IDENTIFICATION

Species: Phaseolus vulgaris

Locus: Phvul.006G086800

Gene Model: Phvul.006G086800.1.p
Description: PVEXPA-11

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
Quersy seq. ww

Superfanilie: PLNOOOS0

List of domain hns

A ccession Description Interval E-value
[+] PLN00050 s uperf ml 13 expansin A Provisional 48-273 9.72e-79

SEQUENCES
Peptide
>PVEXPA-11

MSKLALLFFLLFTFFNSSTVTSLYSPSPPAAPFSQTIPDPDSSPRAEWLFAHATHYAAA
EALGGACGYADIPNGMATAALSEALFDRGQICGACFELRCLEEDSDFDRRWCISGAS
VVVTATNFCAPNYGSDAESLSGHCNPPKQHFVLPIEVFEKIAIWKSGSGNMPVQYRRI
ECRREGGIRFTISGSGIFISVLISNVGGMGNIVGVKVKGSKTGWLSMGRNWGQNWHV
NALLQNQPLSFELTASDGRTVKSYSVAPKDWTFGQSFQGKQFHDTSI*

CDS (coding sequence)
>PVEXPA-11

ATGTCAAAACTAGCCCTTCTCTTTTTTCTTCTATTCACATTCTTCAATTCTTCAACA
GTCACAAGTTTATATTCTCCTTCACCTCCCGCCGCGCCATTTTCCCAAACTATCCC
TGATCCCGACTCCTCTCCACGCGCCGAGTGGCTCTTCGCCCACGCCACGCACTAC
GCCGCCGCCGAAGCGCTTGGCGGCGCTTGCGGCTACGCCGACATTCCCAACGGCA
TGGCCACCGCCGCACTCAGCGAAGCCCTCTTCGACCGCGGCCAGATCTGLCGGEGC
CTGCTTCGAGCTCCGCTGCCTCGAGGAGGACTCCGACTTCGACCGCCGCTGGTGC
ATCTCCGGCGCGTCGGTTGTCGTCACCGCCACCAATTTCTGCGCACCGAACTACG
GATCCGACGCCGAGAGCCTCAGCGGACACTGTAACCCTCCGAAGCAGCATTTCGT
TCTTCCCATTGAAGTTTTCGAGAAAATCGCAATCTGGAAAAGTGGCAGCGGCAAC
ATGCCAGTGCAGTATCGCAGGATAGAGTGCAGAAGAGAAGGGGGAATCCGGTTT
ACAATAAGTGGTTCTGGAATCTTCATTTCGGTTCTGATTAGTAATGTGGGTGGAAT
GGGGAACATTGTGGGTGTGAAGGTTAAGGGTTCAAAAACTGGTTGGCTTTCCATG
GGTAGAAACTGGGGTCAGAATTGGCATGTTAATGCTTTACTACAGAATCAACCTC
TTTCTTTTGAGCTCACTGCTAGTGATGGAAGAACTGTTAAGTCTTACAGTGTTGCT
CCCAAAGATTGGACCTTCGGACAATCTTTTCAGGGAAAACAATTTCATGACACAT
CAATTTAA

Nucleotide
>PVEXPA-11

AGAAAAGTTACGAAAAAGCGAAAAGAAGATCGCCATCGCTTGTATCAACAACAA
CAACGAAACGCAAATCAATGTCAAAACTAGCCCTTCTCTTTTTTCTTCTATTCACA
TTCTTCAATTCTTCAACAGTCACAAGTTTATATTCTCCTTCACCTCCCGCCGCGCC

ATTTTCCCAAACTATCCCTGATCCCGACTCCTCTCCACGCGCCGAGTGGCTCTTCG



CCCACGCCACGCACTACGCCGCCGCCGAAGCGCTTGGLCGGLCGCTTGCGGCTACGC
CGACATTCCCAACGGCATGGCCACCGCCGCACTCAGCGAAGCCCTCTTCGACCGC
GGCCAGATCTGCGGCGCCTGCTTCGAGCTCCGCTGCCTCGAGGAGGACTCCGACT
TCGACCGCCGCTGGTGCATCTCCGGCGCGTCGGTTGTCGTCACCGCCACCAATTTC
TGCGCACCGAACTACGGATCCGACGCCGAGAGCCTCAGCGGACACTGTAACCCTC
CGAAGCAGCATTTCGTTCTTCCCATTGAAGTTTTCGAGAAAATCGCAATCTGGAA
AAGTGGCAGCGGCAACATGCCAGTGCAGTATCGCAGGTACTCATTTTCACCCTTT
TTTTCATTATCGCAAAGTTCTTGATACACTTATTTTACTATTGCCATAGTTAAATTT
TGTTAGTAGCATAAAAAGAATGATTTGGAAGCAGTTAGAAAGTGCTAGTATTGAA
GAGTGTAAGATAGAATTGGAAAGTGAGAGTTTGTATTTTGATTAGTGTTTGTGCA
TTTGTGTTTGGAGCAGGATAGAGTGCAGAAGAGAAGGGGGAATCCGGTTTACAA
TAAGTGGTTCTGGAATCTTCATTTCGGTTCTGATTAGTAATGTGGGTGGAATGGG
GAACATTGTGGGTGTGAAGGTTAAGGGTTCAAAAACTGGTTGGCTTTCCATGGGT
AGAAACTGGGGTCAGAATTGGCATGTTAATGCTTTACTACAGAATCAACCTCTTT
CTTTTGAGCTCACTGCTAGTGATGGAAGAACTGTTAAGTCTTACAGTGTTGCTCCC
AAAGATTGGACCTTCGGACAATCTTTTCAGGGAAAACAATTTCATGACACATCAA
TTTAACATCTTCCTTTTCTTCTCCATTGCAATTCTCATTCACTT






