IDENTIFICATION

Species: Setaria italica

Locus: Seita.9G241600

Gene Model: Seita.9G241600.1.p
Description: SitEXPA-25
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Sitalica_v2_ 2
KEGG: https://www.genome.jp/entry/gn:T02818
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DOMAIN ARCHITECTURE

Superfanilies 95

List of domain hits o

Name Accession Description Interval E-value
[+] PLN00193 super family 33423 expansin-A. Provisional 23-248 7.96e-102

SEQUENCES
Peptide
>SItEXPA-25

MDMAKSLILCTALAACLTLAAAGWSQGTATFYGGPDGSDTMGGACGYDNLYNAG
YGVLNAALSQTLFNDGASCGQCYLITCDGSRQGGQYCKPGTSITVSATNLCPPNYAL
PNGGWCGPGRPHFDMSQPAFENIGIAQAGIIPVQYQRVQCKRSGGVRFSIAGSNYFLL
VNIQNLGGSGSVGAAWVKGEKTGWIQMSRNWGANWQALAGLVNQGLSFAVTSTG
GQYIQFLNVAPGWWQFGQTFTNNYQNFAY*

CDS (coding sequence)
>SItEXPA-25

ATGGATATGGCCAAGTCCCTGATTCTGTGCACAGCGCTCGCGGCGTGCCTCACGC
TCGCCGCCGCCGGCTGGTCTCAAGGCACCGCCACGTTCTACGGCGGACCCGACGG
CTCCGACACCATGGGTGGCGCGTGCGGGTACGACAACCTGTACAACGCCGGGTA
CGGCGTGCTCAACGCGGCGCTCAGCCAGACGCTGTTCAACGACGGCGCGTCGTGC
GGGCAGTGCTACCTCATCACCTGCGACGGGTCACGCCAGGGCGGCCAGTACTGCA
AGCCCGGCACGTCGATTACGGTCTCGGCCACCAACCTGTGCCCGCCCAACTACGC
GCTCCCCAACGGCGGCTGGTGCGGCCCGGGCCGCCCCCACTTCGACATGTCGCAG
CCGGCGTTTGAGAACATCGGCATCGCCCAGGCCGGCATCATCCCTGTCCAGTACC
AGCGGGTCCAGTGCAAGCGCAGCGGCGGCGTGCGCTTCAGCATCGCCGGCTCAA
ACTACTTCTTACTCGTCAACATCCAGAACCTCGGCGGCAGCGGCTCCGTGGGAGC
CGCCTGGGTCAAGGGCGAGAAGACGGGGTGGATCCAGATGTCCAGGAACTGGGEG
CGCCAACTGGCAGGCGCTCGCCGGGCTTGTCAACCAGGGGCTCAGCTTCGCCGTC
ACCAGCACTGGCGGGCAGTACATTCAGTTCCTCAACGTCGCGCCAGGGTGGTGGC
AGTTCGGCCAGACCTTCACCAACAACTACCAGAATTTCGCCTACTGA

Nucleotide
>SitEXPA-25

CCTCGTCTGCTCCGTTCCATCTCGTTCATTCTCTGCAGCTAACTCTGCATTGGCGTC
CATGGATATGGCCAAGTCCCTGATTCTGTGCACAGCGCTCGCGGCGTGCCTCACG
CTCGCCGCCGCCGGCTGGTCTCAAGGCACCGCCACGTTCTACGGCGGACCCGACG
GCTCCGACACCATGGGTAAGCTTCCATGCATCGCATTTCGGTACAAAGCTAAGAT
TTATAGATGCACATTTTGCTTATTACTCGGCAGTCGGCACGTACTGATCCGATGCA
TATCCATGTAGGTGGCGCGTGCGGGTACGACAACCTGTACAACGCCGGGTACGGC



GTGCTCAACGCGGCGCTCAGCCAGACGCTGTTCAACGACGGCGCGTCGTGCGGGC
AGTGCTACCTCATCACCTGCGACGGGTCACGCCAGGGCGGCCAGTACTGCAAGCC
CGGCACGTCGATTACGGTCTCGGCCACCAACCTGTGCCCGCCCAACTACGCGCTC
CCCAACGGCGGCTGGTGCGGCCCGGGCCGCCCCCACTTCGACATGTCGCAGCCGG
CGTTTGAGAACATCGGCATCGCCCAGGCCGGCATCATCCCTGTCCAGTACCAGCG
GGTCCAGTGCAAGCGCAGCGGCGGCGTGCGCTTCAGCATCGCCGGCTCAAACTAC
TTCTTACTCGTCAACATCCAGAACCTCGGCGGCAGCGGCTCCGTGGGAGCCGCCT
GGGTCAAGGGCGAGAAGACGGGGTGGATCCAGATGTCCAGGAACTGGGGCGCCA
ACTGGCAGGCGCTCGCCGGGCTTGTCAACCAGGGGCTCAGCTTCGCCGTCACCAG
CACTGGCGGGCAGTACATTCAGTTCCTCAACGTCGCGCCAGGGTGGTGGCAGTTC
GGCCAGACCTTCACCAACAACTACCAGAATTTCGCCTACTGAGACTTACAAGCAG
GAGAGCAATTAGTATTCTTCGCCATTTCTTGCAATTCGGTTGAGTGGCGAGTGAG
CGCTAGCTCATGATTTTGACGGAGCAAGCTCAACTTGTCATTCCATCCTTGGTGAC
CGCCTGACTGGCATCTCTCCTAGGTGATGCTCCGACTGCAGGAGGTGCGCAAAAT
GTATAATTTCGAATTTCCACCTCTTTGTGTATTTTTATTTCTCTTACAATTTTGTTC
CCAATGTTTTTAAATGTTTGTTTTACTTGAGTCTCAAATATACATGTAATATTATA
AATGAATTAATGGAGATTCATTGCTGAGTCAACAAAAAACCATTACCCTTGCATG
ACAGAATACGTTATAAATGTACCAGTACTGCAATATATTTCTGGATATTGGTGTG
AATTCTCTGAACACTAAATTTAAAATATTTGCACCAAAAATCTACTGGAACATAA
TTTCATATGTAGAAGGTAAGCATGCATAAACATGTAAATAGATATATAAAGATTT
ACAAACTTGATGGAAGCATCCAACAACATCCTTATCTTTTACTAGGGAAGTAAAG
TGTTTGACCTCACAAGGTTACCAATAAATAAAGCGGTAAAATGTCAATGTATGGC
ATGAATATATCATTGAGAAAATTAAGTTCATGTTGCCAGATCATTTCAATCTTAA
ACATCATCATTAATGTAGTTTTTTGTATTGGATGTATGTTGAAATTTATGGCAGAT
GATATAGGCGAATAAAGTTTCTTTTCTATAAAAGGTTATATTGAAAATTAAAATA
GATGCTTCCTTAGAGAGTTGGGATGGTAATCATGTGCCAAGAGTTGGATTA



