IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin02G512700

Gene Model: Misin02G512700.1.p
Description: McsEXPB-32
Family: Beta Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Msinensis_v7_1
KEGG:-

EXTERNAL RESOURCES
https://grass-genome-hub.southgreen.fr/Genomeassembly/47213
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Query seq. MGACGNYP IFKDGLGCGSOFE IKCOKPAECSDEPYWYY T TOMNYEP 1 AAYHFTL AG TAF GAMAKKGEEEKLRKAG T 1DMOF RRYKCKYGEKY TFHYEKGCNPNYLALLYKYWOGD GO VAVD T KEKGGORFEPL KHSWGA TWRKDSOKPLKF P TTVO ITTEGG TKSVYNDYTPEDWKPNTAY TAKE
Superfanilies 7 OPEE_R1pA_EXP N-1like superfamily

PLNO3023

List of domain hits kl
Name Accession Description Interval E-value

[+] DPBB_RIpA_EXP_N-like super family 41724 double-psi beta-barrel fold of RIpA, N-terminal domain of expansins, and similar domains; The 1-86 1.11e-51

[+] PLN03023 super family 33621 Expansin-iike B1; Provisional 9-182 1.04e-33

>McsEXPB-32

MGACGNVPIFKDGLGCGSCFEIKCDKPAECSDEPVVVYITDMNYEPIAAYHFDLAGT
AFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGEKVTFHVEKGCNPNYLALLVKYV
DGDGDIVAVDIKEKGGDAFEPLKHSWGAIWRKDSDKPLKFPITVQITTEGGTKSVYN
DVIPEDWKPNTAYTAK*

CDS (coding sequence)
>McsEXPB-32

ATGGGCGCATGCGGCAACGTCCCCATCTTCAAGGATGGCCTCGGCTGCGGCTCTT
GCTTCGAGATCAAGTGCGACAAGCCAGCGGAGTGCTCCGACGAGCCCGTGGTGG
TGTACATCACGGACATGAACTACGAGCCCATCGCCGCGTACCACTTCGACCTGGC
CGGCACGGCGTTCGGCGCCATGGCCAAGAAGGGTGAGGAGGAGAAGCTGCGCAA
GGCAGGCATCATCGACATGCAGTTCCGGCGGGTCAAGTGCAAGTACGGCGAAAA
GGTCACCTTCCACGTGGAGAAGGGGTGCAACCCCAACTACCTGGCGCTGCTGGTC
AAGTACGTCGACGGTGACGGCGACATTGTGGCGGTGGACATCAAGGAGAAGGGT
GGCGACGCGTTCGAGCCCCTCAAGCACTCCTGGGGCGCCATCTGGAGGAAGGAC
AGCGACAAGCCGCTCAAGTTCCCCATCACCGTTCAAATCACCACCGAGGGAGGC
ACCAAGAGCGTCTACAACGACGTCATCCCCGAAGACTGGAAGCCCAACACCGCC
TACACCGCCAAATAA

Nucleotide
>McsEXPB-32

CCGCGTCCGTCACCCGGACGCTCCTAGCTGGGCCTGCTCCCACCTTCAGTTCGTCT
GCACCATTTTTTTATTAGCAACGTGGCTCCTTGTCATCCACATGACCACACGCAGA
GGCGCTCCACTTCCTGCCTCTGCTTAGCCACGTGACGTGCGCACTCGGCCCGACT
GCTCCCTGACGCAGCGTCGCTGGCGCCAGCGTCGGCGTGGGCTACTCCAGCTCGG
CGAAGCGCGTCAAGCTCATGGCACATGTGTGCCATGGCGGCCACCAGGCACTGC
ATCTTGCGCGCTTTCCCGTCCATCTTCTTGGACGGCGTAGCGTAGCCCGTGCGGGT
CGCTCGCACTGGAGGAGGAGCCTTGCTTGACGAGCGCGGCGAAGAGGGTGTCGA
GCGGAGCAAGGCGGTGCAACGGGTAGATAGGCGGGCGACGGCGCGGGAGCAGG
TGGAGCTCAACAAAATCAGCTCGCAGCCCTGCACTGCACCGTGCACCGGCCGACC



AATCCCTGATCGAGGCCGCGCCCATACCCCCACCGCAGTTCCCCCACCAGGTAGG
CCATGGTCGCCGGTGACGTCGTGTTTCAAGTGTTTTAGGCATTCCAGACTTATGTT
TCAAGTGTTGCATATAAATGTTGCAAAAGTCGATCTGGGATGTTGCATATGTTGC
AATGACAATATACGCATGTTACTAGCATATGTTTTCAAGTGTTTCAATTGTTTTTA
AAAGTATGTTTCAAGTGTTTCATCATGATATTGCAGAAGTATATCTGGATGTTGCA
AAACCTGCATGTTTCAAATGCATGTTTCAAGTGTTTCAGGTGTTTCATACGTATGT
TGAAAGTGTTTTATCTGAATGTTGCAAAACTAGATCTGGATGTTGCATATGTTGCT
ATGGCTATACTCGCATGTTTCAAGCGTGTGTTTCAAGTGTTTTGTCTATTTTCAGT
CGCATGTTGCAAGTGTTTCAACTGGATGTTTTAAAAGTAGATCTGGGGGAGCACA
TGTAGCAATGGCCTAGGTGGTTGGCGGAAAGTGGTCTGCCATAGCCGCCTGCTAC
TATCGCTGGGGCGTCGCCCGTGGGTCACCGTGCGGGCACCTGAGGCCGGCAGAC
GCCTCTTGGTGCGCATCCACAGGCGGGGTGAGGTGGGCGCGGGGCGCGCTCCTGT
CTGTTATGGTCCGCGAGTGTGCAGGGGGCGAGTGTGTTGTGTGGGGCACACGGGC
GAGCACGCGCTGGGTGTAACAACCATGGTGTTACACCCTAAATCATTTACTAAAA
CATGTCGTGAGCATCATACTTGTGTGTTAATGCATGTGGTGAAGTGAGTAGATAA
TGCATTGCAACTAAAACGATCAACAAAAATGCGAAACAAAAGTTGCTCAACGAT
TCGTACAGTTAACAAGTATGGGTGTAAACTAATTTTTATTGAACAAAAATGCTAT
AGAATATTTATGTGATGTGTAAATAAAGTTTGAAGTACAAACTTTGTAGATGACA
ATGAAATACTTGGTATTAAAAAAGAATATTGCTAAGTAATATTTTTAGCAGCTTA
GAAATGCAATCTGAAATTAAGATTAGCTCAAACACATAGAAAATTTCTAAGCTTG
TGGATAGCTAGACGCTGCTATGTTTAGCAATTTATTTGGAGAGATTCGGTTGAGG
AAGCCGGTTTAGGTTTAGGAGCAACGATTTGGACGTGATCAGTGCTTTAAAATTC
ATGCACATCACAACTGTGTGCTGTCTGGCGCCGTGCCAGTGGTCACCACGCGTGG
CTGACCCGCGTCGCCGTGCGAATGTGCCGTGCGCGTGCGCGTGGCAGCATACCGG
TTGGCCGTGGCCTTGCCGCGGCTTGGCCGCTCTGGTTTGAGCACTCAAGAGTCAA
GAGTATGCATTTTCTTGGAGGTTTTGCTACGACCTCCAAGGTAACGACAATATTTC
TTGGTGGTGTTCAATTTTACCCCTCAAAGAAATCGTTAGCTGCCAAGAATATTCG
ATTTCCTGGTAGTAAGTTGTCTATATCATACCTTCTATCAACGCAAATTTGATCGA
ATTGAACCTGGCCTCTAAACAAAAAAAGCCTCACAAAAAAAGAAAAATCTCAAT
TCAATCTGGCTCTGGGCCAAATCTGTTGAAAATGGTCTATAGGCCCATACCAGAA
ATCTCAAGTGTTCCTAACGGTCGTCAACAATATGACATGTAATGTCCTCTATTATC
GACCGGTCATCCATCTCTGCTTCCTTCCTTCCGTTCAGTTGGCCGCAATGTGTGTG
TAACGACGACGACACATATTGCAATGCAAGATGAGAGACCAGCAGGAGGGGGGA
CGACACAAAAATGGCTGCCTCGGATCACGGCGAGACGAACAGGTGTGCAGTAGG
GCCTCCCATTGTAACCTCCGACATGCATATGGGACCAATTAACCGGTGGCCAAGA
GCAAAGCTCGCTCGGCCATGCATGCATGACCTCTCCATCTCCGTCTCCTGTGCGTG
CATGCAAGCTCGTCCGATCACTGGCACGCGTGGCCATAATATAAATACGATCCCC
GGCCGCTTGCTCATTCACCGCATCGCATCGCAGTTACATACCATCATATCCACCG
ACGATCATCATCATGTTGAGGTCGACGATGCAGGTGGCGGCGGTGGTGGCGCTGG
CGTTTCTAGTGGGCGGCGCCTGGTGCGGTCCTCCCAAGGTTCCCCCGGGCAAGAA
CATCACGGCCACCTATGGCAGTGATTGGCTGGAAGCGAAGGCGACGTGGTACGG
CAAGCCGACGGGCGCCGGCCCCGACGACAACGGCGGCGGGTGCGGGTACAAGGA
TGTGAACAAGGCCCCCTTCAACAGCATGGGCGCATGCGGCAACGTCCCCATCTTC
AAGGATGGCCTCGGCTGCGGCTCTTGCTTCGAGATCAAGTGCGACAAGCCAGCGG
AGTGCTCCGACGAGCCCGTGGTGGTGTACATCACGGACATGAACTACGAGCCCAT
CGCCGCGTACCACTTCGACCTGGCCGGCACGGCGTTCGGCGCCATGGCCAAGAAG
GGTGAGGAGGAGAAGCTGCGCAAGGCAGGCATCATCGACATGCAGTTCCGGCGG



GTCAAGTGCAAGTACGGCGAAAAGGTCACCTTCCACGTGGAGAAGGGGTGCAAC
CCCAACTACCTGGCGCTGCTGGTCAAGTACGTCGACGGTGACGGCGACATTGTGG
CGGTGGACATCAAGGAGAAGGGTGGCGACGCGTTCGAGCCCCTCAAGCACTCCT
GGGGCGCCATCTGGAGGAAGGACAGCGACAAGCCGCTCAAGTTCCCCATCACCG
TTCAAATCACCACCGAGGGAGGCACCAAGAGCGTCTACAACGACGTCATCCCCG
AAGACTGGAAGCCCAACACCGCCTACACCGCCAAATAA





