IDENTIFICATION

Species: Setaria viridis

Locus: Sevir.9G556200

Gene Model: Sevir.9G556200.1.p
Description: SVEXLA-06
Family: Expansin Like Alpha

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
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Query seq.

Specific hits L Pollen_allerg_1

Superfanilies DPBB_R1pA_EXP_N-1like superfamily Pollen_allerg_1 superfamily

List of domain hits L
Name Accession Description Interval E-value
[+ DPBB_EXLA_N cd2227¢ N-terminal double-pei beta-barrel fold domain of the expansin-like A subfamily; Expansin-like 32-153 7.08e-68
[+] Polien_allerg_1 plam01357 Pollen allergen; This family contains allergens lel PI, Pil and PIll from Lolium perenne 160-234 2.04e-16

MREMAVPVRLASASSSLSLLLLVLLPLLASACDRCVHHSKAAYYASSLTLAGGSCGY
GAEAASMGGGFLAAASPALYRAGVGCGACFQVRCKDRKLCAAAGARVVVTDRAR
TNRTDLVLSSPAFAAMARPGMAARLAKRRTVDVEYKRVPCEYKHRNLSVRVEEKSR
APSELTIRFLYQGGQTDIVAVDVAQVGSSNWKFMTRDYGPAWSTSQAPPGPLQLRV
VVTGGYDGKWVWADREVLPRRWRAGEVYDTGVQIADIAQEGCFPCDTHEWE*

CDS (coding sequence)
>SVEXLA-06

ATGAGGGAGATGGCCGTCCCTGTCCGCCTCGCCTCCGCTTCCTCCTCCCTTTCGCT
CCTCCTCCTCGTCCTGCTCCCGCTCCTCGCCTCCGCCTGCGACCGCTGCGTCCACC
ACTCCAAGGCCGCCTACTACGCCTCCTCCCTCACCCTCGCCGGCGGCTCCTGLCGG
GTACGGCGCCGAGGCGGCGTCCATGGGCGGCGGCTTCCTCGCCGCGGCGAGLCCC
CGCGCTGTACCGGGCCGGCGTCGGCTGCGGCGCCTGCTTCCAGGTCCGGTGCAAG
GACAGGAAGCTGTGCGCGGCGGCGGGCGCCAGGGTGGTGGTCACGGACCGLGLC
AGGACCAACCGCACCGACCTCGTCCTCAGCAGCCCCGCGTTCGCCGCCATGGLGC
GACCCGGCATGGCCGCGCGCCTCGCCAAGCGCCGCACCGTCGACGTCGAGTACA
AGAGGGTGCCGTGCGAGTACAAGCACCGGAACCTCTCGGTGAGGGTGGAGGAGA
AGAGCCGCGCCCCCAGCGAGCTGACCATCAGGTTCCTCTACCAGGGCGGCCAGA
CTGACATCGTGGCCGTCGACGTCGCACAGGTCGGTTCGTCCAACTGGAAGTTCAT
GACGCGCGACTACGGCCCGGCGTGGAGCACGAGCCAGGCGLCGLLGGGGLLeaET
GCAGCTCAGGGTGGTGGTGACCGGCGGGTACGACGGCAAGTGGGTCTGGGCCGA
CCGCGAGGTCCTCCCGCGGCGGTGGCGCGCCGGCGAGGTCTACGACACGGGTGT
CCAGATCGCTGACATCGCCCAGGAGGGCTGCTTCCCCTGCGACACGCACGAGTGG
GAGTGA

Nucleotide
>SvEXLA-06

CGCAGGGACGGCCGTAGCCCCATCCCGGCGGCACCGAGCAGLCCGTCCGTCCCTG
GACTCCTTGTTCCCACGCGCATGGCATGATGTACACCCCGCTCCTACTCGCGCCTC
ATCCGTGGTATCCTATTCCTCTCCCCGTCCCTGTCGCTCCCGTCGCCGACTCGCCG



TAGCAGCAGCAAGGGTTTGTTTGTTATACGGGTTGCTCTGCTCCTTCGGGTACCTG
CACGGCTACACTACACCTAGTTACAGTTACAGCGAGGAGCGTGCCTTCTGCGACC
TCAGCTGACCTCAGCTCAGCACAAGGACAAGGGAGGGGCGCGTTGCTGTGTGAC
TGTGTGCCTAGTGCGCTGGGATGGTGTATAAAAGCAGTCGTGAAGCACAAGGAT
GCCCCTCTCGCCGCCTCTGAGCCAAGCAAGGATCGATCGACCACTCGACCCGACC
CACTCCGCGCGATGAGGGAGATGGCCGTCCCTGTCCGCCTCGCCTCCGCTTCCTC
CTCCCTTTCGCTCCTCCTCCTCGTCCTGCTCCCGCTCCTCGCCTCCGCCTGCGACCG
CTGCGTCCACCACTCCAAGGCCGCCTACTACGCCTCCTCCCTCACCCTCGCCGGTA
CGCCGCCTTCCATCGGTCGGCAGCGACCGCACGCCGATCGCCCGACCTCGCTCTG
TTTCTTTTATGATTCTAACCAGAGTTCGTTCGCGTTGCGTTGCGTGCAGGCGGCTC
CTGCGGGTACGGCGCCGAGGCGGCGTCCATGGGCGGCGGCTTCCTCGCCGLCGGC
GAGCCCCGCGCTGTACCGGGCCGGCGTCGGCTGCGGCGCCTGCTTCCAGGTAATA
ATTCCCGCCTCGGCATCATCCAGAACCAGAAACGCGTTTGCCACCCTTGATTTTG
ATTCGATCCGGCGCGCCCGCAAACGCCCCTGCCTCTGCAGGTCCGGTGCAAGGAC
AGGAAGCTGTGCGCGGCGGCGGGCGCCAGGGTGGTGGTCACGGACCGCGCCAGG
ACCAACCGCACCGACCTCGTCCTCAGCAGCCCCGCGTTCGCCGCCATGGCGCGAC
CCGGCATGGCCGCGCGCCTCGCCAAGCGCCGCACCGTCGACGTCGAGTACAAGA
GGTGGGTGGGTAAAGTAAAACACAATCCAGGAGATGAGATTAACCGCCTCTTCTT
TCTTTCTTTCACCAACCGCTGCACCATGTGAATTGGAAACCGGCCGGAGGGCTCA
GTTTTGTCAGCGCTGCGCCATGTGCAGGGTGCCGTGCGAGTACAAGCACCGGAAC
CTCTCGGTGAGGGTGGAGGAGAAGAGCCGCGCCCCCAGCGAGCTGACCATCAGG
TTCCTCTACCAGGGCGGCCAGACTGACATCGTGGCCGTCGACGTCGCACAGGTAA
AGAACAAAGATTCTACCGTCCCGGAATTACTCTCCGCAGCATCAGAGTAATTTGT
TGGATTTGAATCGGAATTCTGATTCTGCCTGGAATTCGGAACAGGTCGGTTCGTC
CAACTGGAAGTTCATGACGCGCGACTACGGCCCGGCGTGGAGCACGAGCCAGGC
GCCGCCGGGGCCGCTGCAGCTCAGGGTGGTGGTGACCGGCGGGTACGACGGCAA
GTGGGTCTGGGCCGACCGCGAGGTCCTCCCGCGGCGGTGGCGCGCCGGCGAGGT
CTACGACACGGGTGTCCAGATCGCTGACATCGCCCAGGAGGGCTGCTTCCCCTCG
ACACGCACGAGTGGGAGTGAAAACAGTGACGACGGCATGCTCGGCAAGGCAACA
CAAAGCCGAAGCCGAAGCTGAAGCTCCCTTGGCCCTGAAACAGTAGAGCCTCCTC
CCTGTCACTGCCCGTTTGTCTGGGCTTTGATCAGAGGACTAGAGAGAGCCGATTA
ACAAACACACTGACAAGAGTGACACCAGAGTCCGAATCCCTCGGCAAACTCGGC
TTCTTTTCCTTGTACATGAGCTGCTGATGTGTCGGATAAGTATTAGCCTAAGCGTC
CCGGAGGCTGGAAAAAAGAATAATGTAATGAGTGCTTTGACGGCGGCCGCCGCC
TCGAACGTGAAGCAACAGCTACCTCGCCATCGGCCATGGGACTCCAGCCATGGCG
GATCAGTGATTTTCAACTGGATCACATGGCCCGTTGCTTCTGCCAACGTACTTCTC
CTTTGTGCCCTTGCCTTGTGTGAGCTGTGAATGTGAACGTGCAGAACAGGTGAAC
TGTTGATGGACTTTCGTTTCAAAAAAAGAAAAATAAAACAGTTGATGGACGCATC
GGTCTGTTGCATTTTTTTACTCGGTTCGTTGTAAATGGGTTGGTGTGTTGGACGGC
ACGAAGTCGTTAACCGTTGCGGGATTCAGTGAGCGGAACAAACAGCACGAGAAG
GAA





