IDENTIFICATION

Species: Phaseolus vulgaris

Locus: Phvul.002G170300

Gene Model: Phvul.002G170300.2.p
Description: PVEXPA-07

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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DOMAIN ARCHITECTURE
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Query seq.
Superfanilies PLN0OQOS0

+ Name Accession Description Interval E-value
[#] PLN00050 super family 31535 expansin A; Provisional 6-245 5.00e-141
SEQUENCES

Peptide

>PVEXPA-07

MALVILMGFLTVFSSAHAYDGGWTTAHATFYGGSDASGTMGGACGYGNLYSQGYG
TNTAALSTALFNNGLSCGSCFEIRCANDHKWCLPGSILVTATNFCPPNNALPNNAGG
WCNPPLQHFDLAQPVFLRIAQYRAGIVPVSYRRVPCRRKGGIRFTINGHSYFNLVLITN
VGGAGDVHGVAVKGSKTGWAPMSRNWGQNWQSNNYLNGQSLSFKVTTSDGRTVV
SNNVAPAGWSFGQTYTGAQFR*

CDS (coding sequence)
>PVEXPA-07

ATGGCTCTTGTTATCTTGATGGGTTTTCTCACAGTATTCTCCTCTGCTCATGCTTAT
GATGGAGGGTGGACTACTGCTCATGCCACTTTCTATGGTGGGAGTGATGCATCAG
GGACAATGGGTGGGGCATGTGGGTATGGGAACCTCTACAGCCAAGGCTACGGAA
CAAACACTGCTGCTTTGAGCACTGCACTGTTCAACAATGGTTTAAGCTGCGGCTC
TTGCTTTGAGATTAGGTGTGCCAATGACCACAAGTGGTGCCTTCCAGGCTCCATTT
TGGTAACTGCAACCAATTTCTGTCCACCAAACAATGCCTTACCCAACAATGCTGG
TGGCTGGTGTAACCCTCCTCTTCAACACTTTGATCTCGCTCAACCTGTCTTCCTGC
GCATTGCTCAATACCGCGCTGGAATTGTGCCTGTTTCCTACAGAAGGGTGCCCTG
CAGGAGAAAGGGAGGGATCAGGTTCACCATCAATGGGCATTCTTACTTCAACCTA
GTCCTCATCACAAACGTTGGTGGTGCTGGGGATGTGCATGGTGTGGCCGTCAAAG
GTTCAAAAACTGGTTGGGCGCCAATGTCAAGGAACTGGGGTCAGAACTGGCAGA
GCAACAACTATCTGAATGGTCAAAGCCTTTCCTTCAAGGTTACAACAAGTGATGG
GCGAACTGTGGTGTCTAACAATGTTGCTCCTGCTGGTTGGTCATTTGGACAAACCT
ACACTGGTGCTCAATTCCGGTAG

Nucleotide
>PvEXPA-07

GGTTTTTTGGTCTAAAGGAATTCAAAAACAGTTAGTTGAACTTGTGACTGTGGCC
TATTTTCCCCAACTACTCTCTGGCAGGGCCTATAAATTAGGTCGCACCCCCTCTCA
TTTTCTTCACAACGCTTCTTCTCTCTACACTACCTGCTGCTTCTTCCGTTGTCCCTC
TCTATTGAAGTAATTTCCCTTTTAATTTGTACCTGAATTTGTTGTTCCATCTTTGGG
AGGCTGAAGAGTTACGTCTTCAGCTAGACAAAGGTCGTTTACATGATTTGTCTGA
CTGTTTTGTTTTGCTGTCTGTTCAGGAAAATGGCTCTTGTTATCTTGATGGGTTTTC




TCACAGTATTCTCCTCTGCTCATGCTTATGATGGAGGGTGGACTACTGCTCATGCC
ACTTTCTATGGTGGGAGTGATGCATCAGGGACAATGGGTATGCTCTAAGAATCAA
TTTTTGTCTTAAAGATTCCATTTTTACCTTGAAGATGCTTATCTTGAAGCATTTTGG
AGCAACCCATTGGACTAATTTGTGGGTTTGTGCAGGTGGGGCATGTGGGTATGGG
AACCTCTACAGCCAAGGCTACGGAACAAACACTGCTGCTTTGAGCACTGCACTGT
TCAACAATGGTTTAAGCTGCGGCTCTTGCTTTGAGATTAGGTGTGCCAATGACCA
CAAGTGGTGCCTTCCAGGCTCCATTTTGGTAACTGCAACCAATTTCTGTCCACCAA
ACAATGCCTTACCCAACAATGCTGGTGGCTGGTGTAACCCTCCTCTTCAACACTTT
GATCTCGCTCAACCTGTCTTCCTGCGCATTGCTCAATACCGCGCTGGAATTGTGCC
TGTTTCCTACAGAAGGTAGACTGCTAGGTTTCCTCTAAATTTGATTTGATTGCTAG
TAAAAGTTCAATCCTTTTTTTATTTCAAGTAAATTTAAAAGATAATCCCAAGTTTA
GTCTCTCGTCAATTTCCCCCGAGATTATAATTTGGAGTTTATAATCGTATTTGAGC
GTTTATACTTTGGTTCGGAAGAAAGGTAGTACTGTAACTCCTAAAAACTAAGCTT
TGTGAAATTTGTGCTTTTTTGTAGGGTGCCCTGCAGGAGAAAGGGAGGGATCAGG
TTCACCATCAATGGGCATTCTTACTTCAACCTAGTCCTCATCACAAACGTTGGTGG
TGCTGGGGATGTGCATGGTGTGGCCGTCAAAGGTTCAAAAACTGGTTGGGCGCCA
ATGTCAAGGAACTGGGGTCAGAACTGGCAGAGCAACAACTATCTGAATGGTCAA
AGCCTTTCCTTCAAGGTTACAACAAGTGATGGGCGAACTGTGGTGTCTAACAATG
TTGCTCCTGCTGGTTGGTCATTTGGACAAACCTACACTGGTGCTCAATTCCGGTAG
ATCTACGTTGTCGAAGTTCAAGTTACGCGCATACAAATACTATATAGTATAAATA
TAGTATGGTCTGGTTAGTATACTAGGGTATTAGATAGTATGCTACTAGGTAAGGT
GTCAGTTTTTAGAATTGTAAGTCCAGACAGGGGAAGAAAGGCATGTTTTAAATTG
CCTCTTCATGTTTAGTTTGTGTGTCTGCAGGTGGGGACCTGTTTTTTTGGCTCCTCT
TTATTACTGGTTTGGTTTCCTTTTTCACTTTTTCTAAAGGATTTTGAACCCTCTGTG
GCTAAATAGAAGCTAGGGGAGGTGGAGTTTTAATTTTATAATGTATGGG






