IDENTIFICATION

Species: Phaseolus vulgaris

Locus: Phvul.001G219700

Gene Model: Phvul.001G219700.1.p
Description: PVEXPA-03

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



https://phytozome-next.jgi.doe.gov/info/Pvulgaris_v2_1
https://www.genome.jp/entry/gn:T03093
https://www.pulsedb.org/organism/636

GENE STRUCTURE
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Legend:

Exon — Intron
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Query seq,
Superfanilies

Name Accession Description Interval E-value
[+] PLN00193 super family cl33423 expansin-A; Provisional 1-254 2.90e-124
SEQUENCES

Peptide

>PVEXPA-03

MEKFIMKAFILIVVLFTTELGVASAAWLQAHATFYGGPHASGTMGGACGYGNLYID

GYGIRTAALSTVLFNDGKACGGCYTIFCNAKKAPQWCLRGTSITITATNFCPPNYALP
NDNGGWCNPPRPHFDMSQPAFETIAKYKAGIVPIFYRKVMCKRNGGIRFTIHGKNYF

ELVVISNVGGVGEISRVWIKASKINQWESMTRNWGANWQSLKYLNGQSLSFKVQLV
NGETRTAYNVAPSNWRFGQSFRTNVQF*

CDS (coding sequence)
>PVEXPA-03

ATGGAAAAGTTCATTATGAAGGCTTTCATATTGATTGTGGTGCTATTCACTACAG
AACTTGGAGTAGCATCAGCTGCATGGTTGCAAGCTCATGCAACTTTCTATGGTGG
GCCTCACGCCTCAGGAACAATGGGAGGTGCATGTGGCTATGGAAATCTCTACATA
GATGGTTATGGTATAAGAACAGCTGCTTTGAGCACTGTTTTGTTTAATGACGGAA
AAGCGTGTGGTGGTTGTTATACTATATTTTGTAACGCAAAAAAAGCACCCCAATG
GTGCCTTAGGGGCACTTCCATCACTATCACTGCCACGAATTTCTGTCCTCCAAACT
ATGCTCTTCCTAATGACAATGGTGGTTGGTGTAATCCTCCTAGACCACACTTTGAC
ATGTCCCAACCTGCATTTGAGACAATAGCAAAGTACAAAGCTGGGATTGTACCAA
TTTTTTACAGGAAAGTTATGTGCAAAAGAAATGGAGGCATCAGATTTACCATCCA
TGGGAAAAACTATTTTGAATTGGTGGTTATAAGCAACGTTGGTGGAGTTGGAGAG
ATTTCTAGAGTTTGGATCAAAGCGTCCAAAATAAACCAGTGGGAAAGCATGACA
AGAAATTGGGGTGCTAACTGGCAAAGCTTGAAATATCTGAATGGTCAGAGTTTGT
CTTTCAAAGTTCAACTCGTCAATGGGGAGACTCGCACTGCATACAATGTAGCACC
CTCCAATTGGAGATTTGGCCAGTCTTTCCGCACCAATGTTCAGTTCTGA

Nucleotide
>PvEXPA-03

ATGGAAAAGTTCATTATGAAGGCTTTCATATTGATTGTGGTGCTATTCACTACAG
AACTTGGAGTAGCATCAGCTGCATGGTTGCAAGCTCATGCAACTTTCTATGGTGG
GCCTCACGCCTCAGGAACAATGGGTAATTAATTACAATTCTCTCACTTTTTTCCTT
CATCATCTCTCTAGTTCAATTGAAATGTTAAGTCCCAGCAATTAATTTACGTACAA
TGAAGTGCAATAGATAAATAATAATCACTATCAACTCAATTGTTTTCATTGGCAG
GAGGTGCATGTGGCTATGGAAATCTCTACATAGATGGTTATGGTATAAGAACAGC



TGCTTTGAGCACTGTTTTGTTTAATGACGGAAAAGCGTGTGGTGGTTGTTATACTA
TATTTTGTAACGCAAAAAAAGCACCCCAATGGTGCCTTAGGGGCACTTCCATCAC
TATCACTGCCACGAATTTCTGTCCTCCAAACTATGCTCTTCCTAATGACAATGGTG
GTTGGTGTAATCCTCCTAGACCACACTTTGACATGTCCCAACCTGCATTTGAGACA
ATAGCAAAGTACAAAGCTGGGATTGTACCAATTTTTTACAGGAAGTATGTTTACA
TTATGTGATATATATATATATATGTCTTAACCATCTTTGTGCTCCTCTTATGAAAA
GTCTTTAAATGACATCATATGAACTAAGTTGGGCTAACTGATATTCATATTATGCA
GAGTTATGTGCAAAAGAAATGGAGGCATCAGATTTACCATCCATGGGAAAAACT
ATTTTGAATTGGTGGTTATAAGCAACGTTGGTGGAGTTGGAGAGATTTCTAGAGT
TTGGATCAAAGCGTCCAAAATAAACCAGTGGGAAAGCATGACAAGAAATTGGGG
TGCTAACTGGCAAAGCTTGAAATATCTGAATGGTCAGAGTTTGTCTTTCAAAGTT
CAACTCGTCAATGGGGAGACTCGCACTGCATACAATGTAGCACCCTCCAATTGGA
GATTTGGCCAGTCTTTCCGCACCAATGTTCAGTTCTGA





