IDENTIFICATION

Species: Elaeis guineensis
Locus: XP_010933564

Gene Model: XP_010933564.1
Description: EQEXLB-02
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

EXTERNAL RESOURCES



https://www.ncbi.nlm.nih.gov/genome/?term=txid51953%5borgn
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http://www.ocri-genomics.org/bolbase/login.htm
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Query seq.
Superfanilies FLN03023

+ Name Accessi ion Description Interval E-value
[+] PLN03023 super family cl33621 Expansin-like B1; Provisional 27-249 1.46e-139
SEQUENCES

Peptide

>EGEXLB-02

MASILTFSCLLSLFFFFPIFSSSQSTFTCSRATYYGSPDCSGTPRGACGYGELGRSLNGG
DVGAVSRLYRNGTGCGACYQVRCTHPQFCNEDGAKIVVTDYGQGDNTDFILSARGF
VKLARSNMANELMAFGVIDVEYRRIPCQYPGYNMMVKVTEHSKFPDYLALITYQAG
QKDILAVELWQEECQEWKGMRKAYGGVWDMANPPRGPMNARILTGDDSGQNWV
QLNGVIPSGWKAGVAYDTAIQLD

CDS (coding sequence)
>EgQEXLB-02

TCTCCTCCATAGCATCTCACCTCACTCCTTTCTTCTCCTGTTTGGCCTGTTAACCTT
TCACAAAGCTTGTCATTATTCTCAGGGGGCAACCATGGCCTCAATTCTCACCTTCT
CTTGCCTACTATCTCTCTTCTTCTTCTTCCCTATATTCTCAAGCTCACAGAGTACCT
TCACTTGCTCGCGAGCAACCTACTATGGTAGCCCGGATTGCTCGGGCACTCCAAG
AGGAGCATGCGGGTATGGTGAGCTTGGTAGAAGCCTTAATGGCGGCGATGTCGG
GGCTGTTTCTAGGCTGTATCGAAATGGCACGGGCTGCGGTGCATGCTACCAAGTG
AGGTGCACCCATCCACAATTCTGCAACGAGGATGGTGCAAAGATTGTGGTCACTG
ACTATGGTCAGGGGGATAACACTGACTTCATCCTCAGTGCCAGGGGGTTTGTTAA
GCTTGCAAGATCAAACATGGCTAATGAACTGATGGCTTTTGGTGTGATAGACGTC
GAGTACAGGAGGATCCCATGTCAATACCCAGGATACAATATGATGGTTAAGGTC
ACAGAACACAGCAAGTTCCCTGACTACTTGGCCCTCATCATCATCTATCAAGCAG
GCCAGAAGGACATATTGGCCGTCGAATTGTGGCAGGAGGAATGCCAGGAATGGA
AGGGGATGCGCAAAGCCTATGGTGGAGTTTGGGACATGGCGAATCCTCCAAGGG
GCCCAATGAATGCGAGAATTTTAACAGGTGATGACAGTGGGCAAAATTGGGTCC
AGTTGAACGGTGTTATCCCTTCAGGTTGGAAGGCAGGGGTGGCGTATGACACGGC
CATTCAGCTAGACTAGGACTCTCCAATGATTCCTAGATATCATGGGAAAGACCAG
ACCCACTTATAAATTGATCATTAGCAATTAAAAAAGTTGGTACTTGGGGTGTGTG
ACTGCTTTTTGGCTTGATGCCTTTATGTATGTGCAATAAGAATGGTGATTCCATGC
TTTGTTTGGTTTAGATGAATATATAATAAAAAGGAACTTTCTGTTTAGAT

Nucleotide

>EGEXLB-02



GTCCAGAGTTTGAATTATATATAATGGGGGAAGTGGTGATCAAATGATTATTTTT
TTTGATCCACGGCCCCCCTCCATATGGTTTCCAACCATTACTCTGTTCTGAATTTTT
TTTGTGAGTTTCTTCTATAATTTTGCCAGTAATGCTCAATGCGCAACAGAGGGTTA
AAAGAAAAAAAAAAATTTTTTTGCAAAGAACATGTGGAAACCTACATCAGTTCC
ATTTACAAATGATAATAGATATTGCACGAGGGCATTCTATTCACAACTTTATATA
ATAGTATTTCACCTCCGTTACATTCACTAATGACGGGGATTATGATCCATGAACC
AATATGGATGTGGTTTTACCAAAAATTTATTTTAGTACCATTTTCTAGTCTTTAAA
CATGGTGTCACACCATACTATCATGTCAATAAGTGCTCCCATGTCAATAACATCTC
TTAATACTGAAATCATCATGTTGAGGTCGTGCTTATGCCAACCAAAACCAATAAT
AATCTAAACAGAAAGTTCCTTTTTATTATATATTCATCTAAACCAAACAAAGCAT
GGAATCACCATTCTTATTGCACATACATAAAGGCATCAAGCCAAAAAGCAGTCAC
ACACCCCAAGTACCAACTTTTTTAATTGCTAATGATCAATTTATAAGTGGGTCTGG
TCTTTCCCATGATATCTAGGAATCATTGGAGAGTCCTAGTCTAGCTGAATGGCCGT
GTCATACGCCACCCCTGCCTTCCAACCTGAAGGGATAACACCGTTCAACTGGACC
CAATTTTGCCCACTGTCATCACCTGTTAAAATTCTCGCATTCATTGGGCCCCTTGG
AGGATTCGCCATGTCCCAAACTCCACCATAGGCTTTGCGCATCCCCTTCCATTCCT
GGCATTCCTCCTGCATCCAGGAAGAGATCAACATGAATTAGATTCATGGACATGA
TTCTAAGAGACATGGGTTATGGCCTATATGAATCTTTACCTGCCACAATTCGACG
GCCAATATGTCCTTCTGGCCTGCTTGATAGATGATGATGAGGGCCAAGTAGTCAG
GGAACTTGCTGTGTTCTGTGACCTTAACCATCATATTGTATCCTGGGTATTGACAT
GGGATCCTTTATCAAGAAAACAAAGGGAGAGAAAAAAAAATAATGTTAGAAGTC
ATAAAGCAACAAATCTTTTTAGTTTTCACTCAAAAATATTTCTATATTTTATCAAT
TTTTGCAAATAATGAATAAAACCTAGTAAAGATACGTATAACAAGCTCTCATTCT
TCTGTAACTAGAAGTAATTCTGCATTAAGATCATACTTAGTAGCATATTTTCATCA
TTTGATGGCCATGTTATCTTGGTATGCTTTGTGTTAATTTCACTATGATATTTATCT
TTCTTTTTTCTCTTTTAGTTCCAGCAGTTTTGGTGGAACTAAGATGTGTTCTCTTCT
TTCAATGCTGGTCCATTAATATATTATGCATGATGGGGTTTAATTAACTACTAACT
GGGAGTTCCACCAGCTAAAATGTCCCCATCAGTCTGAAATCCAAATGGTCCATTA
ATATATTAGAGCTCAGAAATCTATCATAAACTACACCATGGTCGTCCTCACCTCCT
GTACTCGACGTCTATCACACCAAAAGCCATCAGTTCATTAGCCATGTTTGATCTTG
CAAGCTTAACAAACCCCCTGGCACTGAGGATGAAGTCAGTGTTATCCCCCTGACC
ATAGTCAGTGACCACAATCTTTGCACCATCCTCGTTGCAGAATTGTGGATGGGTG
CACCTCACTTGGTAGCATGCACCGCAGCCCGTGCCATTTCGATACAGCCTAGAAA
CAGCCCCGACATCGCCGCCATTAAGGCTTCTACCAAGCTCACCATACCCGCATGC
TCCTCCTATTGCATCCAAAACCATTAGACAAAAACTAGGCATTAACCCGACTATA
ACACTAAACATGAAAGTATAGATAGCATAGCACCATAGTGCCCATAAATAAATG
CATGTGTTAATGAGTTTGTAAGAGTTCTATTACTTGGAGTGCCCGAGCAATCCGG
GCTACCATAGTAGGTTGCTCGCGAGCAAGTGAAGGTACTCTGTGAGCTTGAGAAT
ATAGGGAAGAAGAAGAAGAGAGATAGTAGGCAAGAGAAGGTGAGAATTGAGGC
CATGGTTGCCCCCTGAGAATAATGACAAGCTTTGTGAAAGGTTAACAGGCCAAAC
AGGAGAAGAAAGGAGTGAGGTGAGATGCTATGGAGGAGACATGCTCTATATTTA
TAGCAGCGCATGCAAGAGATGCTTGCCAGGCTTGATGTGGCTAAAAAGGAAGAT
AACTTATTAACTTGCTATTATCATCTGGTCCATAGGAAAAGGTGGCGTTTGGTGTC
CCATGGAACACCCTTACATACCCACAAGACCACTTCCATAGAGCAAGAAGCATTT
TTCTTGCCTAACCCCATAATTGTGTTAAATTTTAATAGTATTCGTACATTTGGTGC
GTGCCTTTTGGATTTAAGAAATACAGAGCGTGTGAGAACACCTTAACTAGTGGTC
AATTGCCCAATAGTCTTCCCAGATGGACTCGATCGTAGCCATCCGATCAATTGAT




GGGTCGGTTGTGATTGCATGCCGGCTTCTTAGTGATTGTCTTACGTCAGATACATG
CATCCCTTTTCTGAGTGTTGAGTCCAAGCATTGAGCACGGAGTCTTACCAACTTCT
CAATAAAGTGGAGAGTTTGGTGATAATTCACTCATTCTACCA





