
IDENTIFICATION 

Species: Arachis duranensis 

Locus: XP_015950007 

Gene Model: XP_015950007.1 

Description: AdEXPA-05 

Family: Alpha Expansin  

3D structure: 

 
GENOME DATABASES 

NCBI: https://www.ncbi.nlm.nih.gov/genome/?term=Arachis+duranensis  

KEGG: https://www.genome.jp/entry/T04300  

EXTERNAL RESOURCES 

https://peanutbase.org/organism/Arachis/duranensis 

https://www.ncbi.nlm.nih.gov/genome/?term=Arachis+duranensis
https://www.genome.jp/entry/T04300


GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>AdEXPA-05 

MGGACGYGNLYSQGYGVNTAALSTALFNNGLSCGACFEIKCDQDPRWCNPGSPSIV

VTATNFCPPNFAQASDNGGWCNPPREHFDLAMPMFLKIAQYRAGIVPVSYRRVPCRK

IGGIRFTINGFRYFNLVLITNVAGAGDIVRVSIKGSKTEWNPMSRNWGQNWQSNADL

VGQALSFRVKGSDRRASTSWNVAPSNWQFGQTFMGKNFRI 

CDS (coding sequence) 

>AdEXPA-05 

AACCACTCTTCTCTACATTGCAACACTGGTCTCTGTTTTTGCTGCAGCCACTGCCA

GAATCCCCGGAGTTTACACCGCAGGTTCCTGGCAGGGTGCTCACGCCACTTTCTA

CGGTGGAAATGATGCATCTGGAACAATGGGCGGTGCATGTGGGTACGGGAACCT

ATACAGCCAAGGGTACGGCGTGAACACGGCGGCGCTGAGCACAGCTCTGTTCAA

CAACGGGCTGAGCTGCGGGGCATGCTTCGAGATCAAGTGCGACCAGGACCCGCG

GTGGTGCAACCCCGGCAGCCCCTCTATCGTGGTAACCGCCACCAACTTCTGCCCA

CCGAATTTTGCCCAAGCCAGCGATAACGGCGGTTGGTGTAACCCCCCAAGGGAAC

ACTTCGACCTCGCTATGCCAATGTTCCTCAAGATCGCTCAGTACCGCGCTGGAATT

GTACCAGTCAGCTACCGCCGGGTGCCATGCAGGAAGATAGGTGGAATCAGATTC

ACAATCAACGGTTTCCGTTACTTCAACTTGGTTTTGATCACCAACGTCGCGGGTGC

AGGGGATATCGTGCGCGTGAGCATAAAGGGATCCAAAACTGAATGGAACCCCAT

GAGCCGTAACTGGGGGCAAAATTGGCAATCCAATGCTGATTTAGTGGGCCAGGC

CCTCTCCTTTAGGGTTAAAGGCAGTGACAGACGCGCCTCTACCTCATGGAACGTG

GCACCATCTAATTGGCAGTTTGGCCAAACCTTCATGGGCAAGAATTTCCGCATCT

AAAAAAAAGGTTAATTTTTAAAAAGATATTAATTATTATTTGTAGTTTTGACTTGT

TTGGGTTTTTAGTTTGGCGCCTTCAACTTTTCCTCTATTTTACCGGGAAAAGTTTTT

GAAGCTGTGTTTGGGTAAAGTGTAAGTGGGTAGGGACCAAAATGTTAAGAGAAG

GGTAGATAGGATAAAAAAAAAGTGAAAGTGACTTTATATAAATGTGAGTGACTG

AGTGGTATGTATGTTGGTGGAATTTAGCTTTTGT 

Nucleotide 

>AdEXPA-05 

ACTCATTCCAAGTACGAAATAAATAAAGAAACTATAATTAGGAATAACCTTGTCT

TAAACTCTTAAAAGTACTAATCAAAATTAGACGGATGAGAAGAATAGCATCCAT



AGAGAATCATTCTTTTTCCGGGGAGACACGAAGGAAAAGCAAATATTCACTTTTA

AGAAATAATTAAATTCAATTCTAAAGTTTGTATACCGGTCATTATTGCTAAATTTT

ATAATCAAATTCAGTTTTGCAAATTATAGTAGGTAAATAATGCAGACAAAATTCA

CACTATTTAACAATATCAAAAAATCAGAAGTAATCCCTTACAAAGGAAACCAAC

AAAATTAACTTGAAAACATATAATAATAATAATAATAATAATAATAATATCTCAT

GTTCAAGCATTGCTGGGTAACAAATATTCCAACAATACCCCTACCCCCATCACAC

TTTTTAGTAACAAACACATTCACAACTTCACCCTCGATAATAATAAGAAAAAAGA

AAAGACACAAAAGCTAAATTCCACCAACATACATACCACTCAGTCACTCACATTT

ATATAAAGTCACTTTCACTTTTTTTTTATCCTATCTACCCTTCTCTTAACATTTTGG

TCCCTACCCACTTACACTTTACCCAAACACAGCTTCAAAAACTTTTCCCGGTAAAA

TAGAGGAAAAGTTGAAGGCGCCAAACTAAAAACCCAAACAAGTCAAAACTACAA

ATAATAATTAATATCTTTTTAAAAATTAACCTTTTTTTTAGATGCGGAAATTCTTG

CCCATGAAGGTTTGGCCAAACTGCCAATTAGATGGTGCCACGTTCCATGAGGTAG

AGGCGCGTCTGTCACTGCCTTTAACCCTAAAGGAGAGGGCCTGGCCCACTAAATC

AGCATTGGATTGCCAATTTTGCCCCCAGTTACGGCTCATGGGGTTCCATTCAGTTT

TGGATCCCTTTATGCTCACGCGCACGATATCCCCTGCACCCGCGACGTTGGTGATC

AAAACCAAGTTGAAGTAACGGAAACCGTTGATTGTGAATCTGATTCCACCTATCT

TCCTGCATGGCACCCTGAACCGCCCAATAAAAAAATATTAAAAAAAGTTATAATT

TATGATTCAACTATTCCGCAGATAATTAAAAAAATCTTCAAATAAATTACTGGTA

TGAAATATATTTTAAAATATAAAAAATATATTAAAAATAAATTAAATATATATTT

ACATATAAATATATAATAATTGATTTAATAATAAATTCATTACGTACACTTAATAT

TTTTTGTTTATGATTTAGTATAAAAATTGAAAATAGAAAAATAAAAATAAACAAA

TAGTAGTATCAATCAAATCATCATAACTTAAGCTTTGACTGGGATTTTTTCTTTGG

AAATTTCCAGGTTAATCTATAGGGATTAAGGGATGTGGTAACTAGGATTTTGCTT

TAGGTGCAAGGTTATTTTGGTAATTACCCATTTACACGGAAAGTAATGGCCTATT

GGGTTACATACTTACATTACATGGCTAAAAACCTTTTTGGATTATCTTTGAGCACT

TGAATTTTCTTATTCAATAATCAATACTAACAAAGGACAGTTCCAAAAGAATAAT

TAAAATTGAAATTGAAAAGAAAGCTCCCAGAATTATGCAATGCCAATGGGGCTTT

CTTTTATTCGGTTTGGGCGCAAATGGACGAAACTGCTGAGGAGGGGAGATTTTGG

TAGTAGTTCTTTTGTTTGTTTCCCAAGAAAATCAGAAAGAACACAGAAGAAAACA

ATCAACTTAATAAAGCAAGATTTTCAACCCCCATCTTCTGCAATTTCTGGTTGGTA

ATTGGTAGTACTGTATAAAGAGCAAGGCAATTGGGAAAGCCCGTTTTGGAAATTA

TAATAAAAACGCCAAAAGCTCTTGAACCCTAAATCATATTTTCAGGATTTTTCTAT

AAATGAGTAGCAGACAATTCACTCCTATCGAAACTACACTAAAGAAAAAGGAAA

TGGTAGTATATCTCAAGTGCATTTAATTTCTATTAATAGTTTAATTCTAGTTCATTT

TAATTTTTCTAGTTTTAAATGACAAAATATTAACCCAGTATAATTAAAAGACAAA

AACTAGAAAACAAAAGCATAAAATAATTCCAACTAGTTATAGTGTAATATACTCT

ACATTCTACAAGTTTCTTTTAGAAGCTAAAGCATAATAAAAACAGATCACGTCCA

GTTAAATTATTTTAACAAATTTCACAATCCATACAAAAATTAAACAAACGCTAAA

ATATGTTATAACACACCAAATTATGCAACCTAAAATGTTGCATAAATTCTATAAA

ACAAAAAGATTTTATTTTCAACCTTTTTCTTCGAAAGGAAATATTTTATTAAATTT

TCTTAACACAACTCTAAAACAAAGATTGTTGGGGTATAAAAGCTGAAAATTTAGA

CTAAAAAGAAAGAAAGTAATGTAAATGACTTTTTACCCTCAAGTAAGAGTCTAAG

ACATTATATATTTGAAGCAGAAGGACAAAAATGACATATGAAATGAGGGGGTTT

GGGAACTCACCGGCGGTAGCTGACTGGTACAATTCCAGCGCGGTACTGAGCGATC

TTGAGGAACATTGGCATAGCGAGGTCGAAGTGTTCCCTTGGGGGGTTACACCAAC

CGCCGTTATCGCTGGCTTGGGCAAAATTCGGTGGGCAGAAGTTGGTGGCGGTTAC



CACGATAGAGGGGCTGCCGGGGTTGCACCACCGCGGGTCCTGGTCGCACTTGATC

TCGAAGCATGCCCCGCAGCTCAGCCCGTTGTTGAACAGAGCTGTGCTCAGCGCCG

CCGTGTTCACGCCGTACCCTTGGCTGTATAGGTTCCCGTACCCACATGCACCGCCT

GGTAACCAAATTACAAAAATGCCCCCATTCAATTTATATTTCAAAGGGTGTTATA

TTTTGCTTAAAAAATAATGTGTGACAGGGGTAATAAATGTGTGACAACCTACTAA

TAAGTTAGGTACATGTTAGTAAAAGCATTGATGGATTTGGAAGAGAAGGTGTTAG

CTGAAACGCGGGTAGTAGCTAAAACGTAAACAAAAAAAATAATTAAGTGAAACA

ACATTTTGGTGGATAAAGACAAGGCAAAAAATTAGAGGGTTTTGTTTAAGACGTT

TTGGAAAATGAGAAGAAATGGTGAAGAGGTGATACCCATTGTTCCAGATGCATC

ATTTCCACCGTAGAAAGTGGCGTGAGCACCCTGCCAGGAACCTGCGGTGTAAACT

CCGGGGATTCTGGCAGTGGCTGCAGCAAAAACAGAGACCAGTGTTGCAATGTAG

AGAAGAGTGGTTCCCATTNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 




