
IDENTIFICATION 

Species: Arachis ipaensis 

Locus: XP_016172297 

Gene Model: XP_016172297.1 

Description: AipEXPA-24 

Family: Alpha Expansin  

3D structure: 

 
GENOME DATABASES 

NCBI: https://www.ncbi.nlm.nih.gov/genome/35711?genome_assembly_id=315604  

KEGG: https://www.genome.jp/entry/T04301  

EXTERNAL RESOURCES 

https://peanutbase.org/organism/Arachis/ipaensis  
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GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>AipEXPA-24 

MSKLIFCIALLVLVQAIISVDGILHHWYSDANATFYGDMEGRETMGGACGYGDLFEQ

GYGLMTTAVSPALFNNGYTCGSCFEMKCVNKPNWNYCKKGSSPIRVTVTNLCPPNY

GQGDGHWCNPPYKHFDLSMKMFTTMAEYRAGIVPVLYRRVPCHKQGGVKFQLKGT

PYWLLVLVFNVGHVGDVSSVSIKGQNGKWLTMSKNWGQNWLIGVNLVGQSLSFKV

TTSDRKTLVFHDVAPSHWQFGSTYEGKLNF 

CDS (coding sequence) 

>AipEXPA-24 

ATGTCTAAGCTCATCTTTTGCATTGCTCTGTTGGTATTGGTCCAAGCCATCATTTC

AGTTGATGGCATTCTCCATCATTGGTATTCTGATGCCAATGCAACCTTCTATGGTG

ACATGGAAGGTAGAGAAACCATGGGGGGTGCATGTGGCTATGGTGATCTCTTTGA

GCAAGGGTATGGTCTTATGACCACAGCTGTAAGCCCTGCCCTATTCAACAATGGT

TACACATGTGGATCATGTTTTGAGATGAAATGTGTGAACAAGCCCAATTGGAATT

ATTGCAAAAAGGGCTCAAGCCCAATAAGAGTAACCGTAACAAACTTATGTCCAC

CAAATTATGGACAAGGTGATGGACATTGGTGCAACCCTCCATATAAACACTTTGA

TTTATCAATGAAGATGTTCACAACTATGGCAGAATATAGAGCAGGGATTGTACCT

GTTTTATATAGAAGAGTTCCATGCCATAAACAAGGTGGTGTCAAGTTTCAGTTGA

AAGGGACACCTTATTGGTTGCTTGTGTTGGTGTTCAATGTTGGTCATGTTGGTGAT

GTTTCTAGTGTTAGCATCAAAGGGCAAAATGGTAAATGGCTTACTATGTCAAAAA

ATTGGGGACAAAATTGGTTAATTGGAGTTAATTTGGTTGGACAAAGTTTGTCTTTT

AAGGTCACAACTAGTGATCGGAAAACTTTGGTATTTCATGATGTTGCTCCTTCTCA

TTGGCAATTTGGATCAACCTATGAGGGCAAGCTTAATTTTTAGGATTATGTTGATT

TAGAATCTTAAATGGTTTAGTAATGTTATATTTAGTTTCTAGTGACAATGTTTCAT

TTTTTGTATTTGAACTTGTACAATTTATGGAATAATTTTCTTTCGCAAATAAAACA

ATAATAATGATTTATTTA 

Nucleotide 

>AipEXPA-24 

AATTAAAAAAAAATAATAACGCATGATATGCTATTTTTTTATTAATCAAATGATT

ATAATTTAAATTAATTTTAAAAAAATAACTTAAAATTATAATTTCAATTTTATCAT

ATGTATGGTACGAATTATTACACTTGTAATAACAAATTATTTGATATATGATAAAT



TAAATTGTGATTATATCATTTATTTTTAACAATCTTTTATTTATATTAGAATCAATT

ATGATAAATTAAATTTTGAACATACTATTATTCCACCTAATAAACTAAATATAAT

AATCTTGATTCACGGGTCGAAAATGCTATCTTACTATATATATGATCGACATATA

AGGAAACAAAATAAAAAATATATATATGTTTCTTATATTAGGTCAATAAGAATCA

AAAGTTATTGTTTTTCTTTACATACCATCTTTCTTAAATAATCAGAATAAATAGAG

TGAATCAAACCATTTTTTATTATCATTATTATAGAATACAACTTTCACCTTTGTCA

TGTCTAAGCTCATCTTTTGCATTGCTCTGTTGGTATTGGTCCAAGCCATCATTTCA

GTTGATGGCATTCTCCATCATTGGTATTCTGATGCCAATGCAACCTTCTATGGTGA

CATGGAAGGTAGAGAAACCATGGGTAAGTACAATAACATTTTGTAAAAACACTTT

TTCATATTTAAACTATAATTTTTATAATGTTGATAAATTTATTTATAAAAAAATAA

AAATAATTTTTATCTATAAAAAATGAACAAACTACCATTTTGATTTATAAAAATTC

AGAACGCTAACTAGGGGTGAGCACCGGTAGCGGATACTCGATTATCCATCTGAAT

CCGAAACCGAACCAATTAAATTGGTTCTGAAACCAACGGGTAATCGGGTCCAAA

CCGATGACTTTTGTTAGTAATTGGTTTGGGTATCGGTTTTGGGGTGCGGAACCCGA

ACCAACCTGCGAACCCGATCATATATTAATTAAATAAAAAATAATAAAAAAATA

CATATGACTTTTCCATTAGGCAATGATTATTTATTATTAATATGTTTGAATTTTAAT

GAGTTTAATTTTTAATATATTTGGTGTTTAACATGTTCGGATTATTTCTATTGATGT

TACATGTTTATTGTACTTGTTGAATTTTTAGGATAAAAATTTGGTTTTTTTTATGAA

TTTCAAAGTCATCGGGTACCCAATTACCCGAACCAAATCAATCCGTTCTTAATCG

GTTTGGTTTGGTTCGAGTACATATACAAAAAAATACATATCCGAACCAAACCGAA

CCAATTACATTTGATCGATTCGATTCTAATTTTACCATAAATCCAAACCAAACCGA

CCTGTGTTTACCCCTAACGCTAACAAAATTATGAATAAAATTAACGAATCGAGTA

TCTCTGTACATGAAAACTTTTTTTTTAAGTACAAAGCTAATTTTGTTATTTTAGAA

TAAATGTATTAATATTCCAAAAATTTATAGATAAAATCGATAATTTACTCTTTATA

TTGTAATATTTCACCATCATTTTCTTCTTATTTATGTGTATTGTTATATTGTATGAT

ATGAAGGGGGTGCATGTGGCTATGGTGATCTCTTTGAGCAAGGGTATGGTCTTAT

GACCACAGCTGTAAGCCCTGCCCTATTCAACAATGGTTACACATGTGGATCATGT

TTTGAGATGAAATGTGTGAACAAGCCCAATTGGAATTATTGCAAAAAGGGCTCAA

GCCCAATAAGAGTAACCGTAACAAACTTATGTCCACCAAATTATGGACAAGGTG

ATGGACATTGGTGCAACCCTCCATATAAACACTTTGATTTATCAATGAAGATGTT

CACAACTATGGCAGAATATAGAGCAGGGATTGTACCTGTTTTATATAGAAGAGTT

CCATGCCATAAACAAGGTGGTGTCAAGTTTCAGTTGAAAGGGACACCTTATTGGT

TGCTTGTGTTGGTGTTCAATGTTGGTCATGTTGGTGATGTTTCTAGTGTTAGCATC

AAAGGGCAAAATGGTAAATGGCTTACTATGTCAAAAAATTGGGGACAAAATTGG

TTAATTGGAGTTAATTTGGTTGGACAAAGTTTGTCTTTTAAGGTCACAACTAGTGA

TCGGAAAACTTTGGTATTTCATGATGTTGCTCCTTCTCATTGGCAATTTGGATCAA

CCTATGAGGGCAAGCTTAATTTTTAGGATTATGTTGATTTAGAATCTTAAATGGTT

TAGTAATGTTATATTTAGTTTCTAGTGACAATGTTTCATTTTTTGTATTTGAACTTG

TACAATTTATGGAATAATTTTCTTTCGCAAATAAAACAATAATAATGATTTATTTA

TCTATTATTCTTAGCGTATATTTTAATAGTCTAAAAATTTTTAAATTATTTTTAATT

TTTTAAATAATTTTAGTTTATATAAATATATTATTAAGAGTACGTAAATAAATTTN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN



NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNN 




