IDENTIFICATION

Species: Setaria italica

Locus: Seita.5G363100

Gene Model: Seita.5G363100.1.p
Description: SitEXPA-16
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

EXTERNAL RESOURCES
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DOMAIN ARCHITECTURE
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Superfanilie: LN00133

List of domain hits

Name Aunsslnn Description Interval E-value
[+] PLN00193 super family cl334, expansin-A. Provisional 1-250 495e-126

SEQUENCES
Peptide
>SItEXPA-16

MATANVLLLLLCSAVCFLARRAAGDYGGWQSAHATFYGGGDASGTMGGACGYGN
LYSTGYGTNTAALSTALFNDGASCGQCFELRCDNAGASCLPGTITVTATNFCPPNYG
LPSDDGGWCNPPRPHFDMAQPAFLQIAQYRAGIVPVAYRRVPCVKKGGIRFTINGHS
YFNLVLVTNVAGAGDVQSVSIKGSSTGWQAMSRNWGQNWQSNSLLDGQALSFKVT
ASDGRCVTSNNAAPAGWSFGQTFEGSQF*

CDS (coding sequence)
>SItEXPA-16

ATGGCAACCGCCAATGTCCTCCTCCTCCTGCTCTGCTCCGCCGTCTGCTTCCTCGC
CCGCCGGGCCGCCGGCGACTACGGCGGGTGGCAGAGCGCCCACGCCACGTTCTA
CGGCGGCGGCGACGCGTCCGGCACAATGGGCGGGGCGTGCGGGTACGGGAACCT
GTACAGCACCGGGTACGGCACGAACACGGCGGCGCTGAGCACGGCGCTGTTCAA
CGATGGCGCCTCCTGCGGGCAGTGCTTCGAGCTGCGCTGCGACAACGLCCGGGGLEG
TCGTGCCTGCCGGGCACCATCACCGTGACGGCCACCAACTTCTGCCCGCCAAACT
ACGGCCTCCCCAGCGACGACGGCGGCTGGTGCAACCCGCCGCGCCCGCACTTCGA
CATGGCCCAGCCAGCCTTCCTCCAGATCGCCCAGTACCGCGCCGGCATCGTGCCC
GTCGCCTACAGGAGGGTGCCGTGCGTGAAGAAGGGCGGGATCCGGTTCACCATC
AACGGCCACTCCTACTTCAACCTGGTGCTGGTGACCAACGTGGCCGGCGCCGGLG
ACGTGCAGTCCGTGTCCATCAAGGGCTCCAGCACTGGGTGGCAGGCCATGTCCCG
CAACTGGGGCCAGAACTGGCAGAGCAACTCGCTCCTCGACGGCCAGGCCCTCTCC
TTCAAGGTCACCGCCAGCGACGGCCGCTGCGTCACCAGCAACAACGLCLCGLGLCC
GCCGGCTGGTCGTTCGGCCAGACCTTCGAAGGCAGCCAGTTCTAG

Nucleotide
>SitEXPA-16

GCAACTCTCGATCCTAATCAGCTCCCTCGCTTTAGCTCGCTCGCTAGCTAGCTCGA
GAGGCAGCGTCTGTGCTGCGATGGCAACCGCCAATGTCCTCCTCCTCCTGCTCTG
CTCCGCCGTCTGCTTCCTCGCCCGCCGGGCCGCCGGCGACTACGGCGGGTGGCAG
AGCGCCCACGCCACGTTCTACGGCGGCGGCGACGCGTCCGGCACAATGGGTGAG
TGCTCGATTGCGAGCGCCGATCCGTTAGAACAGGATACCCATCGATCTTAGGTCG
TTGAGCTGACACCGTTTGGAATGCGCGGCTTTGTTGCAGGCGGGGCGTGCGGGTA



CGGGAACCTGTACAGCACCGGGTACGGCACGAACACGGCGGCGCTGAGCACGGC
GCTGTTCAACGATGGCGCCTCCTGCGGGCAGTGCTTCGAGCTGCGCTGCGACAAC
GCCGGGGCGTCGTGCCTGCCGGGCACCATCACCGTGACGGCCACCAACTTCTGCC
CGCCAAACTACGGCCTCCCCAGCGACGACGGCGGCTGGTGCAACCLCGLLGLGEC
CGCACTTCGACATGGCCCAGCCAGCCTTCCTCCAGATCGCCCAGTACCGCGCCGG
CATCGTGCCCGTCGCCTACAGGAGGTAAGATTTCCTGCGATCCATGCATCTTCGA
GTTAATAGCTTGTCCGCGTACTGTGGGCGGGTCCAGACTTAGCCCCCGTGCGGGT
GTCGGTTCTTCGGATCAAGGCTGGCTGCTGGACCCCCGGCTATCGACGCGTCAGG
CATGCCATGTTACGTGGGCCAGCCGGCAGGTTTTCTTCTTTTGTTGGTTGGGCGTC
CGTTCCGTGTGTGCCATGCATGCACGATCGCGACTTGACCTGCTGTTTCCCAATAG
CAATAGATTAGGCGTCGCACTGATGACCTAGATGAGCTTGCATGTTAGTATGTTA
CACTCTGATTCCGATTTCTGCAAGTTGCAAGCATCACGATCGACCGGCGACAGTA
ATGCTTGGCCTGTCATCTACTACTCTGAACTTTTCACTTTTCAGTACAGTTTAACT
GATCGCATTTGCGCTTGTATCGTTGGCAGGGTGCCGTGCGTGAAGAAGGGCGGGA
TCCGGTTCACCATCAACGGCCACTCCTACTTCAACCTGGTGCTGGTGACCAACGT
GGCCGGCGCCGGCGACGTGCAGTCCGTGTCCATCAAGGGCTCCAGCACTGGGTG
GCAGGCCATGTCCCGCAACTGGGGCCAGAACTGGCAGAGCAACTCGCTCCTCGA
CGGCCAGGCCCTCTCCTTCAAGGTCACCGCCAGCGACGGCCGCTGCGTCACCAGC
AACAACGCCGCGCCCGCCGGCTGGTCGTTCGGCCAGACCTTCGAAGGCAGCCAGT
TCTAGCCGCCCCCCGCGCCCGCTCGATGCAGGGCGTAGAGTATTTGTTTATTCCCG
TACGTGACGACGAGGATCGATTTGCATTCGTAGTGTGAGCGACAGGAGAAGGAA
GGAAACCGGCCTCTTCGTTGTAGTAAAAGAAGAGCCCGCCGGCCATTCTGAGGCT
GCTTATTAGCACCCGCTTAGGCCTTTCCTTCTCTGATGATGATGATAGGATTAAGT
TATTTTTCTGCACCAGTGATCGTTGTAGCCTTGGGTTAAGGAGAAAAAAAGACCT
TGCAGGGCTGATTATTGTAGGGCTAGCTGCAGGGGAGTGTGTGTGGTGTCGTGTA
ACTTTTGTTGTTACATTGTAACCCCAGAAGCGATCCCAGAGCCACATGGGGTGGG
AGATGTTTGTGGGGGGATTGCGCCTTTGGGACCGTGAACAATGCTTGTTTATGGT
CTATACTTATGCGGTATATATGGTGTGCTTGTGCTTTAATCTTCAGTTGTGTCCTTT
TTGTCGTCGATCTGTCGCCGCCTTATCGGCTTGCGATGGCGACGTGTGTGGTGTGG
TGCGGTATGGTGACGGGTGAGTTGTCATTTCGAAGCTTTACGAGCAGAAAGATTC
TGTACAAGTATATG




