IDENTIFICATION

Species: Elaeis guineensis
Locus: XP_010919842

Gene Model: XP_010919842.1
Description: EQEXLB-01
Family: Expansin Like Beta

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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SEQUENCES
Peptide
>EgQEXLB-01

MALSSQHLLLLLLFSLLLFQSLASATTCSNCFTQSKAAYYPNSDKEGTENGACGYGSF
GATLNGGDVSAASNLYRNGVGCGACYQVRCTNSNYCSTNGVTIVITDSGASDNTDFI
LSQHAFAEMGQTADAGASLLALGWVGIEYRRVSCSYPNKNITFKIDESSNFPYYLAFE
IWYLQGNQDITAVQLCETVNFTCKLLERSHGAVWAVVSPPSGPLSVRMLLSGGDDG
DDAWLVPTNNISQNWTAGAIYDSGVQVE

CDS (coding sequence)
>EgQEXLB-01

CTCTCTTCTTTGTTTCCTGGCACTCAAAACTACTTTGTCTTGCTTCAATGGCTCTCT
CCTCCCAACACCTCCTCCTCCTCCTCCTCTTCTCCCTGCTCTTATTCCAATCTCTGG
CCTCAGCAACTACATGCAGCAACTGCTTCACCCAATCGAAGGCAGCTTACTACCC
AAACTCTGACAAAGAGGGAACAGAGAATGGGGCATGTGGTTATGGCTCATTTGG
TGCAACACTCAATGGTGGGGATGTCTCAGCTGCATCCAATCTTTATAGGAATGGT
GTAGGATGTGGTGCCTGCTATCAGGTAAGATGTACCAATAGTAACTACTGCTCAA
CCAATGGCGTAACGATCGTGATCACAGACTCAGGAGCGAGCGACAACACCGACT
TCATTCTTAGCCAACATGCTTTTGCTGAGATGGGTCAGACTGCTGACGCAGGTGC
CTCTCTATTAGCTCTTGGCTGGGTCGGCATCGAGTACCGGAGAGTTTCTTGCAGCT
ACCCAAATAAGAACATCACTTTCAAGATTGATGAGAGCAGCAACTTCCCATACTA
CTTGGCCTTTGAAATATGGTATCTGCAAGGAAATCAGGACATTACTGCTGTTCAG
TTATGTGAGACTGTGAATTTCACATGCAAGCTATTGGAGAGGAGCCATGGAGCCG
TGTGGGCGGTGGTCTCTCCCCCAAGTGGACCTCTGTCTGTAAGGATGCTACTGAG
CGGAGGAGATGATGGAGATGACGCATGGCTGGTGCCAACAAACAATATATCACA
AAACTGGACGGCTGGAGCAATCTATGATTCAGGAGTACAAGTGGAATAGATGCT
GATAGTACACCTAAAATTATTGTATTATGACACTGATCCATGTGTTCGTTATTATT
CCTTTGGTTGTTTTACCACTTATCATGTAAACCTTTGTTTGGAATAATTACTATATT
CTGGTAACAGACCTGTTATAAAGTTCGATTTCATATTATTGAACAAAACTATTGTT
TTTT

Nucleotide

>EgEXLB-01



AGATCTGGAGCAAAGTGTGCAAAGTATTTATAAAACTGTCACCAAATAGTTGAAA
TGAGGCTGCTTCTTATTGAACATGAAATTACACCTCTTATACAGTACAATACTCAT
GCATCATGTACTAACACATAATTTACCAGTGTTTTTAGCAGATAATGTTACTTGTT
TTAGACATGCAAGGCAACTGTTCAAGGACTAGAAATTAATATAGGTGCCCTATTT
AGAAACAGGTCATAAAAAGAATACATGATACCACCATGTGGGCATATAAATTAC
ATAAAGTAGGGGGACCAGTTAAGTAGACAATTGTTGCTTCTTAACAACCTAGATT
GATCAAGTCCTAAAGTGCTTGGTTGCGGACAAACCCTTCCATTTGAACGTCAACA
ACGGCATTCACTTGCAAATCTTTAGAAGGTCAAAACCTAAAAGTTTTACCCATTG
GTAGGTGTCCTCCAGTTTCATTATATATTCTTCCAACCATGCCTCCCCTCCTTACC
ATCCTCTCTTCTTTGTTTCCTGGCACTCAAAACTACTTTGTCTTGCTTCAATGGCTC
TCTCCTCCCAACACCTCCTCCTCCTCCTCCTCTTCTCCCTGCTCTTATTCCAATCTC
TGGCCTCAGCAACTACATGCAGCAACTGCTTCACCCAATCGAAGGCAGCTTACTA
CCCAAACTCTGACAAAGAGGGAACAGAGAGTAAAGCACTCACACATATGCATGA
GATAGAATTTGTTTTGACTCTCGTTCTCCTTTTTTTTTTTTTTTACTTCAATATTGTA
ACGTTCATGTTGTTTAATCCAAATTCAGATGGGGCATGTGGTTATGGCTCATTTGG
TGCAACACTCAATGGTGGGGATGTCTCAGCTGCATCCAATCTTTATAGGAATGGT
GTAGGATGTGGTGCCTGCTATCAGGTAACCTACAAACTTCTCCATTAGTTCAGCA
TAAGATCTTTTTTCTCTCTTTATATAACTTTTCTTCATATCTTCTTGCTAGGTAAGA
TGTACCAATAGTAACTACTGCTCAACCAATGGCGTAACGATCGTGATCACAGACT
CAGGAGCGAGCGACAACACCGACTTCATTCTTAGCCAACATGCTTTTGCTGAGAT
GGGTCAGACTGCTGACGCAGGTGCCTCTCTATTAGCTCTTGGCTGGGTCGGCATC
GAGTACCGGAGGTGAGTTCTGCAACCGATCATCTCCATTGCAAGATATAATCTCC
TAGCATGCTTGCATAATTAGCTATATATAGAGAGCTCCAAAGGCAACCAGTCAGT
CACTCGTTTATGGCCAGCTTGGTATTTCTCATGATGAGTTCTCTAGTTGTTTTAGA
AAAATGGGCCTCACAAACATATATATATATATATATATGATTCAGTACTCATGTA
CTGCTTCACATATTGTGATTAAATGACACATGGACATGGTATAAATGATATGTTG
CTATGGACTTCCAGAGTTTCTTGCAGCTACCCAAATAAGAACATCACTTTCAAGA
TTGATGAGAGCAGCAACTTCCCATACTACTTGGCCTTTGAAATATGGTATCTGCA
AGGAAATCAGGACATTACTGCTGTTCAGTTATGTGAGGTATGACCTCATAACCTT
TCTTTTACTTCATAGATGCATCTATATATATTTCTTATATGCTATGCTGTATGAGA
AACTTAGCTTTGGATGGATGGATGCAGACTGTGAATTTCACATGCAAGCTATTGG
AGAGGAGCCATGGAGCCGTGTGGGCGGTGGTCTCTCCCCCAAGTGGACCTCTGTC
TGTAAGGATGCTACTGAGCGGAGGAGATGATGGAGATGACGCATGGCTGGTGCC
AACAAACAATATATCACAAAACTGGACGGCTGGAGCAATCTATGATTCAGGAGT
ACAAGTGGAATAGATGCTGATAGTACACCTAAAATTATTGTATTATGACACTGAT
CCATGTGTTCGTTATTATTCCTTTGGTTGTTTTACCACTTATCATGTAAACCTTTGT
TTGGAATAATTACTATATTCTGGTAACAGACCTGTTATAAAGTTCGATTTCATATT
ATTGAACAAAACTATTGTTTTTTCCATGGATGTGTCAATCTATGCTGGCGTCGAGC
ACGTCGTGTGGACAAGGAAGAATGGATAATTTCGAGTTTAAATTTTTAATTTAAA
TACGTTCGTAAACGCGCACCAATTTCTTATACATACTTCTCTCGCCTCTTTTTCTTA
AAGGTCGAATGATTTGACTAATTAGGTGTATTTATTTAACACAAAGGACCACGAA
AAATGAGACTTTTAGAAAGGTGGCATTTAAGGACTTGCGGAAGGGTGGCTCAAG
AAGTTTATTTTTCTCACTTTCCTCGAGGAAGGCTCATGAAGTTTCTGTAGTATATA
AAGATATTTTAGGAATGTCAGGGTCTTCCATGGAAAATTAAAAAAAGCAAAAATT
CGTTCCTCCCCTTGGACATTCCTACCACAAAAGATGCGGTGAATATCACCCGACC
GATTGGTTCTCAGAGGAGTTTCACAGCTTGATACAATCATCTGGTTTCGAACTTTT
CTGAGTTAAAGACTCGTCCCTTGC






