IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin09G151000

Gene Model: Misin09G151000.1.p
Description: McsEXPA-47
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
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE
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Query seq, PAFERTGTT Y GGRDG SO TOGGS0GYKGEL G GAL TRAVGPEL Y SNGYGOGACYEL KGR TYWA TATNCHFP PYSGOKGEHF L M TR LK TAEEHAGT VP T TYRKVACYRIRD TRYMI TGNPHYH M TN GGVIOWACLL Y HGHKRKUTLY KRSWGILUHTEV DL TGESL TRRVHTGOHRATSMHAPROSKFTK Y UATINF &
Superfanilies PLNQOOS0O

+ Name Accession Deseription Interval  E-value
[+] PLN00050 super family 31535 expansin A; Provisiena 3-206 1.38e-47
SEQUENCES

Peptide

>McsEXPA-47

MAASRWTGTFYGGRDGSDTTDGGSCGYKGELGKDYGALTAAVGPSLYSNGVGCGA
CYELKGTKGTVVVTATNQAPPPVSGQKGEHFDLTMPTFLKIAEEKAGIVPITYRKVA
CVRQRDIRYMITGNPHYNMVMVTNVGGVGDVVGLLVKGNKRVKWTLMKRSWGQ
LWMTEVDLTGESLTFRVMTGDHRKATSWHVVPRDSKFDKMY QATKNF*

CDS (coding sequence)
>McsEXPA-47

ATGGCCGCCTCCCGCTGGACGGGGACGTTCTACGGCGGGCGTGACGGGTCCGAC
ACCACGGACGGCGGCTCGTGCGGGTACAAGGGCGAGCTAGGAAAAGACTACGGC
GCGCTGACGGCGGCCGTGGGCCCGTCACTGTACAGCAACGGGGTCGGGTGCGGL
GCGTGCTACGAGCTCAAGGGCACCAAGGGCACCGTGGTGGTGACGGCCACCAAC
CAGGCCCCGCCGCCGGTGAGCGGGCAGAAGGGCGAGCACTTCGACCTCACCATG
CCGACGTTCCTCAAGATCGCCGAGGAGAAGGCTGGCATCGTGCCCATCACCTACC
GCAAGGTGGCGTGCGTGAGGCAACGCGACATCCGGTACATGATCACGGGGAACC
CGCACTACAACATGGTGATGGTGACGAACGTCGGCGGCGTCGGGGACGTGGTGG
GGCTGTTGGTGAAGGGCAACAAGCGCGTCAAGTGGACGCTGATGAAGCGCAGCT
GGGGCCAGCTCTGGATGACGGAGGTTGACCTCACCGGCGAGTCGCTGACGTTCCG
CGTCATGACCGGCGACCACCGCAAGGCCACCTCCTGGCACGTCGTGCCCCGCGAC
TCGAAGTTCGACAAGATGTACCAGGCCACCAAGAACTTCTAG

Nucleotide
>MCcsSEXPA-47

ATGGCCGCCTCCCGCTGTAGCTCGACGGGCGTGGGGCGGTACGGGGATAGGGAC
GGGGACGTTCTACGGCGGGCGTGACGGGTCCGACACCACGGACGGCGGLTCGTG
CGGGTACAAGGGCGAGCTAGGAAAAGACTACGGCGCGCTGACGGCGGLCGTGGEG
CCCGTCACTGTACAGCAACGGGGTCGGGTGCGGCGCGTGCTACGAGCTCAAGGG
CACCAAGGGCACCGTGGTGGTGACGGCCACCAACCAGGCCCCGCCGCCGGTGAG
CGGGCAGAAGGGCGAGCACTTCGACCTCACCATGCCGACGTTCCTCAAGATCGCC
GAGGAGAAGGCTGGCATCGTGCCCATCACCTACCGCAAGTACGTAGTTGTAGTGC
AGCACTTCCGTATGCATGCGCATCATCTACTGATCTACGTACAAACAATTGACAC



ACGCATATGCAGGGTGGCGTGCGTGAGGCAACGCGACATCCGGTACATGATCAC
GGGGAACCCGCACTACAACATGGTGATGGTGACGAACGTCGGCGGCGTCGGGGA
CGTGGTGGGGCTGTTGGTGAAGGGCAACAAGCGCGTCAAGTGGACGCTGATGAA
GCGCAGCTGGGGCCAGCTCTGGATGACGGAGGTTGACCTCACCGGCGAGTCGCT
GACGTTCCGCGTCATGACCGGCGACCACCGCAAGGCCACCTCCTGGCACGTCGTG
CCCCGCGACTCGAAGTTCGACAAGATGTACCAGGCCACCAAGAACTTCTAG





