAAATAAGAAGGAATT
ATAATTAGGAATTGATATATATATATATATATATATATATATGTTTATNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNATATATATATATATATATATATATATATATATGGTTTTATGTTAG
AATCTCCAACCTGAAAACAACCTCCACAGCCAACCCCTCCTCTATAGAGAGCAGA
GCTGGCGGCAGCAAGATAGCCTCCATTGAAGTCCAGTGCCATAGGTCCATACCCA
CAGGCCCCAGCTACATTTCCATCAGAATAAACCATTAAATAGAGTTCAATAGAGT
TTGTAATCTAAAAAATAGAAGGATAAGAGACTGATGGATGGAAATTATACCAGA
GAGAGCTGAAGAGGAGGCGAAGTAGGCAGCCTTGGATTGATGCACGCATCTATC
ACAAGCAGTTGCAGAAGATAGGAGGATAAAGATAGAGAAGAAGAAGAGAGAGT
CGCCACCCATATTTGAGGATTGAGATGAAAGTGTGAGAGTTGTCTGTGGGGAAGA
GAAGGGAGACGTATGGTTTTAATAGAGGGGAAAGGGCTGGGGTGATGATGGAAT
TGGGATAGTGGAATACAGGGTGCCCGAGTGCTGGTGGGCCCATGGTTCTTATTAT
CAATAAGTCATGGTGGCAGGAATAGTACCAAAAAACAGGAGGAGAGATGGGAC
AAGGACAGCAAGACACGGTGGGGATGGGCTAGAAATAAAAATGCGGAACCTCAC
CGGCTCCAACACGAGTCCAGCACTGATCGAATGGAAGGATAATACTGGAATAAA
ATGGGGACCAAGGGAAGAAGCTTCCCGTGCGAGAGAAAAGGTGCCCCTAGAGTC
AAAAATACGATTTAAGAGCGTCAACTCTAGCGTCCCGAGCTAAGTAAGAGGGTC
CCATGGATTTTGAGTGGCTAAGGGTGATGGTTTTTGAGGGTGGGCTGGGTCATGA




TGCCGTGGATGACTTAGGCAACAGGTGGAAAGATAAGAAGAAAGGTGTCTTGCT
TTGAAATAGGTGGCAAGCAAAAATAATTAAGTTAGATATGTGGATTACAATCAA
AAGATCAATTAGAAACGTGGATGCTTGGAGAAGGGGCATCTGTCCTTAAA





