IDENTIFICATION

Species: Phaseolus vulgaris

Locus: Phvul.002G152900

Gene Model: Phvul.002G152900.1.p
Description: PVEXPA-06

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
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DOMAIN ARCHITECTURE
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PN cuper ity caadzs axpansirA: rovsona pescription eme 120
SEQUENCES

Peptide

>PVEXPA-06

MPSTLQPSTLLFAFTMKFMFILMFMGDKAIAAGIFRPSQWALAHATFYGDETASATM
GGACGYGNLFQNGYGTDTVALSSTLFNNGYACGTCYQIKCYQSSACYKNVAFTTVT
ATNLCPPNWAQPSNNGGWCNPPRVHFDMAKPAFMKIAQWKAGIVPVMYRRVPCVR
KGGLRFTFQGNGYWLLVYMMNVGGGGDISSMSVKGSRTGWISMSHNWGASY QAF
ATLGGQPLSFRITSYTTKETHAWNVAPSNWNVGLTYSTSVNFR*

CDS (coding sequence)
>PVEXPA-06

ATGCCTTCAACTCTTCAACCTTCTACCTTGTTGTTTGCTTTTACAATGAAGTTCATG
TTCATTCTCATGTTCATGGGAGACAAAGCAATAGCTGCGGGGATATTTCGACCCA
GTCAATGGGCTCTTGCTCATGCCACCTTTTACGGTGATGAGACTGCTTCTGCCACT
ATGGGAGGAGCATGCGGGTACGGGAATTTATTTCAAAATGGTTACGGCACAGAT
ACTGTGGCTTTAAGTTCTACGTTGTTCAACAATGGATATGCGTGTGGAACTTGTTA
TCAAATAAAATGTTACCAATCAAGTGCGTGTTATAAGAATGTAGCTTTTACCACA
GTGACTGCCACCAATCTTTGCCCTCCTAACTGGGCACAACCCTCAAATAACGGAG
GCTGGTGCAACCCACCACGAGTGCATTTTGACATGGCCAAACCCGCTTTCATGAA
AATTGCGCAGTGGAAAGCTGGCATCGTCCCTGTTATGTACCGCAGAGTGCCATGT
GTAAGGAAGGGAGGGCTGCGATTCACTTTTCAAGGAAATGGGTACTGGCTTTTGG
TGTACATGATGAACGTGGGAGGTGGAGGAGATATTTCAAGCATGTCGGTGAAAG
GAAGCAGAACTGGGTGGATCAGCATGAGCCACAACTGGGGTGCTTCATATCAAG
CATTTGCAACTCTTGGTGGCCAACCTCTTTCTTTCAGGATTACTTCATACACCACC
AAGGAAACTATCATTGCATGGAATGTTGCTCCTTCAAACTGGAACGTGGGACTAA
CTTATTCCACCTCTGTTAACTTCCGCTGA

Nucleotide
>PVEXPA-06

ATTGCATTCCTTCTCCTCTACAATTAAACTATTCAAAACTTCACCATGCCTTCAAC
TCTTCAACCTTCTACCTTGTTGTTTGCTTTTACAATGAAGTTCATGTTCATTCTCAT
GTTCATGGGAGACAAAGCAATAGCTGCGGGGATATTTCGACCCAGTCAATGGGCT
CTTGCTCATGCCACCTTTTACGGTGATGAGACTGCTTCTGCCACTATGGGTATGTT
AATCTTCTCATCATCACAGTTCATCACTACTATTCTATTTATAGTTACTTTTTTTTA



TATATAAAAACTTTCATGTTAATAATCACTTTACAACTTCATTAAATTATTAATTT
TCTCTTATCTGATTGGTAATGGACTTGCAGGAGGAGCATGCGGGTACGGGAATTT
ATTTCAAAATGGTTACGGCACAGATACTGTGGCTTTAAGTTCTACGTTGTTCAACA
ATGGATATGCGTGTGGAACTTGTTATCAAATAAAATGTTACCAATCAAGTGCGTG
TTATAAGAATGTAGCTTTTACCACAGTGACTGCCACCAATCTTTGCCCTCCTAACT
GGGCACAACCCTCAAATAACGGAGGCTGGTGCAACCCACCACGAGTGCATTTTG
ACATGGCCAAACCCGCTTTCATGAAAATTGCGCAGTGGAAAGCTGGCATCGTCCC
TGTTATGTACCGCAGGTAAGCAAATAAATCACTAGAAAGGTCTTCCTATGCATCT
GAAAGTGCCTGTTGATGCCTTATCATAAATTTCTTAGCAGTTCATCATTGTATAAA
TAACTAGATGTTAGTACTAAGTATGGTCAAATTTATAAAACCGGTTTATAAAATG
AGATTTGCCCCACAATACGAGAAACTTACTCTTATATGAGACTATATATTATAGG
TGTTCCAATAACTGACCTGATAACGACAGTCGTTAACATAAACTCAAAATGATTC
TCATATAATATCACGTTAAATAATCAAATTATAAAATGAGGTTTATACCTATTTAT
AAAATAAAATGTTCTAAGACGTTCTAAGGATCTCCGGTAAACACATATCTGTTTG
GTGATTAATTTATGTATGTATATGCAGAGTGCCATGTGTAAGGAAGGGAGGGCTG
CGATTCACTTTTCAAGGAAATGGGTACTGGCTTTTGGTGTACATGATGAACGTGG
GAGGTGGAGGAGATATTTCAAGCATGTCGGTGAAAGGAAGCAGAACTGGGTGGA
TCAGCATGAGCCACAACTGGGGTGCTTCATATCAAGCATTTGCAACTCTTGGTGG
CCAACCTCTTTCTTTCAGGATTACTTCATACACCACCAAGGAAACTATCATTGCAT
GGAATGTTGCTCCTTCAAACTGGAACGTGGGACTAACTTATTCCACCTCTGTTAAC
TTCCGCTGAAACCCTTTGTGGCACACGCCTTTCCACTGTTTTTTCTTTTATCTTAAA
TTAAGAGACCGTTTCTGCTGCAAGTAAGTTTTCTACATATTAGCTTCAGCAGCAG
GTGCAGATATAGATAGATGTAAAGGAACTGTCACTTTTTGTTAGTTTGACAAACT
TAAAGTGAAGTTCGTCATTTCCACAAACTTCACACGTAGCTGGAAATTTGAATAA
AAACTTGAGTTATAATAATGACTTAATCCAA






