IDENTIFICATION

Species: Phaseolus vulgaris

Locus: Phvul.008G240800

Gene Model: Phvul.008G240800.1.p
Description: PVEXPA-18

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Pvulgaris_v2_1
KEGG: https://www.genome.jp/entry/gn:T03093

EXTERNAL RESOURCES
https://www.pulsedb.org/organism/636
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. Name Accession Description Interval E-value
[+] PLN00050 super family cl31535 expansin A; Provisional 44-267 6.49e-93
SEQUENCES

Peptide

>PVEXPA-18

MSPFAVAAAPFTLSILLTLVSAHYSSSSSY SPPSLQASPEFAEWRSAHATYYAAADPR
DAVGGACGYGDLVKGGYGMATVGLSETLFERGQICGACFELRCVDDNRWCIPGTSII
VTATNFCAPNHGFTSDGGGHCNPPNKHFVLPIEAFEKIAIWKAGNMPVQYRRIKCRK
EGGMRFTVTGSGIFISVLISNVAGHGDILAVKVKGSRTGWLSMGRNWGQNWHVNAL
LONQPLAFEVTSSDEKIVTSYNVAPKDWTFGQTFEGKQFET*

CDS (coding sequence)
>PVEXPA-18

ATGTCACCATTCGCAGTTGCCGCAGCACCATTCACACTGTCCATTCTCCTTACGCT
CGTCTCCGCTCACTACTCCTCCTCTTCCTCCTACTCTCCGCCCTCTCTGCAAGCTTC
GCCGGAGTTCGCCGAGTGGCGATCCGCGCACGCCACCTACTACGCCGCTGCGGAT
CCTCGCGACGCGGTGGGCGGCGCCTGCGGCTACGGAGACCTCGTCAAGGGLCGGL
TACGGCATGGCCACCGTGGGCCTCAGCGAGACGCTGTTCGAACGCGGCCAGATCT
GCGGCGCATGCTTCGAGCTGCGCTGCGTGGACGACAACCGGTGGTGCATCCCCGG
CACCTCCATCATCGTCACGGCCACGAACTTCTGCGCCCCCAACCACGGGTTCACC
TCCGATGGCGGTGGCCACTGTAACCCTCCCAACAAACACTTCGTTCTCCCCATCG
AAGCCTTTGAAAAGATCGCCATTTGGAAAGCCGGCAACATGCCCGTACAGTACCG
CAGGATAAAATGTAGGAAGGAAGGAGGGATGCGATTTACTGTTACTGGTTCTGG
AATCTTCATTTCGGTGCTGATCAGCAATGTTGCTGGTCATGGAGACATACTGGCT
GTGAAGGTTAAAGGGTCAAGAACGGGTTGGCTCTCCATGGGTCGGAATTGGGGG
CAAAATTGGCATGTAAATGCATTGCTGCAGAATCAACCCCTTGCGTTCGAAGTTA
CTTCTAGTGATGAGAAAATTGTTACGTCTTACAATGTTGCTCCCAAGGATTGGAC
CTTTGGACAAACCTTTGAAGGCAAGCAATTTGAGACTTGA

Nucleotide
>PVEXPA-18

GTCCGATATGGATATACCATTTAAGAAGAAGTGTATTCGTAGATAATAATAGAAA
AAAGAAAAGTAATTTGGGGAGAGTAAGTAAAGAAGGAAAAGGGAAAGGGAAAG
TAGAGTGAGTGTGGTGTTGTCGGTTGAAATCAAAGGAACCCACACTCAAACTCTT
TTGCTTCGGTTTCAGAGTGTTCAAACGGAAATGTCACCATTCGCAGTTGCCGCAG

CACCATTCACACTGTCCATTCTCCTTACGCTCGTCTCCGCTCACTACTCCTCCTCTT



CCTCCTACTCTCCGCCCTCTCTGCAAGCTTCGCCGGAGTTCGCCGAGTGGCGATCC
GCGCACGCCACCTACTACGCCGCTGCGGATCCTCGCGACGCGGTGGGCGGCGCCT
GCGGCTACGGAGACCTCGTCAAGGGCGGCTACGGCATGGCCACCGTGGGCCTCA
GCGAGACGCTGTTCGAACGCGGCCAGATCTGCGGCGCATGCTTCGAGCTGCGCTG
CGTGGACGACAACCGGTGGTGCATCCCCGGCACCTCCATCATCGTCACGGCCACG
AACTTCTGCGCCCCCAACCACGGGTTCACCTCCGATGGCGGTGGCCACTGTAACC
CTCCCAACAAACACTTCGTTCTCCCCATCGAAGCCTTTGAAAAGATCGCCATTTG
GAAAGCCGGCAACATGCCCGTACAGTACCGCAGGTACTCCAAATTTCTTGCAGAT
CATTACTCTATACATCAATTATGCATGCTGATGTTTGTTTTCAGCTTTAATTTTGTA
CTTTACACTTGAGCATTTCTAACAACGTTTCTTTTGTATGATCTTTCTAACCTTCCC
TGAGGAATTTATTGAAAGCTTCTAAATCGACTGATTAAAAAACTAGTATAATGCA
CAAGTGTTGGTAAACTTCAATAAATTTTCAGTTAATTATAGAAATAGTGTTTAAA
ATTTTGGCTCACGACAAGGACCTGTAACACACTTGTTATTTATTGAAAATTGTAA
GATCGAGAATGGCATTTATTAATGAGTTTAATTTTTGTGCAATGTCACTGTAAGTA
GATGTTATGAATTTTAAGTGTGTTATGGCAAAAACAAATTTATCATATTAACCACT
TTGTGACTGGATGACGAAAGTCTTTTATTACACCATAAATTGTTTACTCTTCAAAG
AGAAAGTCGGCTCACAGAATTTTAGGAATGCTTTAAATTATTATACTGAATAATG
TGTTAGCATAAAAAAAATTAGAGTGTATTATTAATTTTTCCCCCAGCTCCTTCGAA
ATCACAATATCTTTGAAGTAAATGATGGTGGTGACAAATTGCTTAGATGATAGTG
ATGGAAAAAAAATGGCCTACCCAGCATGACGTGGGTCGCAGATTGAAATGCGTT
GATAAATAATAATGGATTCAAAACTTTTAAAATGAAGTTTGAGTTTGGTGAAAAT
TTGGTTCTTCTGGTTTATTTGGGGCTAAGCTTAGCCATAATCAGTACTGGTCAGAA
GGCTTAAGTTTAATTCAAATTAAAATTTTCATGTCTTGCATTTAATCGGGTTCGGG
TCTGCCTAGTTAATTCGATTTATTAGCTATTGTAGGTGACTATATTTTTATTTTTTT
TGCGTTGTGATTAAATTTGAATTAAATTCTATTTTGAATGTTGTGATGTGTTGGAT
GCAGGATAAAATGTAGGAAGGAAGGAGGGATGCGATTTACTGTTACTGGTTCTG
GAATCTTCATTTCGGTGCTGATCAGCAATGTTGCTGGTCATGGAGACATACTGGC
TGTGAAGGTTAAAGGGTCAAGAACGGGTTGGCTCTCCATGGGTCGGAATTGGGG
GCAAAATTGGCATGTAAATGCATTGCTGCAGAATCAACCCCTTGCGTTCGAAGTT
ACTTCTAGTGATGAGAAAATTGTTACGTCTTACAATGTTGCTCCCAAGGATTGGA
CCTTTGGACAAACCTTTGAAGGCAAGCAATTTGAGACTTGAAATTGAAAGCTCAT
TGGATTCATGTGATCTTGTTTCAAGGGACCGTTCTCCTTCCCCAAAAAATTTTACC
CCGATAGTGCTTTTCTTTCTACATTTTTATTCTTTTGGTTTTCTAGAAGACTGTAGA
TAGCAGATGATTTGGTGGTTTGCAAGGTTGTCAATGGGACGCTGTACCTTTTCATT
TATTATATTAGGAAGTTTTGTATGAAAAAAAAAAATATATACATTCCTTGTTGGTC
AACAACAAAAACTCTTGCAATGTAAATTTTTGTAAGGCTCTCACAAGACATGTTA
TCCTGCTACCTTCAAACTTGTCTTAAAT






