IDENTIFICATION

Species: Aquilegia coerulea
Locus: Aqcoe0082s0002

Gene Model: Aqcoe0082s0002.1
Description: AcCEXPA-21
Family: Alpha Expansin

3D structure:
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Name Accession Description Interval E-value
[+] PLN00050 super family ci31535 expansin A; Provisional 30-254 8.62e-86
SEQUENCES

Peptide

>AcEXPA-21

MASFQVKLCYYLTFFKIISITAASYSSDEWKSATATYTKETDGSLITEGACGYGDLHRI
SYGKYSAGLSGLLFKRGRSCGSCYEVRCVNHIHWCLVGSPSIVVTATDFCPPNYGLA
NDYGGWCNFPRQHFEMSEMAFAEIAMRKADIVQIQYKRVNCDRSGGMRFTIMGTSY
FYQVLVTINVGLDGVVAAVKVKGSRTGWLPMGRNWGQIWQCNTNLQGQPLSFEVTT
SSGRAITSYNVAPKHWQFGQTFEGKQF*

CDS (coding sequence)
>AcEXPA-21

ATGGCTTCTTTCCAAGTTAAGCTCTGCTATTATTTGACCTTTTTCAAGATAATAAG
CATAATTGCAGCTAGTTATAGCAGTGATGAATGGAAATCTGCTACTGCTACCTAC
ACTAAAGAAACAGATGGGTCTCTTATTACTGAAGGTGCTTGTGGCTATGGAGACC
TGCACAGAATAAGTTATGGGAAGTATAGTGCTGGATTGAGTGGTTTGTTGTTCAA
AAGAGGGCGAAGTTGTGGCAGTTGCTATGAGGTTAGGTGTGTTAATCACATCCAT
TGGTGTCTTGTTGGAAGCCCTTCCATTGTAGTTACTGCTACTGATTTCTGCCCTCC
AAACTATGGACTAGCAAATGATTATGGTGGGTGGTGCAATTTCCCTCGCCAACAC
TTTGAGATGTCGGAAATGGCTTTCGCAGAAATAGCAATGAGGAAAGCTGATATTG
TGCAGATTCAGTACAAGAGGGTGAACTGCGATAGAAGTGGGGGGATGAGATTTA
CCATAATGGGGACTTCTTACTTCTATCAAGTCCTGGTCACCAATGTGGGGTTAGAT
GGTGTGGTAGCTGCAGTGAAAGTGAAGGGATCAAGGACAGGGTGGTTACCCATG
GGAAGAAACTGGGGTCAGATATGGCAATGCAATACAAACCTCCAAGGGCAGCCT
CTATCGTTCGAGGTGACAACAAGTAGCGGACGAGCAATTACATCATACAATGTTG
CTCCAAAACATTGGCAATTCGGTCAGACATTTGAAGGGAAACAATTCTAG

Nucleotide
>AcEXPA-21

GTGACTGAGTTTGAAGTTCAAGAGGGTAATATTGTAAAATAAAGAGTTAAAATAT
ATTTCCAGGTGGATATTATTTTCCCGCTCACTTTAAAAAATGTTTTCTTAATTCTCT
GTCTGCTGTTTGTCTGGACTGGAGACTTGGAGACTTGGAGACTTGGAGAGTGGAG
AGTGGAGAGTGGAGACTCTCTCTACTTTGACCTTTTTTTCTCTCAAAAGCAGAGCC




AAACCAACTTACAACCACATTGGAAGAACAAAGAAACCCTACCTAAACCCTAAA
AACAACTAAAAAATCCCTCTGGATTCTGCTTCCATCTCCTGTTTCTGCCAAATCCT
TGCACATTTCTCTCATTTTGTACTCTTTAATGTCATTTTAAGACCAATGTACCCTTG
AGTTGAATCTCTTCAAAAGTCCCAATGTGAAAGCTTTTTGTGCTAATATTCAAAG
GGTATTCTTCTTTTGTTCTTTGTTTATAATCCCCATAAAAGAACCAAGAAAAGATC
CTTCAATACTGTCTTACTAAAACCATTCCCCAAACATCCCTTTTCTTTCTGAAATG
GCTTCTTTCCAAGTTAAGCTCTGCTATTATTTGACCTTTTTCAAGATAATAAGCAT
AATTGCAGCTAGTTATAGCAGTGATGAATGGAAATCTGCTACTGCTACCTACACT
AAAGAAACAGATGGGTCTCTTATTACTGGTAAAGTGGCGTTTTACCAATTTATTTT
CCATTTTATGTGAAGTGTTTTTTCCTACTTGTTTCTAAAATAAGTGATTGATGTTGC
AGAAGGTGCTTGTGGCTATGGAGACCTGCACAGAATAAGTTATGGGAAGTATAG
TGCTGGATTGAGTGGTTTGTTGTTCAAAAGAGGGCGAAGTTGTGGCAGTTGCTAT
GAGGTTAGGTGTGTTAATCACATCCATTGGTGTCTTGTTGGAAGCCCTTCCATTGT
AGTTACTGCTACTGATTTCTGCCCTCCAAACTATGGACTAGCAAATGATTATGGTG
GGTGGTGCAATTTCCCTCGCCAACACTTTGAGATGTCGGAAATGGCTTTCGCAGA
AATAGCAATGAGGAAAGCTGATATTGTGCAGATTCAGTACAAGAGGTGAGAATG
ATAAACTTCAATAAGAAAACGCACTTCTTTGCACATTTGATGAATGAACAAAACA
AAATTGTTTATTTAGTTTTGAACAGGGTTTGTCATAAAGTTAGGGAGCATTTTGTT
TATGCCAAATGTTTTATTATTGCTACAAGAGTGATCACTTATAAGTATTATGGTTT
CTAGAGCATCCTGTTAAGGAGAAATCTGATGAGACCCTCTGAGCCAGTGATTCAG
ATTGCCTTGCCCAGGCTGCAATGCTTGATGCCCCTGGTTCAAGATGTGCAAGCTT
GCCCATGACGCAATACCATTATGCTGCACAAACTAATATATTCTTAACCTAAATC
GACAAAGAATCTAAAGCACTAATTGCGCTTAAAACATAGACTTTTTGGAAAAGAT
GTCACTTTGATTAAGGAATCGACCTTGCATCTCTAGGATAGGTTTATTTTGGTATC
GATCACCAATTCCTAGTTGGTTAATGGTATTGATCACCATGTCTGGCAACTTTCTA
CTCCCCTTTCTAGAAAGTAATCAATTTGTGTGCATTTTGTGTAGGGTGAACTGCGA
TAGAAGTGGGGGGATGAGATTTACCATAATGGGGACTTCTTACTTCTATCAAGTC
CTGGTCACCAATGTGGGGTTAGATGGTGTGGTAGCTGCAGTGAAAGTGAAGGGA
TCAAGGACAGGGTGGTTACCCATGGGAAGAAACTGGGGTCAGATATGGCAATGC
AATACAAACCTCCAAGGGCAGCCTCTATCGTTCGAGGTGACAACAAGTAGCGGA
CGAGCAATTACATCATACAATGTTGCTCCAAAACATTGGCAATTCGGTCAGACAT
TTGAAGGGAAACAATTCTAGAAGATGAAAAGGAAAAGAACTAAGTCAAGAGTAC
CTCAAACACCTGCACTCTCTTGTTTACCGATGCATTTACAGATAAGCGACAGGAA
AGTATATGCCAATGTTATGTTACAAAGTCCATGAGTTGGTCAAAAAAAGCTAGAT
AATTGCATGAAAACAGGAAAAGAAAGGAAGAGAATGAGAAGAAATGGTCCCAG
ATTATTTTCTTTTCTTCACATCAACCGATTAGAAAATTATGGATGTGGTGGGGAAC
TGTAATTATACAAAAGAGAAAGTCGATATGCCTTACCTCTACTTTCTCCCTTCTGC
TATATCCTATGTTTTCCTGCTTGTTCTTATTATGATTACATGCATTACAAAAATCA
GCATGTCCTGGTCCTGGCGTCCTGCGATATTTTAGAAGCAATGCCTACTGTTTCGG
AAGAGAAGTACCACTTTTTTGGCAGATGTAGTGTGTTTC




