IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin01G211700

Gene Model: Misin01G211700.1.p
Description: McsEXPA-02
Family: Alpha 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



https://phytozome-next.jgi.doe.gov/info/Msinensis_v7_1
https://grass-genome-hub.southgreen.fr/Genomeassembly/47213

GENE STRUCTURE
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE

Query seq.
Superfanilies

PLN00193
List of domain hits i

+ Name Accession Description Interval E-value
[+] PLN00193 super family ci33423 expansin-A: Provisional 25-250 452e-101

SEQUENCES
Peptide
>McsEXPA-02

MDTSSRSLILCAVLAACLGLAAAGWSQGTATFYGDADGSGTMGGACGYGNLYNAG
YGINNAALSQTLFNNGASCGQCYLITCDRSRPGGQWCKPGNSITVSATNLCPPNYGLP
NGGWCGPGRPHFDMSQPAWEHIGVVQGGIIPVLYQQVTCTRQGGVRFSIAGSQYFLL
VNIQNVGGSGAVAAAWVKGDNTGWIQMSRNWGANWQALAGLVGQGLSFAVTTTG
GQYLQFMYVVPGWWQFGMTFGTNRNFAY*

CDS (coding sequence)
>McsEXPA-02

ATGGACACGTCGTCCAGATCCCTGATCCTGTGCGCAGTCCTTGCAGCCTGCCTTG
GGCTCGCCGCCGCAGGCTGGTCTCAGGGCACCGCGACGTTCTACGGCGATGCCGA
CGGCTCCGGCACGATGGGTGGCGCGTGCGGGTACGGCAACCTGTACAACGCCGG
GTACGGCATTAACAACGCAGCGCTGAGCCAGACGCTGTTCAACAACGGCGCGTC
GTGCGGGCAGTGCTACCTCATCACGTGCGACAGGTCACGTCCGGGCGGGCAGTG
GTGCAAGCCGGGCAACTCCATCACGGTGTCGGCCACCAACCTGTGCCCGCCCAAC
TACGGGCTCCCCAACGGCGGGTGGTGCGGCCCGGGCCGCCCCCACTTCGACATGT
CGCAGCCGGCGTGGGAGCACATCGGCGTCGTGCAGGGCGGCATCATCCCGGTCCT
GTACCAGCAGGTCACGTGCACCCGCCAGGGCGGCGTGCGATTCAGCATCGCGGG
TTCCCAATACTTCCTGCTCGTCAACATCCAGAACGTCGGCGGCAGCGGCGLCLCGTG
GCTGCCGCCTGGGTGAAGGGTGACAATACCGGGTGGATCCAGATGTCCAGGAAC
TGGGGCGCCAACTGGCAGGCGCTCGCTGGGCTCGTCGGCCAGGGTCTCAGCTTCG
CCGTCACCACCACCGGCGGGCAGTACCTTCAGTTCATGTACGTCGTGCCGGGGTG
GTGGCAGTTCGGCATGACCTTCGGCACCAACAGAAATTTCGCCTACTAA

Nucleotide
>McsEXPA-02

ATGGACACGTCGTCCAGATCCCTGATCCTGTGCGCAGTCCTTGCAGCCTGCCTTG
GGCTCGCCGCCGCAGGCTGGTCTCAGGGCACCGCGACGTTCTACGGCGATGCCGA
CGGCTCCGGCACGATGGGTAAGTAGGAGTATAGTGTATATATTGCATGCATTGTA
TTGCTGTACAATAGCTGTGCACATTTTGTATAGGTGAGATTACTCCATCTGCACAG
ATCGTATATACTAATTAATCCAATGCATACATGTGTGTATGTAGGTGGCGCGTGC
GGGTACGGCAACCTGTACAACGCCGGGTACGGCATTAACAACGCAGCGCTGAGC



CAGACGCTGTTCAACAACGGCGCGTCGTGCGGGCAGTGCTACCTCATCACGTGCG
ACAGGTCACGTCCGGGCGGGCAGTGGTGCAAGCCGGGCAACTCCATCACGGTGT
CGGCCACCAACCTGTGCCCGCCCAACTACGGGCTCCCCAACGGCGGGTGGTGLGG
CCCGGGCCGCCCCCACTTCGACATGTCGCAGCCGGCGTGGGAGCACATCGGCGTC
GTGCAGGGCGGCATCATCCCGGTCCTGTACCAGCAGGTCACGTGCACCCGCCAGG
GCGGCGTGCGATTCAGCATCGCGGGTTCCCAATACTTCCTGCTCGTCAACATCCA
GAACGTCGGCGGCAGCGGCGCCGTGGCTGCCGCCTGGGTGAAGGGTGACAATAC
CGGGTGGATCCAGATGTCCAGGAACTGGGGCGCCAACTGGCAGGCGCTCGCTGG
GCTCGTCGGCCAGGGTCTCAGCTTCGCCGTCACCACCACCGGCGGGCAGTACCTT

CAGTTCATGTACGTCGTGCCGGGGTGGTGGCAGTTCGGCATGACCTTCGGCACCA
ACAGAAATTTCGCCTACTAA





