IDENTIFICATION

Species: Setaria viridis

Locus: Sevir.1G253100

Gene Model: Sevir.1G253100.3.p
Description: SVEXPB-01
Family: Beta Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Sviridis_v2_1
KEGG:-

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Sviridis_v2_1

GENE STRUCTURE

SvEXPB-01 -
3

L 1 I 1 1 1
tibp T 106K 15000 200 2500bp

Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

feo Y8yt %,
Query seq. PKARVGAVSPYLIF KS GE GOGAC YKWRCLDHN ICSRRAY TV TV TOECP GGVE GG GRTHF O SGAAF GRLAVAGAGCOLRNRGET NVYFRR TRCRY GG KN TAF HVNE GST SFWL SLLVEFEOGOGDIGSMOL KOANS ADWOOMCHI WGATWSL TP GPLYGPFSYRL TTL TGO TL TRODYIPKNWTPKATY TSRLNF Fik

Superfanilies ¢ OPEE_R1pA_EXP_N-1ike superfamily

PLN03 023
List of domain hits d
Name Accession Description Interval E-value
[+] DPBB_RIpA_EXP_N-like super family 41724 double-psi beta-barrel fold of RIpA, N-terminal domain of expansins, and similar domains; The 192 1.64e-47
[+] PLN03023 super family cl33621 Expansin-like B1; Provisional 3-104 4.06e-38

MKARVGAVSPVLFKSGEGCGACYKVRCLDHNICSRRAVTVIVTDECPGGVCGGGRT
HFDLSGAAFGRLAVAGAGGQLRNRGEINVVFRRTACRYGGKNIAFHVNEGSTSFWL
SLLVEFEDGDGDIGSMQLKQANSAQWQDMQHIWGATWSLTPGPLVGPFSVRLTTLT
GKQTLTAQDVIPKNWTPKATYTSRLNFA*

CDS (coding sequence)
>SVEXPB-01

ATGAAGGCGCGCGTGGGCGCGGTGAGCCCCGTGCTGTTCAAGTCCGGCGAGGGC
TGCGGCGCCTGCTACAAGGTCCGGTGCCTCGACCACAACATCTGCTCGCGCCGCG
CCGTCACGGTCATCGTCACGGACGAGTGCCCCGGCGGGGTCTGCGGCGGCGGAC
GCACGCACTTCGACCTCAGCGGCGCCGCGTTCGGCCGCCTCGCCGTCGLLCGGLGL
CGGCGGCCAGCTGCGCAACCGGGGCGAGATCAACGTCGTGTTCCGCAGGACGGC
GTGCAGGTACGGGGGCAAGAACATCGCCTTCCACGTGAACGAGGGCTCCACCAG
CTTCTGGCTCTCCCTCCTGGTCGAGTTCGAGGACGGCGACGGTGACATCGGATCC
ATGCAGCTCAAGCAGGCAAACTCGGCGCAGTGGCAGGACATGCAGCACATCTGG
GGGGCCACCTGGAGCCTCACCCCGGGLCLCCGCTCGTCGGGCCCTTCTCCGTGAGGC
TGACGACCCTGACCGGCAAGCAGACGCTCACGGCCCAGGACGTCATCCCCAAGA
ACTGGACCCCCAAGGCCACCTACACCTCCCGCCTCAACTTCGCGTAG

Nucleotide
>SVEXPB-01

GGCGCGTGCGGGTACGGGACGCTGGTGGACGTGGTGCCGATGAAGGCGCGCGTG
GGCGCGGTGAGCCCCGTGCTGTTCAAGTCCGGCGAGGGCTGCGGCGCCTGCTACA
AGGTCCGGTGCCTCGACCACAACATCTGCTCGCGCCGCGCCGTCACGGTCATCGT
CACGGACGAGTGCCCCGGCGGGGTCTGCGGCGGCGGACGCACGCACTTCGACCT
CAGCGGCGCCGCGTTCGGCCGCCTCGCCGTCGCLCGGCGCCGGCGGLCCAGCTGLGL
AACCGGGGCGAGATCAACGTCGTGTTCCGCAGGTACGGTGGTGACAATGAGACC
ATCCACTAGTGGTTATGTACGAGTAGGACAGACATGAATGCTGTAAAGAGTAAA
AGAAACGCTGGCGGCGGTTGCGGTCAACCGTATCCGGCAAACTGCTCAACTGCAT
GCCTTGCGTCTGACGTTACTAGAAACGCAGACACTTGAACTCTGTCAAAAAGGGA



TTCTACAGTACCGTGTTTTTCCCGGCAGTGGTACCACAGAGAGTTGACAGAGTTA
AAAATGTGCTGCTGTCAGACGAAGCACTTCGGGGGTGAGGAGATCAATGATCGT
GAGGAATTACATACCTACATATATACTCCTATAAAGATGTAATTATTGCAAGTTG
GGAGGAAAGAAAATAGCTTAGAGTTGGGTGGTCCTGTTCATAGATGTGCACTTAT
TTTAGAATAAATTTTGAACTCTAGAAATTTTGAACTCTTGAAAAAAACAACGGAG
GGAGTATGCGTGTACTCTCTCCGTTCCAAACTGTAGATCATTCCAATTTTTTTGAG
AGTCAAACCATTTTATGTTTGACCAAAATTATAGAGAGGATTACGAAGATTTATA
GCACCAAATAGATATACTATAAAAATATATTTAATGAAGAATCTAATGGTGCTTA
TTTGGTATCATAAATGTTCATAGTTTATTGTATAAATTTAGTCAACTTGAGATAAT
TTGACTCTCCAAAAAAATTAGAATGACTTACAAGTTGAAACGGAGAGATTACCTT
ATGCCCCTGCAGCCCCGCCGCCCGCGGTAGTTGTTTGATCTTGGACGTGCACCAA
GCAGAAATCAATGCGCGCGCGACAGAGTTCGCACGGTCCGTACTCGCTCATGGCG
TGTGTTGGAATGAGTAGCTACAGTTTACGATGAGCGACGACCAGCGTGTTGCGTG
CTTCTGGGGTAACTGGGCGGTGAATACTACTTCAGTACTGACTACTGACGGGTGG
GGCTTACGGGCGTTTGTATGCTTGCAGGACGGCGTGCAGGTACGGGGGCAAGAA
CATCGCCTTCCACGTGAACGAGGGCTCCACCAGCTTCTGGCTCTCCCTCCTGGTCG
AGTTCGAGGACGGCGACGGTGACATCGGATCCATGCAGCTCAAGCAGGTAACAA
CACATCACCGGACCTTTTCTTCACACTTCCCACTTCACACCGCGCACAAGTCGACT
CCATCTCGCCGCCTATGCAATGCTGAATACGAGGGCTCTGCCTCAATAATCCGGT
GGGCAGGGTGTTGGCGATTTGTTTTCCTAGGGACAGCCAGGTGTTCGTGGGCACT
GGCCACTGGGCAGCACTAGTGCAGCATGTGAGTGGGAACCCTCCTTTTCACATGC
GTGTGTGCTAGGGACACGGGCGATGGTTTTCTGGACGGATGGGCCAGCATGGGCC
GGAGCTAGGCCTTTTCTGTCTGTTTCCCTTTTGTGCTTGCTCGCAAACTTTTCTTTC
ATCAACTTTGTCGTGCATTGGCTATTGTTGGCAGTATAATAATGGGTTCCTTCTAG
AAATCTAGACTCACATAGTCACATGCAGGTTCTCTCAGAGAAAACAACGACACG
GGGGGAGCTAGCTAGTAGAAGGAAACTAGGCTAACTTGGTACAGTTTGGAGCTTT
TGCCGGGCAAGTCTAGCGTGGTATGGCACAAGGCAGTGTTTTGTTACCCCTACGC
TGTAAATAGTAATTTGTACTGGTTCATAGGTAGGCAAAGGGAAAGGTTATGTGCC
TGAAGTGCTTCAGTTGACAGCTACACGTGCTCCAGTTCATTTTGTCAAGAGAATA
ATCTGCTCCTTTCCCCTATAGCCTGCTTCTGCTTGTACAATAATTGCTACAACCTTT
CAACAGTGTCCCTCCATCATGTGGGGAATAAAGATGGAGTTAAACTCGTCTTCCG
GTCTCACACTGTCGAAAGTTCCTGTGGTTTTCTAGAGTGACAGCAATTGCAACTTC
TCTGGATGCAGGCAAACTCGGCGCAGTGGCAGGACATGCAGCACATCTGGGGGG
CCACCTGGAGCCTCACCCCGGGCCCGCTCGTCGGGCCCTTCTCCGTGAGGCTGAC
GACCCTGACCGGCAAGCAGACGCTCACGGCCCAGGACGTCATCCCCAAGAACTG
GACCCCCAAGGCCACCTACACCTCCCGCCTCAACTTCGCGTAGATGAAGCCCGCC
GGGCTCGCGTATTCTCAGCCCGCGGTGTAGTTCAATGGGCTTAGATACAGTCATT
TGGAGGCCCATACTGTTCTCGTGTAGTTTGAGCGTGTCGAGCAAGTATTTGGGCC
CAGGTAGCCCTCTCCACCTAAAAAGGGCAGGAGAGAGAGCGTGTGATTGGTTGG
TGTGAGCCGCATGCTTCCTGGAGGCTGGAATGGGAGCTCCGGTGAAGAGCGGCTT
GGATGAACTCATGGTCCTCGGTCTACAATCTACTTATACTTGTTTGTGCGTTTTTT
ATTTACGACTGTTACTATGCCCTTGGTATATTTGGGTTGTAACTTGTGACTTGTGC
ACCGTAAACTATAATCTTATATTGTTCGTTCCTGTTACCTATCAAGGAATGGAGCC
ATATGAAATTATGGAAGTTCACATGATCAACTGTCGCTGTTCACTGTTCACGAAC
TATGTATGTTGCCGTCTGCGCTGCGATGCTTGAATGAAACAAAGGACAGTCCACT
GGAG






