IDENTIFICATION

Species: Setaria italica

Locus: Seita.5G044100

Gene Model: Seita.5G044100.1.p
Description: SitEXPA-13
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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Query seq.
Superfanilies PLNOOOS0

PLN00050 s:‘;:'::m y cl «AFG'“'“’" expansin A; Provisional — l’;‘;zr::l E;v:;:-:-ﬂf’.
SEQUENCES

Peptide

>SItEXPA-13

MESLGLLVLALAAVLKLAGADSWNSGRATFYGGMDASGTMGGACGYGNLYSTGY
GTNTAALSTALFNNGRSCGACFEIRCSGSGSCLSGSALVTATNFCPPNYALPNNDGG
WCNPPQSHFDLAEPVFTKIARPSAGVVPVQYRRVACGRQGGIRFTISGHSYFVLVLIT
NVGGAGDVMAVSLKGSQTGWQSMSHNWGANWQSNALLDRQALSFQVTASDGRTV
TCPNAAPSGWSYGQTFSGNQF*

CDS (coding sequence)
>SItEXPA-13

ATGGAGTCCCTAGGCTTGCTGGTTCTTGCCCTCGCCGCCGTGCTCAAGCTCGCCGG
CGCCGACAGCTGGAACAGCGGCCGCGCCACGTTTTACGGTGGCATGGACGCTTCC
GGCACTATGGGAGGAGCGTGCGGCTACGGCAACTTGTACAGCACGGGGTACGGG
ACGAACACGGCGGCGCTGAGCACCGCGCTGTTCAACAACGGGCGGAGCTGCGGC
GCGTGCTTCGAGATCCGGTGCTCCGGCAGCGGCAGCTGCCTGTCTGGCTCCGCCC
TGGTGACGGCCACCAACTTCTGCCCGCCCAACTACGCGCTCCCCAACAACGATGG
CGGGTGGTGCAACCCGCCGCAGTCGCACTTCGACCTCGCCGAGCCGGTCTTCACC
AAGATCGCCCGCCCCAGCGCCGGCGTGGTGCCCGTCCAGTACAGGAGGGTGGCG
TGCGGGAGGCAGGGCGGCATCCGGTTCACCATCTCCGGCCACTCCTACTTCGTGC
TGGTGCTGATCACCAACGTCGGCGGCGCCGGCGACGTGATGGCGGTGTCGTTGAA
GGGGTCGCAGACGGGGTGGCAGTCTATGAGCCACAACTGGGGCGCCAACTGGCA
GAGCAACGCCCTGCTCGACCGCCAGGCGCTGTCGTTCCAGGTCACCGCCAGCGAC
GGCCGCACCGTCACGTGCCCCAACGCCGCGCCGAGCGGCTGGAGCTACGGCCAG
ACCTTCTCCGGCAACCAGTTCTAG

Nucleotide
>SItEXPA-13

CTCGCACTGCAGCAAGTTGAGCCATCAGCAACAGCAAGCCTAGTGGTGCTCATCT
AGCGCTGCAAGTACGTGAGTGCAAATCCCTAGCTAGATCTCTCTATCTTTCTTGTT
GGTTGCCTCTGCTAACTCGCTTGTTGATGCTTTTTAGAAGGACATACTATAATGGA
GTCCCTAGGCTTGCTGGTTCTTGCCCTCGCCGCCGTGCTCAAGCTCGCCGGLCGLLCG
ACAGCTGGAACAGCGGCCGCGCCACGTTTTACGGTGGCATGGACGCTTCCGGCAC
TATGGGTGAGCACTGAGTTCGCACACATTGCCCACAGATAGATACTGATGAAATC



ATGTTTCAGCAGCTCATTACATTACTGGATACTGATGTTCATTTTTGTGACGATGG
CGCAGGAGGAGCGTGCGGCTACGGCAACTTGTACAGCACGGGGTACGGGACGAA
CACGGCGGCGCTGAGCACCGCGCTGTTCAACAACGGGCGGAGCTGCGGCGLGTG
CTTCGAGATCCGGTGCTCCGGCAGCGGCAGCTGCCTGTCTGGCTCCGCCCTGGTG
ACGGCCACCAACTTCTGCCCGCCCAACTACGCGCTCCCCAACAACGATGGCGGGT
GGTGCAACCCGCCGCAGTCGCACTTCGACCTCGCCGAGCCGGTCTTCACCAAGAT
CGCCCGCCCCAGCGCCGGCGTGGTGCCCGTCCAGTACAGGAGGTTTGCACCGCCG
ACAGTAATGGCCGGTCAATGCTTGTCAGACACTGAATGAATGGTGTTGATAAATT
TCGGTGTGCGCAGGGTGGCGTGCGGGAGGCAGGGCGGCATCCGGTTCACCATCTC
CGGCCACTCCTACTTCGTGCTGGTGCTGATCACCAACGTCGGCGGCGCCGGCGAC
GTGATGGCGGTGTCGTTGAAGGGGTCGCAGACGGGGTGGCAGTCTATGAGCCAC
AACTGGGGCGCCAACTGGCAGAGCAACGCCCTGCTCGACCGCCAGGCGCTGTCG
TTCCAGGTCACCGCCAGCGACGGCCGCACCGTCACGTGCCCCAACGCCGCGCCGA
GCGGCTGGAGCTACGGCCAGACCTTCTCCGGCAACCAGTTCTAGCCGGLGCCGGC
CGCCGGCCACGGTTAGCAGCAGCGCGTGCGCGTCGCCGGAGGAGGGCTCTGTTTT
GAAGCAGCTCGCTCGAGAGCGGCAAAAGGTCTCTGCTCTGCTGCTGTGCTCTGGT
TGCGGTAGTTACGGACTTGTGACTTTTACGTTTTTGCGACTCGCAAGGCGTGTGCG
CCTTCGCCAGCCGCCGAAGATGGGGCTCGGGGCGTTTTTAACTTGAGCAGGCGTA
TGCTTTGCGGGGACGCTTTGATTAGTCGGGGGGTTGACGCTTGAGCTCTGATGAC
AAATAATTAATGGCTGGTGGCTGTGGTGATGAGCAGAAATTAGCGGGCTCGTCAC
CCGCGCCGTGTACCACGTGATTGCATCTCTGCTTGCTTGAATCAATGGATTGTGTT
TGGGAGTTTAGCTTAGTAAATTCTTCTCTTTGTATGTTCATCACTACAGCGTTTCCT
GCTAACTTGGTATGTGTTCCAGACATTCAGTGAAAGAAAGAAAATTATGTAGTCA
TCATGTGAACAACGAGCAAAGGGAAAACATTGGATGGATCATGGATCCAGTGAC
CAGAAAAGGGAGGGACTGAATCCAATAAGAATTGGAATGTGGCTTCTTATTGTTA
TTATTCATAGAAAAGAAAACAACAAAAAAAGAATCGAAGAAGGTTAAGCTTGGT
TACTGAATTAATCGGAGACCAAAGCAATCAAGAGTCCATGGGACCAAA



