IDENTIFICATION
Species: Linum usitatissimum
Locus: Lus10038933

Gene Model: Lus10038933
Description: LUseXPB-02
Family: Beta Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Lusitatissimum_v1 0
KEGG: https://www.genome.jp/entry/D12016

EXTERNAL RESOURCES
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GENE STRUCTURE
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Specific hits

Superfanilies PLNI302S
DPBB_R1pA_EXP_N-like superfamily

List of domain hits .
Name Accession Description Interval  E-value
[+] DPBB_EXPE_N cd22275 N-terminal double-psi beta-barrel fold domain of the beta-expansin subfamily; Beta-expansins 60-183 9.01e-60
[+] PLN03023 super family cl33621 Expansin-iike B1; Provisional 103-293 3.59e-37

>LusEXPB-02

MAPMNTLSSSTTFPLVSAYATIVIYLSMFHLSSSSRPMNDVGFGHFNRSNAATELAQS
QWSPAGATWYGGPDGDGSDGGACGYSTAVSQPPFSSMVTAVGPSLYNSGKECGAC
YQVKCTNNPSCSGKPVRVVITDSCPGGSCASDSAHFDLSGTAFGAMALPGQESKLRD
AGVLQVSYSRVPCEYPGKTVAFHVDSGSNADY FAVVVEFEAGDGDLATVGLQQSAA
TPHQSDVDQWEPMQQSWGAVWKLDAGNKLNPPFSIKLTSQFSGKTLVAKNVIPVG
WQPGATYRSLVNFN*

CDS (coding sequence)
>LuseXPB-02

ATGGCGCCCATGAACACTCTTTCTTCATCAACGACATTTCCCCTTGTGTCTGCTTA
CGCCACTATCGTCATATACTTGTCCATGTTTCATCTCTCTTCTTCCTCCCGGCCCAT
GAACGACGTCGGGTTTGGCCATTTCAACCGATCGAACGCCGCCACCGAGCTAGCT
CAGAGCCAGTGGTCACCCGCCGGTGCAACTTGGTACGGCGGCCCTGACGGCGAC
GGGAGCGACGGTGGAGCTTGTGGATATAGTACGGCGGTATCACAACCTCCATTCT
CCTCCATGGTCACGGCGGTCGGCCCATCTCTTTACAACTCCGGCAAAGAATGTGG
AGCTTGTTACCAAGTCAAATGCACAAATAATCCATCTTGTTCGGGCAAACCTGTT
CGAGTGGTCATAACCGACTCTTGTCCCGGTGGTTCTTGTGCATCGGACTCCGCAC
ATTTCGATCTTAGTGGTACCGCATTTGGTGCCATGGCGCTCCCTGGCCAGGAAAG
TAAGCTTCGTGACGCTGGGGTGCTCCAAGTCTCGTACTCAAGGGTTCCATGCGAG
TACCCAGGCAAAACGGTGGCGTTCCACGTGGACTCCGGCTCGAACGCGGACTACT
TCGCGGTGGTCGTGGAGTTCGAAGCAGGCGACGGCGATCTAGCCACCGTGGGCCT
GCAGCAATCGGCGGCAACTCCACACCAATCCGACGTGGATCAATGGGAGCCGAT
GCAGCAGTCGTGGGGGGCAGTCTGGAAGCTCGACGCAGGGAACAAATTGAACCC
TCCGTTTTCCATCAAACTAACTTCGCAATTCTCCGGCAAGACCCTCGTGGCGAAA
AATGTGATCCCCGTCGGATGGCAGCCCGGCGCTACTTATAGATCGCTCGTGAATT
TTAATTAA



Nucleotide
>LuseEXPB-02

ATGGCGCCCATGAACACTCTTTCTTCATCAACGACATTTCCCCTTGTGTCTGCTTA
CGCCACTATCGTCATATACTTGTCCATGTTTCATCTCTCTTCTTCCTCCCGGCCCAT
GAACGACGTCGGGTTTGGCCATTTCAACCGATCGAACGCCGCCACCGAGCTAGCT
CAGAGCCAGTGGTCACCCGCCGGTGCAACTTGGTACGGCGGCCCTGACGGCGAC
GGGAGCGACGGTAATTTTACGTCCACCTTATACGTCTTATAACAGTAACTGATTT
AAGTTAACTAACTGTGTTTATTAGCGACGGGAAAAGGTTGTTATGACTTATGAGT
GGTGAATAAAATACTATATCGGGCCAGCCGGTTGATCAACTGGTTAGTCCATGTA
ACCGATTCGATAGAGTAAAAATGTGTTTATGTATGAATCACTATAAAATGATCGT
ATCTTACACTAAAGATATATTCGTGATTCGAAAAAAATATAAAGTGATATGGACT
ACTGTTAAGTGAGTACTTTAAGTTATTATACAGACTGATATGGATGATTAAATCA
TTATATCACATTACCTACTGTTTTGTAAATGAATTTATATACCTCGTATCATATTCC
GCCTATTGCCAAACCTGACGACATTCGTTTAAGCAAATCATGAAGTTAACCAATC
GACCCGATCGGTTAGCCTCTTGCAAACCGGTCACATACTTCTAACAAAGTGGCCA
TTGAACTAAAAAAAAAAAGAAAACCGGTCGTGACATGTGAAAGTATTGTGCCTT
CACTTAACTAAAATTACTTTATGCACAAAATGGTCATTTAACTATAATATATTGCA
AAAATGACAATGTTTGTATTTTTTGGTACAAAATAATATTTTGTTGCTATGAACTA
AAATTGATTTTGTTAAAAAATTCGCAGGTGGAGCTTGTGGATATAGTACGGCGGT
ATCACAACCTCCATTCTCCTCCATGGTCACGGCGGTCGGCCCATCTCTTTACAACT
CCGGCAAAGAATGTGGAGCTTGTTACCAAGTCAAATGCACAAATAATCCATCTTG
TTCGGGCAAACCTGTTCGAGTGGTCATAACCGACTCTTGTCCCGGTGGTTCTTGTG
CATCGGACTCCGCACATTTCGATCTTAGTGGTACCGCATTTGGTGCCATGGCGCTC
CCTGGCCAGGAAAGTAAGCTTCGTGACGCTGGGGTGCTCCAAGTCTCGTACTCAA
GGTCGGTCTCGTGTGGTTTTATGGTCATCTTTAGTGGTAGTCATTCGGTTATGGTT
AACGGTAAAAATCCAAAGCTAATCGGTTATGAATTTGATAATTTTTTTACGAAAC
AAACTTGTAACCTATTCTCTTCATATTTTAACCAAAACCGACGTATTTTTGTCCAT
TAATTGACGGTTAATTAACCTATTATCACCGTATTAATCAGTTAACCTATTTTTGA
AAATATCCAAATTAAACGATTGATACAACAATTAACCGATCGGTTATTAATTGTC
CCGACCAACTCACACCCATCCTCATTTTCTCTTTATTTAAAATCGAAAACAAAAA
AATAAATTTAACTTTTTTATTTGATTTTGCCACAGGGTTCCATGCGAGTACCCAGG
CAAAACGGTGGCGTTCCACGTGGACTCCGGCTCGAACGCGGACTACTTCGCGGTG
GTCGTGGAGTTCGAAGCAGGCGACGGCGATCTAGCCACCGTGGGCCTGCAGCAA
TCGGCGGCAACTCCACACCAATCCGACGTGGATCAATGGGAGCCGATGCAGCAG
TCGTGGGGGGCAGTCTGGAAGCTCGACGCAGGGAACAAATTGAACCCTCCGTTTT
CCATCAAACTAACTTCGCAATTCTCCGGCAAGACCCTCGTGGCGAAAAATGTGAT
CCCCGTCGGATGGCAGCCCGGCGCTACTTATAGATCGCTCGTGAATTTTAATTAA






