IDENTIFICATION

Species: Sorghum bicolor Rio
Locus: SbRi0.04G242800

Gene Model: SbRi0.04G242800.1.p
Description: SbrEXPB-28

Family: Beta Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/SbicolorRio_v2_1
KEGG:-

EXTERNAL RESOURCES
https://www.sorghumbase.org/post/sorghum-bicolor-rio
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GENE STRUCTURE

ShEXPB-28

| 1 1 1 1 1 1 1 1 1
by S00bp [T 15006p 20K 25000 3000bp 35000 A0000p 350007

Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE
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Superfanilies PLNOOOS0O
DPBB_RIpA_EXP_N-like superfamily

List of domain hits d
Name Accession Description Interval E-value
[+ DPBB_EXPB_N ©d22275 N-terminal double-psi beta-barrel fold domain of the bet; pansin subfamily; Bet: P N 46-169 7.64e-68
[+] PLN0O0O50 super family cl31535 expansin A; Provisional 13-269 282e-29

>ShrEXPB-28

MAAGASSSSHAY GFSISAVLLASSFVCLFGSGEASGAAHRVVDPEWHPATATWYGS

AEGDGSDGGACGYGTLVDVVPMKARVGAVSPVLFKSGEGCGACYKVRCLDHGICS

RRAVTVIVTDECPGGVCSGGRTHFDLSGAAFGRLAVAGAGGQLRNRGEINVVFRRT

ACRYGGKNIAFHVNEGSTSFWLSLLVEFEDGDGDIGSMQLKQANSAQWRDMQHVW
GATYSLTPGPLVGPFSVRLTTLSSKQTLTAQDVIPKNWAPKATYTSRLNFA*

CDS (coding sequence)
>ShrEXPB-28

ATGGCCGCCGGCGCCTCGAGCTCCTCTCACGCCTACGGCTTCTCCATCAGCGCGG
TGCTCCTCGCATCGTCGTTCGTGTGCCTCTTCGGCTCCGGGGAGGCTTCGGGGGCG
GCGCACAGGGTGGTCGACCCCGAGTGGCACCCGGCCACCGCCACCTGGTACGGC
AGCGCCGAGGGCGACGGCAGCGACGGCGGCGCGTGCGGGTACGGGACGCTGGTG
GACGTGGTGCCGATGAAGGCGCGCGTGGGCGCCGTGAGCCCCGTGCTGTTCAAGT
CCGGGGAGGGCTGCGGCGCCTGCTACAAGGTCCGGTGCCTGGACCACGGCATCT
GCTCGCGCCGCGCCGTCACGGTCATCGTCACCGACGAGTGCCCTGGCGGGGTCTG
CTCCGGCGGCCGCACGCACTTCGACCTCAGCGGCGCCGCGTTCGGLLCGLLTLCGLC
GTGGCCGGCGCCGGCGGCCAGCTGCGCAACCGGGGCGAGATCAACGTCGTCTTC
CGCAGGACGGCGTGCAGGTACGGGGGCAAGAACATCGCCTTCCACGTGAACGAG
GGCTCCACTAGCTTCTGGCTCTCCCTCCTGGTCGAATTTGAGGACGGCGACGGCG
ACATCGGATCCATGCAGCTCAAACAGGCCAACTCGGCGCAGTGGCGAGACATGC
AGCACGTCTGGGGGGCCACATATAGCCTCACCCCGGGCCCACTTGTCGGGCCCTT
CTCCGTGCGGCTGACGACCCTGTCCAGCAAGCAGACCCTTACGGCCCAGGACGTC
ATCCCCAAGAACTGGGCCCCCAAGGCCACCTACACCTCCCGGCTCAACTTCGCGT
AG

Nucleotide
>ShrEXPB-28

TACGGCCCTTGCTCTTGTCCACATTATAAGTCCAGGCAGCCACCACCCCTACTCGT
GCATTCCCATTGTCCCTTCCCCGCCATTTGTGCAGGGAGGCAAGCTCTGAGCACTC



AGAGCACATCGGGAACTGGGGCTTCTCGAAGCCTTAAAAGCGACCCCCCAGACC
CAGAGAGAGATCAGAGGAGCAAGTACCACCACCACTTCGAGCAAGGCCGGCCAT
TTCTGCACAGGACAGCGGTAGTGTCGGTAGGCGTTCGCTGCCGCAGCTGGCTGTG
TCGCCGCCGTTCTCTGCTCTTCACGTGCTTCGCGCCATGGCCGCCGGCGCCTCGAG
CTCCTCTCACGCCTACGGCTTCTCCATCAGCGCGGTGCTCCTCGCATCGTCGTTCG
TGTGCCTCTTCGGCTCCGGGGAGGCTTCGGGGGCGGCGCACAGGGTGGTCGACCC
CGAGTGGCACCCGGCCACCGCCACCTGGTACGGCAGCGCCGAGGGCGACGGCAG
CGACGGTAATACATACCCCCATGGCTCTATGTTCAACTCTCACGTCCTTCGTCCTG
GGTAGAAGAAGAACTCGCTCTGCAAAGGATTAATTAACAATGGCGAATGAAGGC
ATTGCACCTTCACTACTGCACCCAAACTTGTGTTTTCTTTCTATAATTTTCCTGTAA
ATGCGAGCAGTAAGCACGACACTTTACCTTCCCATTCGCGTCATGGCTACCATTTT
TCTTTTTCTTTTTCCCCTTCCAAGTGTAATATACCCATTCCATGCCACATTTTGGCA
TTACACATCTCGGCGTGTCCCTTAAAGTCTGATAGAGGCATAGAGCGAGGACGTA
CTGTGGCTTGCCATTGCCACGTAGATTACAGAAAATACAATATTTGCCAAGCGGA
GAACCTTTAAGATTCGTGCGTACGATGGTGGCCGGCAATGGAGCCTGTACGTAGC
CCATAGTCGTGCTCCACTGTGTCGGGTCCTTAACTCGCCGCTTTTACTCGGCTAGG
AACCACCAACAACAACCGTTCCGTTTCGCGTCGGGTTTAAACCACCGACACTCTG
ACGTATTTTCCGCCTGACACGCACAAAATGGGCTGACAGGCGGCATATATATGTA
TAGGTGAACTCACTTGCAAGTCAAATATTACAGAATTACAGCTATATATTCCTTTT
TTCATTAGTACAACGAGGCAAGGTTGCATCAGTATTTTTTACCCTGACGGCCCTG
ATCGACCATGTGAACCAGTGTGGGAAGCTGGGAACGGTCCATTTTTCGATCATTT
CTCAACGGAACTGCTGCTGTGTCCATACTTGTGAGTCGAGAGCTACTTGCATTTCT
CTGCGTCCCTACAAATATTCTGTTGCCCGTTTGGCTAGCGTTGGTTAGATCTGGCC
ACGCAGTAACTAGGACCTTTGTCCAACGTGCTTGCCACACTGGTTTCATTCACCTT
GTTGTAACTTATTAATTACTGGTGTGGTTAATTATTCAATAGTATAGTACATATTA
TATATTACTCTGTACTGGAACTGTCAATAGTAATTACAGTACTACTTACTCTGTAC
TGTGTCGTCACTCTAATCCCTATATCACCGTGTTCAATAACAATAATTAACCATCT
ACAGGCGGCGCGTGCGGGTACGGGACGCTGGTGGACGTGGTGCCGATGAAGGCG
CGCGTGGGCGCCGTGAGCCCCGTGCTGTTCAAGTCCGGGGAGGGCTGCGGCGCCT
GCTACAAGGTCCGGTGCCTGGACCACGGCATCTGCTCGCGCCGCGCCGTCACGGT
CATCGTCACCGACGAGTGCCCTGGCGGGGTCTGCTCCGGCGGCCGCACGCACTTC
GACCTCAGCGGCGCCGCGTTCGGCCGCCTCGCCGTGGCCGGCGCCGGLCGGCCAGC
TGCGCAACCGGGGCGAGATCAACGTCGTCTTCCGCAGGTACATACGCTGAACCGG
CCTGAACATGCTTGCATGCACAGATCTGTTTTTTACTGGTCATCGAGACCACTGTA
CTATGTAGTACGCGGCAGAGTCAGAGATGAATGCTGCAAAGGGTAAAAAAGAAG
CACGCGAAGGGGACGGCTGTTGGTCAACCGTATCCGGCGGGCGAACTGCATGCC
TTGCTTCTGACGTTACTAGAAATGCAGACACTAGTGAACTCTGTCTCTGTCAAAA
CGAAAAGTGGTACCGGGGTCCGGGGGTTAGACAATAGACAGAAGGTTAAAAATG
TGACGCTGTCAGATGAGGACCACCATGGGTCCGGGTATGCAGTAGTTGGATCTTG
GAACGTGCCATGGCCATGCCATGCATTACCTCTTTTCGCTGAATTAATCAAAGAA
CATACAGTGGGCACGCCATGGCCAAGCAGAAATCAATGTGAGACGACAGAGTTG
GCTTTGTTTATATGCACTCAAAAACCCAAAACTTTACAAGATTTCCCATCACATCG
AATCTTGTGACACTTGCATCAAACATTAAATATAGATAAAAAAGATAACTAATAG
CACAGTTTACCTAGAAATTATGGTACAAATCTTTTAAGCCTGATTATTGTATAATT
AGATAATGTTTGTCAAATAAAAAACGAAAGTGATACAGTGTCAAAATTCAAAAA
GTTTTTGAATGTAAACAAGGTCTCAGACTGTCCGTACTCGCTCATGGCGTGCGAT
GGAATGCACATAAACCCACAGTTATTTACAAATGAGCAACGACCACCATTGGCTG




TCGGCTGTCGCGTGCGCTTGGAGTAACCTGCCGCCGGTGAATCCTCAAATTTACG
GCCGGCTTTTGTATGCATGCTTGCAGGACGGCGTGCAGGTACGGGGGCAAGAAC
ATCGCCTTCCACGTGAACGAGGGCTCCACTAGCTTCTGGCTCTCCCTCCTGGTCGA
ATTTGAGGACGGCGACGGCGACATCGGATCCATGCAGCTCAAACAGGTAAATAA
TAACACATCAATGCAAGCCTCGGCCTATTCACTTAAGTTTGTCTGTCAAATTTATC
AATCATTTCATAGTTTTTTCTCTCACACCGTACTTCAACCATGGCTTATATGCCAT
GCTTTTTTTCCCTTCACAATTCACACCACATCCATAAGTCTCCGCTCGACCACGGC
ACCATGGATACGTGCGTACGTGAAGTATGATCATTGCGGTGGAGTGCAACAAAG
GGCTTTTCCTCAGTGATACTGGGAAGGTGTTGGCGTTTCTTTCCATAGGGACATGC
AGGTGTTTGTGGGCAGCGCTAGTGCAGCATGTGAGTGGGATCCCCCCGCTTGCTT
TTTCACATGCGGCGGCTCCGGCTAGGGACATGGGCGATGGTTTTCTGGACGCGCA
TGGGCCAGCGTGGGCCGCAACTAGGCTTTTGTCTGTTGCCCTTTTGTGTCCCGTCG
CGTCCATTAGCCATTGCTGGTAGGAATGTGTCATCTAGGGTTCTAGAATCACATG
CATGTATATGTCCTCCGTCAGTCACACAAAACAACACCACGGCTAGTAAGCTATA
TTAACTAGACTAATACTACTGTTTGCGGCGTTTGCCGGCAAGTCTAGTGGTACGG
CACATGTCAAAGTTTTGTTACCTTTATTAGTAAATAGATTGTAGTATCTTCGCAAA
AAAAGTAATAAATTGTAGTACTAGTTTTTGCCAAAGTCATGATTATCGCCAGCTA
CACATATGGCCCTGTTCATTTTTGTCAGGAGTTAATAATAATCTCTTCCTTTTTCCC
TACGGTGTGCTTCTGCTTGTACAATAATGCTAGTGTCTTTTCTAACAGTGCTACTC
CATCATATCATGTGGATCGTACTAACATGAACCTGTCCTTCTGGGTGGTCTCACAA
TGTTATCCCCACTGCATGTACCAGCACTGTCAAACTCGATCTCCAGCTGTTATTAT
AGGAGTATACCATTATTTATACCAATGCTGCATCCATTAATAAGTCTCGGCTTTCA
GGAACTGTAGCGATTTCCTCAGCCTTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTGT
GGGGTGATTTTCTCAAATTACTAGAGTGAAAACTATTTTGTTTGGTTTGTCTTCGG
TGCTACTTGGAGTGACTGAAGTTTCACTTGGATGTGGATGCAGGCCAACTCGGCG
CAGTGGCGAGACATGCAGCACGTCTGGGGGGCCACATATAGCCTCACCCCGGGC
CCACTTGTCGGGCCCTTCTCCGTGCGGCTGACGACCCTGTCCAGCAAGCAGACCC
TTACGGCCCAGGACGTCATCCCCAAGAACTGGGCCCCCAAGGCCACCTACACCTC
CCGGCTCAACTTCGCGTAGAGGCCTTCTGCTGGGCCGAAGTATTATCGGCCCGGG
AGGTGGTTAATTGGGCTTAGTTATTGTCAATCAGAGGCCCATATTATTCTGTGCAG
TTTGATGTCGCGTGAAGAAGATAATCTTGGTATAGTAGTGGATAACCTGGTATTA
TGGCCCAGGTAGCCCCTCTCCTAAACTGGAGAGAGAGAGCGTCTGATTCGGTTGG
TGTGAGCCGCATGCTTCCTGGAGGCTGGAAATGGGAGCTCCGGTGAAGAGCGGC
TGGGGAACCAAAGGCTTGCATGACTCCTCTTTGATGGACTCATGCAATACTTATTT
CTGCGTTTTATCTTGTAACTTAATATATTGTTATTAATTATCGTGCCCTCTTGGTAC
ATGGTTGTAACTTGTGACTTATGCACCCTAAGTTATAGGGTCTCTAAACTATAGTC
ATGTACTTGTTCGTTCATGTTATCTATCAAGGGCTGTTGCCATTTTGAAGGGGAAA
AAATGCAAGCTCAAATGATCTATTGTAATAGCTCACTGTCCAGGAACAAGGTACC
TCTACTGTGTTGTGATTATGTAAGTGATGAAATGGAGGACTGCCCTGTTCACACT
GTGTGGTAGCTGGAAAGTG






