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Species: Elaeis guineensis
Locus: XP_010922313

Gene Model: XP_010922313.2
Description: EQEXPA-13
Family: Alpha Expansin

3D structure:
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KEGG: https://www.genome.jp/entry/T03921
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Query seq,
Superfanilies PLNO0193

+ Name Accession Description Interval E.value
[+] PLN0O0193 super family 33423 expansin-A_ Provisional 6-252 4 2%e-122
SEQUENCES

Peptide

>EgEXPA-13

MAILRLVALASLLAFLVPAAARIPGVYSSGPWQSAHATFYGGSDASGTMGGACGYG
NLYSQGYGVETAALSTALFNDGMSCGACFEIKCADDPQWCHSGSPSIFITATNFCPPN
YALPSDDGGWCNPPAXHFDLAMPMFLKIAEYRAGIVPVSYRRVPCRKSGGIRFTINGF
QYFNLVLITNVAGAGDIVRASVKGSRTGWMPMSRNWGQNWQSNAVLVGQSLSFRV
TGSDRRTSTSWNIVPANWQFGQTFAGKNFRV

CDS (coding sequence)
>EgEXPA-13

TCCTTCCTCCCCACATTTCCCCGCACACTCACTACTCTTTCTCTCCTCTGAAAGGAT
GGCCATTCTCCGCCTCGTAGCTCTCGCCTCTCTGCTCGCCTTCTTGGTGCCGGCGG
CCGCCCGCATTCCGGGCGTCTACAGCAGCGGGCCGTGGCAGAGCGCCCACGCCA
CCTTCTACGGTGGCAGCGACGCCTCCGGCACCATGGGGGGAGCGTGTGGATATGG
GAATTTGTACAGCCAGGGTTACGGGGTGGAGACGGCGGCGCTGAGCACGGCGCT
CTTCAACGACGGGATGAGCTGCGGGGCGTGCTTCGAGATCAAGTGCGCCGACGA
CCCGCAATGGTGCCACTCGGGGAGCCCCTCCATCTTTATCACTGCTACCAACTTCT
GCCCGCCGAACTATGCTCTCCCCTCCGACGACGGCGGGTGGTGCAACCCTCCCGC
CNNCCACTTCGACCTCGCAATGCCCATGTTCCTCAAGATCGCCGAGTACCGCGCC
GGCATCGTCCCCGTCTCTTACCGCAGGGTGCCGTGCCGGAAATCTGGTGGGATCC
GGTTCACCATCAACGGGTTCCAGTACTTCAACTTGGTGCTGATCACGAACGTGGC
CGGGGCCGGCGACATCGTGAGGGCGAGCGTGAAGGGGTCGCGGACGGGGTGGAT
GCCCATGTCCCGGAACTGGGGCCAGAACTGGCAGTCCAACGCCGTGCTGGTGGG
GCAGTCCCTCTCCTTCCGCGTCACCGGCAGCGACCGCCGCACCTCCACCTCCTGG
AACATCGTCCCGGCCAACTGGCAGTTCGGCCAGACCTTCGCCGGCAAGAACTTCC
GAGTCTAATATATCAAATCCACGACAACAAAAAGGGCGGGGCTCCGAAAAAACA
AGTTTGGTTTCCCGCCTTGGAGATGCAAGATACCTATGTTTTAGTTTCTTTTTTCTT
TAATCTTCTTCGCGCCAGATTTTAAAGTTTGGTATGGATTTGTGTTGGGTTTTTGG
TAGTTGTGAAAGGTGAAAAGGGTGGGATTGAAAGAGAAAGAGTGGGCATGATTG
AATGTTGGCGAGTGGCTGTTTTTTTTTTTTGACTGTGGGATGGGGAGGAGAGTCA
AGTGGAGGTGGTGTTACTTCTTCTAGGCAGTGGGATTATTAGACGTCGTAGCGGC
AGCGGCTGAAGTGGCTGCAGAACCACTAAAGAAAAGTGTTCATGTAGCCCGCAG




CTGCTTTTTATATATCTAACTAAATTGTCTGAATGAATATAATGTGATAATATAAT
ATATAGTTGTGATGGTGATAT

Nucleotide
>EgEXPA-13

CAACCAAACCCAAGTTTCACGTTGAGGAGCAACCAACGTCAGTCCGAACACTCAT
AGCAAGTGTCTAAAAGCATGGATAACTTCTCTCATACCAGAGAATTCTCCAAATT
CCAGGGGAAGTGTAAAGTGTGAACATGGTTGCCAGCTAAGATTGCTGTTGTTGAA
TGAGCTGTGGCCCGCTCGCCCGCCTGCATGCCCAGAGGGTCTGGGCTCGCCGCGA
CTCTGAAAGCAGTCTCATGAGCTAAAATACCTTCCTTTGGGAGAATGCAAGCACC
AATAGCCTATAGATCTCGTTTTGTCAGCTAACCTCCTCTATTTTTGTTCATTACTCG
GCCACACTTTCCGACGGGGGTGCGGCGGGGAAAGAAGATAGAGATGGTTGGAAA
AAGGAAAAAAAAGGTCTTCGATGTGGTTCCATGAAATATTAAGATAAGAGAGAA
CCTTTAAAATAGATCACGATAACAGCAAGCATATATTCCAATCATCCAATACCAG
CAGGGATATCACCATCACAACTATATATTATATTATCACATTATATTCATTCAGAC
AATTTAGTTAGATATATAAAAAGCAGCTGCGGGCTACATGAACACTTTTCTTTAG
TGGTTCTGCAGCCACTTCAGCCGCTGCCGCTACGACGTCTAATAATCCCACTGCCT
AGAAGAAGTAACACCACCTCCACTTGACTCTCCTCCCCATCCCACAGTCAAAAAA
AAAAAACAGCCACTCGCCAACATTCAATCATGCCCACTCTTTCTCTTTCAATCCCA
CCCTTTTCACCTTTCACAACTACCAAAAACCCAACACAAATCCATACCAAACTTT
AAAATCTGGCGCGAAGAAGATTAAAGAAAAAAGAAACTAAAACATAGGTATCTT
GCATCTCCAAGGCGGGAAACCAAACTTGTTTTTTCGGAGCCCCGCCCTTTTTGTTG
TCGTGGATTTGATATATTAGACTCGGAAGTTCTTGCCGGCGAAGGTCTGGCCGAA
CTGCCAGTTGGCCGGGACGATGTTCCAGGAGGTGGAGGTGCGGCGGTCGCTGLC
GGTGACGCGGAAGGAGAGGGACTGCCCCACCAGCACGGCGTTGGACTGCCAGTT
CTGGCCCCAGTTCCGGGACATGGGCATCCACCCCGTCCGCGACCCCTTCACGCTC
GCCCTCACGATGTCGCCGGCCCCGGCCACGTTCGTGATCAGCACCAAGTTGAAGT
ACTGGAACCCGTTGATGGTGAACCGGATCCCACCAGATTTCCGGCACGGCACCCT
GCATCATCCATTAAATCAATCAATTCCATTCCTTTGTCCAAACACATCTAATAAAC
CTGCATAGCGATAATAGATCCAGAGAACCGAAGGGGGACCCCGGCGGAGAGATG
GGACAGAGGTGCGTGGAAGCATGTGCCGGTCCTGCCGCTGCCAGTGCCCCACTTT
CCTGGGTTCACGCGTTTTCCCACGGTCATTTGGTCGAGCGATATTCGGATGATGCT
ACAAGGGTGTTTTCGTCATTTAGATGGGGAGGCCCTAAAGACCGGACGACAGGA
CTGTGATAGTCACGGGTTGTTCACAAGGGTATAGGCAGAGCTTAGGGTCACCGGC
GATCGCAGATTTGATAGCATCCAACAATCACTCTTCTTCCAGCATGGATTTCTATA
ATACATGTTTCTACGATCGCCATTAAAAGGAAAAAACAGAAAAGGATAAAGAAA
GATGGGCCAGTTTTGTAATTTGAATGAATACGGGGGGCAATTTTGGTAAGCCAGC
TTCACACTCTGGGTAAGTAATAGGAAAACGAAACGGATGGCAACGGCTCTATCA
ACGGTCAGACTCTTAGCCTCGTGATCCAGTGGAAAGGGTGCAGCCTCGACGGCGA
CCACCTGGATCCGAGAGACCATCTGTCAATTACGAGAGCGACCCTTCTCTTACCG
GATCTAATCGCCACGGACCGTCCGGATGAGAGAGAAAGAGAGATCGCGGATCCG
GCAACCGCCGTGACACATTTTAAATTCCTCCCAAGGAAGAGAGATCCGGGACAG
AGGAAGAAGAATGGAGTAGCAGAAGGTCACCTGCGGTAAGAGACGGGGACGAT
GCCGGCGCGGTACTCGGCGATCTTGAGGAACATGGGCATTGCGAGGTCGAAGTG
GGGCGGGAGGGTTGCACCACCCGCCGTCGTCGGAGGGGAGAGCATAGTTCGGCG
GGCAGAAGTTGGTAGCAGTGATAAAGATGGAGGGGCTCCCCGAGTGGCACCATT



GCGGGTCGTCGGCGCACTTGATCTCGAAGCACGCCCCGCAGCTCATCCCGTCGTT
GAAGAGCGCCGTGCTCAGCGCCGCCGTCTCCACCCCGTAACCCTGGCTGTACAAA
TTCCCATATCCACACGCTCCCCCTGACCAAAACATACCATGTATAATTTTAAGAA
AAACTGTTGCTAATTAAAAGGAAGTTAGAAGGGGAATGTGGGTGGTACCCATGG
TGCCGGAGGCGTCGCTGCCACCGTAGAAGGTGGCGTGGGCGCTCTGCCACGGCCC
GCTGCTGTAGACGCCCGGAATGCGGGCGGCCGCCGGCACCAAGAAGGCGAGCAG
AGAGGCGAGAGCTACGAGGCGGAGAATGGCCATCCTTTCAGAGGAGAGAAAGA
GTAGTGAGTGTGCGGGGAAATGTGGGGAGGAAGGAGGGCTATTTATGGAGTTAG
CAGGGGGTGGGAGGCGTGAGACCAAATAATGTCGTGGAAGTAATTAATGCTTTTC
CCGTAAGTAAGAAAAAAAAAAAAAAGGAAGAGAACGGAACAGGAAGTGCGACG
TTGAAGCATTTGTGTTAAGATAATAAAAAGAGGATCAAGGGGAGACATGGATCG
GATGCGCTGCTTTCCATGTATCGCACTTTCCCATCATGATATCAAAATTTGTTGCT
GCCAGCCTACTGATCGTCAACCGACAGCCGAGATGTAGCATCGCGGTAAAGTGG
AAAAGCGAAACGGGGCCGTTCTGGCGGCCACTTATGGCGGGGGGGAAGAGGCGEG
GATAGGGGACAAAAAGAGCGCGATCTTAAAACCTTCGCTTTGCTTCCATCTCAAG
TTGTGCCGCCAGCGACGGTTGTGATTAGATTACTTTTTCATAGGACGCACGCACTT
GCTGTCCCCTGTGCTTTCCGGATCGACGGTCCGGATTTGGCCGC





