IDENTIFICATION

Species: Phaseolus vulgaris

Locus: Phvul.002G004100

Gene Model: Phvul.002G004100.1.p
Description: PvEXLB-02

Family: Expansin Like Beta

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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Legend:

Exon = Intron

DOMAIN ARCHITECTURE

Query seq.
Superfanilies LNz

=+ Name Accession Description Interval E-value
[+] PLN03023 super family cl33621 Expansin-like B1; Provisional 14-253 1.17e-82
SEQUENCES

Peptide

>PvVEXLB-02

MALYLFYTFLVTTLIFMQTLADTSCTDCFIHSRAAYYPNSEEHGTDVGACGFGSFGAT
VNGGDVSAASSLYRSGVGCGACYQVRCTNSVYCSNNGVTAVITDQGSSDNTDFILSK
HAFSRMAQTTDAAASLLALGVVDIEYRRVSCSYPDKNITIKIDESSNNPYYLAFVIWY
QQGRRDITAVQLCETQNFVCKLLDRSHGAVWTATSPPSGPLSLRMLFSDEEEEEETW
VVPANNIPGDWKAGETYDSGVQVNQ*

CDS (coding sequence)
>PVEXLB-02

ATGGCGCTTTATCTTTTCTATACTTTTCTTGTTACCACCTTGATTTTCATGCAAACT
CTGGCTGATACTTCATGCACCGATTGTTTCATTCATTCTCGAGCAGCATATTATCC
AAATTCTGAAGAACACGGAACAGATGTAGGTGCATGCGGGTTTGGTTCCTTTGGT
GCTACGGTCAATGGCGGGGATGTATCAGCTGCATCTTCTCTTTACCGAAGTGGTG
TTGGTTGTGGCGCCTGTTACCAGGTGAGGTGTACCAACAGCGTCTATTGCTCAAA
CAATGGTGTGACTGCAGTTATAACTGACCAAGGTTCAAGTGACAACACAGATTTC
ATTCTTAGCAAACATGCCTTTAGCCGGATGGCTCAAACCACTGATGCAGCTGCTT
CTCTACTAGCCCTTGGCGTGGTTGATATTGAATATAGACGTGTTTCATGCAGCTAC
CCAGATAAAAATATAACAATCAAGATAGACGAGAGCAGCAACAACCCTTACTAT
TTGGCTTTTGTGATTTGGTATCAACAAGGAAGGAGAGACATAACTGCTGTGCAGC
TCTGTGAGACTCAAAACTTTGTGTGCAAGTTACTGGATCGGAGCCATGGAGCTGT
GTGGACTGCTACCTCTCCACCAAGTGGACCTTTGTCTTTAAGAATGTTGTTTAGTG
ATGAAGAAGAGGAAGAAGAAACTTGGGTTGTTCCAGCAAATAACATACCTGGAG
ACTGGAAGGCTGGAGAAACATACGATTCAGGGGTACAAGTGAACCAATAG

Nucleotide
>PVEXLB-02

ATGGCGCTTTATCTTTTCTATACTTTTCTTGTTACCACCTTGATTTTCATGCAAACT
CTGGCTGATACTTCATGCACCGATTGTTTCATTCATTCTCGAGCAGCATATTATCC
AAATTCTGAAGAACACGGAACAGATGGTATGTATGAAGTGAAACTGATGTGACA
ATATTGAAAAAGAAAACTAAAAGTGTTATATCATATGTTCTTGTTAAATTCATTG

CAGTAGGTGCATGCGGGTTTGGTTCCTTTGGTGCTACGGTCAATGGCGGGGATGT
ATCAGCTGCATCTTCTCTTTACCGAAGTGGTGTTGGTTGTGGCGCCTGTTACCAGG




TGAGTTACCATTAAAAAATGTGTCTACTCAAGCTAGAAGTTATGATTTCTAGCCCT
TAAACTTGTAAGCATGATAGTTTTCACAAGAGAAAAAAGCAGTGATTCAACCTCC
CTAATCATGCTCCACATTGAATATTAAAAAGAATAATTCACTCTTTAAATATAATT
CCTACAAATCTTCTCAAGGCTTAACCACTAAATGATGGTTCTGGCTCAGGAACTA
TATATTTAGTTGGTACAATAATAAGCCTGATAAATCTGACAAATTTTTTTGTCTCT
GAAATTGTGTTGCTGCTATTTCTAATTGATGTGAAATCTACACCAGATTACACATT
TAAACATAATTATTTGGTAAGGCATGAAGAGTGAAACTGATATGTTGGTGAATAA
TGAACAGGTGAGGTGTACCAACAGCGTCTATTGCTCAAACAATGGTGTGACTGCA
GTTATAACTGACCAAGGTTCAAGTGACAACACAGATTTCATTCTTAGCAAACATG
CCTTTAGCCGGATGGCTCAAACCACTGATGCAGCTGCTTCTCTACTAGCCCTTGGC
GTGGTTGATATTGAATATAGACGGTAACATCAGCACTACAACTCTCACCATACAT
AATCCATTGCTTCAATATTTTTCTACTTTAACTGGGTATTCTATATCTTTCTCTGTC
TCTCTAGTGTTTCATGCAGCTACCCAGATAAAAATATAACAATCAAGATAGACGA
GAGCAGCAACAACCCTTACTATTTGGCTTTTGTGATTTGGTATCAACAAGGAAGG
AGAGACATAACTGCTGTGCAGCTCTGTGAGGTACTATCTATCTTCCAATGGACTC
CTATTGTGAATTTTGATATGAATACTAGTTTTTCTTCAGACAATTTCCATTAGTAG
GTAAAAAATGTGAATACTGAAGATAATTACTAATCAGTGAAGAGAAATTCATATT
TTCTACTAAATCACAATCATACCTGGTGCAGACTCAAAACTTTGTGTGCAAGTTA
CTGGATCGGAGCCATGGAGCTGTGTGGACTGCTACCTCTCCACCAAGTGGACCTT
TGTCTTTAAGAATGTTGTTTAGTGATGAAGAAGAGGAAGAAGAAACTTGGGTTGT
TCCAGCAAATAACATACCTGGAGACTGGAAGGCTGGAGAAACATACGATTCAGG
GGTACAAGTGAACCAATAG






