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Species: Elaeis guineensis
Locus: XP_010920576

Gene Model: XP_010920576.1
Description: EQEXPA-09
Family: Alpha Expansin

3D structure:
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Name = Accession Description Interval E-value
|+] PLN00050 super family 3 expansin A; Provisional 31-258 28%-123

SEQUENCES
Peptide
>EgEXPA-09

MAFFHGAATIAVSLLAFLTLADARIPGVYAGGQWQTAHATFYGGSDASGTMGGACG
YGNLYSQGYGVETAALSTALFNEGLSCGACFEIKCADDPRWCHPGSPSIFITATNFCPP
NYALPSDNGGWCNPPRPHFDLAMPMFLKIAQYRAGIVPVSYRRVPCRKSGGIRFTIN
GFQYFNLVLITNVASAGDIVRVSVKGSRTGWMPMSRNWGQNWQSNAVLVGQSLSF
RVTASDRRTSTSWNIVPANWQFGQTFAGKNFRV

CDS (coding sequence)
>EgEXPA-09

TTCAACCCCAGTCTCGCCCCCCCGCCCCCGGCGCCCATTCACACCGTTCCCTCTCA
TTCTATTCTCTCTCCAAGGATTCCAAAAATGGCCTTCTTCCACGGCGCCGCAACCA
TCGCCGTATCTCTGCTCGCATTCTTGACCCTCGCCGACGCCCGGATCCCCGGGGTC
TACGCAGGCGGACAGTGGCAGACGGCCCATGCCACCTTCTACGGCGGCAGCGAC
GCCTCCGGCACCATGGGAGGGGCGTGTGGGTACGGGAATCTGTACAGCCAGGGG
TATGGGGTGGAGACGGCGGCCCTGAGCACGGCGCTGTTCAATGAGGGGCTGAGC
TGCGGGGCGTGCTTCGAGATCAAGTGCGCGGACGACCCCAGATGGTGCCACCCG
GGGAGCCCCTCCATCTTCATCACCGCCACCAACTTCTGCCCCCCTAACTACGCCCT
CCCCTCCGACAATGGAGGCTGGTGCAACCCTCCACGGCCCCACTTCGACCTCGCC
ATGCCCATGTTCCTCAAGATCGCCCAGTATCGCGCCGGCATCGTCCCCGTCTCTTA
CCGCAGGGTGCCGTGCCGGAAGTCGGGGGGGATCCGGTTCACCATCAACGGGTT
CCAGTACTTCAACCTGGTGCTGATCACCAACGTGGCCAGCGCCGGCGATATCGTC
CGGGTGAGCGTGAAGGGGTCGAGGACGGGGTGGATGCCCATGTCCCGGAACTGG
GGGCAGAACTGGCAGTCCAACGCCGTGCTGGTGGGCCAGTCCCTCTCCTTCCGCG
TCACCGCCAGCGACCGCCGCACCTCCACCTCCTGGAACATCGTCCCCGCCAACTG
GCAGTTCGGCCAGACCTTCGCCGGCAAAAATTTCCGGGTCTAATTTACCTATCAT
GGATTTATGGGCAATTGCAGACATGGTGGTCGGACTGGGGTTTCAAATTTCCCGC
CATGTCATGCTCTGGTGTCTTTCTTTTTCTAGGCGCCAACTTTTAGGCTCTGTTAGT
AGTGCTCACCGGGTTTGGGTTACTGAGGCAAGGGTTTTGGATGGTAGTCGTGAAG
AAAGGAGAGGGCGGGACTTTCATGTTTTGATTGACCGTTAGCTCGTGATGTTACT
GAACGTAGTGGGATTAGCGCGAGCGTAGGGCGCAGCAGCGGCTGAAGTGGCTGC
AGGCCAAAAGAATGATTGCCAGTAGCCCGCAGCTGCTTATATGTAATATCTGATC



ATAGCATGATGGTAATATATATGTCGATTGAGATGTAGTTTGATATACATAGATA
TGAACAAGTTCTGAGGGGAAGAACTAGATTT

Nucleotide
>EgEXPA-09

CTTCAAGCCTGCCGTATGTTGCAAGGGAGTAGACCACCACGATGTAATATTAGGT
AAGTGCAACTAGGGACGACAATGGGCTCGAGGTGGGACCACTTTTCTAATTAAA
AGCCAACATGTGGACACTGTTCGCGCCTTTTGTTCCCTCTTCTCCTCTCCCGCTGC
CACGAGCATTTCGGTTGTATGTTTCGCACGAATTAATGATTGATCTTTTTTGTTCG
CGACACCAACCGTTGGATCATGCCTAGTGCAGCTTCAAAGCAGGAAAGGATAAA
ATTACAACATTGCGACCATCTACGTAGTGTATCCACCCCATCCTAACCACTGCTTA
GGAATCAGTTAGTTATTAATACGAGAAGGCTTATTAAAAAATGGCATTTTCGTAA
CTGACCAGATCAAGCCAAACTCCCAATCCCCTTTCGTCCTTTTACTTTTCTTTCTA
ATATTTAAGAAAAAATATCCCCCAACTCACTCCATAAGTAGCGCACCCTCCTCCC
GCTTTCAACCCCAGTCTCGCCCCCCCGCCCCCGGCGCCCATTCACACCGTTCCCTC
TCATTCTATTCTCTCTCCAAGGATTCCAAAAATGGCCTTCTTCCACGGCGCCGCAA
CCATCGCCGTATCTCTGCTCGCATTCTTGACCCTCGCCGACGCCCGGATCCCCGGG
GTCTACGCAGGCGGACAGTGGCAGACGGCCCATGCCACCTTCTACGGCGGCAGC
GACGCCTCCGGCACCATGGGTACCACCCACATTTCCCTTTTAGGGCTAGCTCACTT
GGCGTAGATTAATTAAGCGTCGTTTGATTTGTTTTCTTTGTTATATATTAGGAGGG
GCGTGTGGGTACGGGAATCTGTACAGCCAGGGGTATGGGGTGGAGACGGLCGGCC
CTGAGCACGGCGCTGTTCAATGAGGGGCTGAGCTGCGGGGCGTGCTTCGAGATCA
AGTGCGCGGACGACCCCAGATGGTGCCACCCGGGGAGCCCCTCCATCTTCATCAC
CGCCACCAACTTCTGCCCCCCTAACTACGCCCTCCCCTCCGACAATGGAGGCTGG
TGCAACCCTCCACGGCCCCACTTCGACCTCGCCATGCCCATGTTCCTCAAGATCGC
CCAGTATCGCGCCGGCATCGTCCCCGTCTCTTACCGCAGGTATATTCGCACCCCAC
CCCACCACCTCTTGCTTTCTTTTTCTTTTTCTTTTTCTCCACCGTAGATCTAATGCC
ACCGATGAATCTCCGTCCCTTGACTAGTGGTTCCCCCGGCTGTGATGGAATCGCTC
AACTCTCACTCACTACTACTACCTCTCTCTTTTGGTCGCCGTTTTTTATTTTACTTT
TTTTTTTTAACCCCTTTCTTAGCGTCCGTCGGCGCTCTTTAACCTCGGTCGTTAGTC
TGGCAGGGACCCTAATAACGTCGATGTAATAATTGAGATGCCCCTCTTTAACGGC
CTCCATCCGTTTCATTGCAGCATTGGCTTCGCCATTTAGTTATGCATTCCCCTACTC
GTTTATTTTAACGGGCAGGAAGGAACTTAAATTGTATTTTGGGATAATATAAAAT
TAATTATGAGATAAAGTACTCATTACCAAAACGGAAAAATAAAGTACTAAATTA
GTACGAAGAACGGAAGGAGCGGTCTTGGTCATCGACTATGTTTGACCTTTTGGAC
CTGCTATCAAACGGCATTCCATTATCTCGCCAAATCTGGGGGCCCGCCATTACCCT
TCACGACACCCGTGATCCCTCCACATGCCCGGGACCCTCTCCGCGTTTCCGGCCG
CTGCTTTTTCATTTCTTTCAACCTAAATGACTAAAAACACCCCCCCCCCCCTCAAA
AAAAAAAACGATTGGATTTCCACTCTTCGGCGTCTCACCAAGAAGGGCAGAATG
GTAATTTTACTGTCCCATCACACGACCCAAAAAGAAAACCGCGTGTATCCTGGGA
GAAAGAGATATACCGAGGCACATGCCCCACGCGCCTGCCCGGCCCCCATCCCTTT
CCAACCTTTTGTATTAAATTTTGTTTATTTACCGCTCCGAAAATATTTATTTTTTCG
ACAGGGTGCCGTGCCGGAAGTCGGGGGGGATCCGGTTCACCATCAACGGGTTCC
AGTACTTCAACCTGGTGCTGATCACCAACGTGGCCAGCGCCGGCGATATCGTCCG
GGTGAGCGTGAAGGGGTCGAGGACGGGGTGGATGCCCATGTCCCGGAACTGGGG
GCAGAACTGGCAGTCCAACGCCGTGCTGGTGGGCCAGTCCCTCTCCTTCCGCGTC




ACCGCCAGCGACCGCCGCACCTCCACCTCCTGGAACATCGTCCCCGCCAACTGGC
AGTTCGGCCAGACCTTCGCCGGCAAAAATTTCCGGGTCTAATTTACCTATCATGG
ATTTATGGGCAATTGCAGACATGGTGGTCGGACTGGGGTTTCAAATTTCCCGCCA
TGTCATGCTCTGGTGTCTTTCTTTTTCTAGGCGCCAACTTTTAGGCTCTGTTAGTAG
TGCTCACCGGGTTTGGGTTACTGAGGCAAGGGTTTTGGATGGTAGTCGTGAAGAA
AGGAGAGGGCGGGACTTTCATGTTTTGATTGACCGTTAGCTCGTGATGTTACTGA
ACGTAGTGGGATTAGCGCGAGCGTAGGGCGCAGCAGCGGCTGAAGTGGCTGCAG
GCCAAAAGAATGATTGCCAGTAGCCCGCAGCTGCTTATATGTAATATCTGATCAT
AGCATGATGGTAATATATATGTCGATTGAGATGTAGTTTGATATACATAGATATG
AACAAGTTCTGAGGGGAAGAACTAGATTTAATTTGCTTGGTTTTGGTGTTTTCATT
TTTTATTTGACTCTGTTTTTAATGCATCTTAACCGCAAAATGAAAACCTACCACCG
TCGAAGCATTCATATTCCATAAGGTCTTTAGATGTTTTAATTTGCATCATGAGGGA
CTCAACTCGTATTACCAAACAATAGAATTTGAAATCTAGAGGGCTTCCAGCACCG
GAGAAATGGTTAAGTCTCTTGCATCGTCATGCCGTCACTCTGATATCGAGCTCGG
TTCCCATTCATTCTCAATCTTAAAGAAGGGGGCTTCACAAGAAGGGAAGATTGTG
TTGGACGCTGCAAGAGTTGTAACTCCCCGCTCGAGTTATAATTTACTTTGTTCCGG
CCCTCAGGGCTTGCTTGTGCTGACCATGTCACCTCCAAAATTGTTCACTATGACAT
GTGAGGCATCATGAAGCCTTTTCGTGCAAGCATGTGACTACGATCTAGATTGGAA
CCAGATCAAAGAGAAGAGGAGAAGATTAA





