IDENTIFICATION

Species: Setaria italica

Locus: Seita.9G157100

Gene Model: Seita.9G157100.1.p
Description: SitEXPB-16
Family: Beta 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



https://phytozome-next.jgi.doe.gov/info/Sitalica_v2_2
https://www.genome.jp/entry/gn:T02818
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DOMAIN ARCHITECTURE
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Query seq.
Specific hits I ]

Superfanilies PLNO3IZ3
DPBB_R1pA_EXP_N-1like superfamily

List of domain hits ol
+ Name Accession Description Interval E-value
[+] DPBB_EXPB_N 122275 N-terminal double-psi beta-barre! fold domain of the bata-expansin subfamily; Beta-expansing 51-174 1.56e-70

[+] PLNO3023 super family 3362 Expansin-like B1, Provisional 21-273 2.14e-45

SEQUENCES
Peptide
>SItEXPB-16

MSLTLSAVATCHRVQCMASKIHPLSFIAITALAFLLHPCASIEFRRELSGWSNGIATWY
GTADGAGSDAGACGFQNDVDQPPFSSMIAAGCSSIYDSGKGCGSCYQVVCTGNGGC
SGNPVTVVITDECPDCPCPDDQVHFDMSGTAFGAMAKPGQEGQLRGAGSIQIQYKRV
QCEWPGVNATFSVESGSSPSYLAVLIEYEDGDSDLDAVDIMQGGSGQWVPMQQSWG
AVWKLNSASPLQGPFDIRLTFSSGRVLVASNAIPAGWNAGVAYRSGGVAVARARPRS
GGCRSHDAAGTLSGLVYVLLLLVLFLGLEL*

CDS (coding sequence)
>SItEXPB-16

ATGTCTTTGACCTTATCAGCCGTGGCTACATGTCACAGGGTGCAGTGTATGGCTTC
CAAGATCCATCCGTTGTCTTTCATTGCCATCACAGCTCTCGCCTTTCTTCTCCACCC
TTGTGCATCCATTGAGTTCCGCCGTGAGCTCTCTGGTTGGTCCAATGGTATCGCTA
CATGGTATGGCACAGCTGATGGTGCAGGAAGTGACGCTGGTGCGTGTGGGTTCCA
GAATGATGTTGACCAGCCACCATTCTCCTCCATGATCGCCGCTGGCTGCTCTTCCA
TCTACGACTCTGGCAAGGGCTGTGGTTCTTGCTATCAGGTGGTGTGCACTGGCAA
TGGTGGTTGCTCTGGTAACCCGGTGACTGTTGTCATCACCGACGAGTGCCCTGAC
TGCCCATGCCCGGATGACCAGGTGCACTTCGACATGAGCGGGACAGCGTTTGGTG
CCATGGCGAAGCCCGGCCAGGAAGGCCAGCTTCGTGGCGCCGGCTCCATCCAAA
TCCAGTACAAACGTGTGCAGTGCGAGTGGCCTGGGGTGAACGCCACCTTCTCCGT
GGAGTCCGGGTCCAGCCCGAGCTACCTGGCCGTGCTCATCGAGTACGAGGACGG
CGACAGCGACCTCGACGCCGTGGACATCATGCAGGGCGGGTCGGGGCAGTGGGT
GCCGATGCAGCAGTCGTGGGGCGCCGTGTGGAAGCTGAACTCGGCTTCACCCCTC
CAGGGCCCCTTCGACATCCGCCTGACGTTCAGCTCCGGCAGGGTGCTCGTCGCCA
GCAACGCCATACCCGCGGGCTGGAACGCCGGCGTGGCGTACCGGTCGGGLCGGLG
TGGCGGTGGCGAGGGCCAGGCCCAGGAGCGGTGGCTGCCGGAGCCACGACGCTG
CTGGGACACTCAGCGGGCTGGTGTATGTCCTCCTCCTACTTGTGTTGTTTCTGGGA
TTGGAGTTGTGA

Nucleotide

>SitEXPB-16



GGTACTAGTAATGTGAGTCGCTTTCCTTTCCAATTGCCATGTCTGGACTTTTCCAG
CATAAACCCTGTTCCCCCTCCCTCGCTCGACCTCCAGTCTCCGCTCCCCGCCACCC
CCATCGCTCGCTCCTCTGCTCCTCCTCGCGCCGCGGCGGCCGCCCCGCCGCCGCCA
CCCACATTCAACGAAATCCACCTCTACTCGGGATACAACACGTGCCATCGCAGCC
GCTTCTCCACTTCCCGGTCCGGACCCCCAAGTGCCAAGCCCCCAGGCCCLGGLGL
CGACCGCCTCGTCGCTGCGTGCAACGCGTCCCCGGCCCCGGGLCGGCGGGAATCCG
CAGGCCGGCTCTAGCTAGGTCCGCCGCTGGTACAGCTAGCGCGCTCGAGCCTCGA
GGCTCGCCTTTTGCTGGATTCGTCCCTGACCTTTGCCGGCATTTGGTGCCCGCTGC
AGGCAGCGGCGCCGGCGAGGAGCGTGCGTGTTGCTGCGGTGGGGGACGGCGGCC
GCTCGGGCTGGTGGCGTGCGCGTGGCCGCGTCCGGGCGTTGCAGCTTCGTGCTCT
ACACTGCTTTTGACTGTTAGTATCTACAGCCTACAGGTAATTCTCCTCTGTTGTTG
TTGCTGCTGCATATTTTATACGTGTTCTTATATTGAGTTGGGGATAGTAGTTAATT
CAGAACACGGCCGCTTCAAGGCCGGCGGGTAACACTTTTGGAATTCTCTGCGTCA
TCTCAGCTATTGTCGTCTTTAACCGCTTTTCAAAATGAAGTATTCAAGTTCCACTG
TATCAGATATTCAGATATGACTTGCGGACTTGTAACTTGTAAGTAGGCAGTATGG
GATCCTGACCATTCCTGGGACAAATTGTGCATTCAGCTGATAAAAGATGCTTGTA
CGTGGCATCTACAGATCCAAAGCCACCGCATAGTTTGCTCTCTAAACTGCATCTA
CAGATGCAATCCTGAACGAATCTAGTCTCATACCTACTTGGTTTGAAAATACATC
ATTGGCAACTCAAAATTCTCCCAAATTTACTCCCAGTTGGCAATTGGCATGCTGTT
TGGTCATGATTTGACCGATGCATTCTAGATTAAAATGCACTGCCAAATCCTGTAA
CTCCTCTCCCCAAGGAGAGCAGCTGACTGTTCTTGATCATCTATGTCCTTATGCAA
ACTGTCCATCACACAGTGAAAATAGCGCTTCTATTATCTTTCCTCGAGCTAAAGTT
TAGTACGTGTCACGTCGAATATTCGGAGGCTAATTAGGAGAACTAAATATGAGTT
AATTGTAAAACTAATTGCACAGATGGAGGCTAAACGGCGAGACGAATCTATTAA
GCCTAATAATCCATCAANNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNTCCATCATTAGCAGCACATTGTCAAATCATGGACTAATTAGG
CTTAATAGATTCGTCTCGCCGTTTAGCCTCCATCTGTGTAATGAGTTTTGTAAATA
GTCTATGTTTAATACTCCTAATTAGTATCTAAATATTCGATGTGACAGGTGCTTAA
AAATAAGCAACGGGAACCAAACGGGGCCCTAGTCTTCTCTCTCTCGCCGCCCTCT
GTGTGCAATTCCACAATGTCTTTGACCTTATCAGCCGTGGCTACATGTCACAGGGT
GCAGTGTATGGCTTCCAAGATCCATCCGTTGTCTTTCATTGCCATCACAGCTCTCG
CCTTTCTTCTCCACCCTTGTGCATCCATTGAGTTCCGCCGTGAGCTCTCTGGTTGGT
CCAATGGTATCGCTACATGGTATGGCACAGCTGATGGTGCAGGAAGTGACGGTA
AGAGATCATCTAAAAGTCAATCACATGCTGTAGCTCTTCCAAACAGAATGATGTA
GCTGGTGTGCCTTTGTAAAGTAACTTGCTTGAATTTTTCGATCACATGTTGTAGCT
GGTGCGTGTGGGTTCCAGAATGATGTTGACCAGCCACCATTCTCCTCCATGATCG
CCGCTGGCTGCTCTTCCATCTACGACTCTGGCAAGGGCTGTGGTTCTTGCTATCAG
GTACCTTAGCAGTTGAGAGATAGTGTGTTAACGAACGGTTGTGCATTGTCTGCGA
TTTGACATTTGAAGATTATTCATCAGGTGGTGTGCACTGGCAATGGTGGTTGCTCT
GGTAACCCGGTGACTGTTGTCATCACCGACGAGTGCCCTGACTGCCCATGCCCGG
ATGACCAGGTGCACTTCGACATGAGCGGGACAGCGTTTGGTGCCATGGCGAAGC
CCGGCCAGGAAGGCCAGCTTCGTGGCGCCGGCTCCATCCAAATCCAGTACAAAC
GGTACCCGCACAAGCCTGTTTGCTTACTGTAAAGAGATTTTCAGTTCTATAAACG
CCAATCTCTACCCTACTGTACAGTGTGCAGTGCGAGTGGCCTGGGGTGAACGCCA
CCTTCTCCGTGGAGTCCGGGTCCAGCCCGAGCTACCTGGCCGTGCTCATCGAGTA
CGAGGACGGCGACAGCGACCTCGACGCCGTGGACATCATGCAGGGCGGGTCGGG



GCAGTGGGTGCCGATGCAGCAGTCGTGGGGCGCCGTGTGGAAGCTGAACTCGGC
TTCACCCCTCCAGGGCCCCTTCGACATCCGCCTGACGTTCAGCTCCGGCAGGGTG
CTCGTCGCCAGCAACGCCATACCCGCGGGCTGGAACGCCGGCGTGGCGTACCGGT
CGGGCGGCGTGGCGGTGGCGAGGGCCAGGCCCAGGAGCGGTGGCTGCCGGAGCC
ACGACGCTGCTGGGACACTCAGCGGGCTGGTGTATGTCCTCCTCCTACTTGTGTTG
TTTCTGGGATTGGAGTTGTGAAGTGTGGACTGAACTACATTCTCGGAAAAAAAGT
GTGGACTGAACTGCGATGCATTTCTGGCGCTACTCTCCGCCCATGTAAATATATA
CAGTATATATGTTCATGAGAAGGCACATGTTATGTTCTGCTTATGGTTGGTCATAT
TTTCGAAATCATTTTGG



