IDENTIFICATION

Species: Sorghum bicolor Rio
Locus: SbRi0.10G348400

Gene Model: SbRi0.10G348400.1.p
Description: SbrEXLA-04

Family: Expansin Like Alpha

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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DOMAIN ARCHITECTURE
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Superfanilies OPEE_RIpA_EXP_N-like superfamily ‘

pLrOS 23
List of domain hits *

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 170-302 5.32e-33
[+ PLN03023 super family ci33621 Expansin-iike B1; Provisional 216-418 1.06e-30

>ShrEXLA-04

MDATAILFILATHAQLLNCPSHQRRRVPRICPAFFSMHSTHAAPFILNFSRWLAYPCV
DDLSSLHCCPHVALLCCSSPLAANSITVARCSPARPAAVSYPSPPRRRAEQATLPAGG
SNSDPLRQSIMLLSVVLLRLLATGGLIFLLCPASCLAPRRRRPPPPPSINDDGNYYCD
WCPRHSTASADLDALLRGNGGGACGYAAAELDRGAPHVAAAGADFFFRDGAGCGA
CYQLRCRDRRVCGDGGVKVVVVAGAANRTGFLLTREAFAAMAKPGMSSDDQLLPG
LGGNAVQVDFRRIPCEYKNKNLSVRVEEEWSRHPAHLAISFLYQGGQTDIAAVEIAH
AAADAPAPAPSWRSMARVPRRGAVTWRTSRAPAGPLQLRLVVTAGVGGKWLRAG
GDVLPADWRPGQVHDTGLRVHDVALSTCARSCLARRPPVVAGSQELRGTNDGHAC
TQWTKKRSHV*

CDS (coding sequence)
>ShrEXPA-04

ATGGATGCGACAGCCATTTTGTTTATACTTGCAACCCATGCCCAATTGCTGAATTG
CCCATCTCATCAACGACGACGTGTTCCTCGAATTTGTCCGGCCTTTTTCTCCATGC
ACTCGACTCATGCCGCGCCGTTTATTCTTAATTTCTCCCGTTGGCTGGCATATCCA
TGCGTCGACGACCTCAGCTCGTTGCATTGTTGCCCCCACGTTGCATTGCTTTGTTG
CTCTAGCCCTCTAGCTGCTAACAGTATAACAGTAGCTCGCTGCTCGCCCGLCCCGC
CCGGCGGCCGTCTCTTATCCATCGCCGCCTCGCCGGCGAGCAGAGCAAGCTACTC
TACCGGCCGGTGGCTCCAACTCCGATCCACTCCGCCAATCCATCATGCTGCTCAG
CGTAGTGCTTCTTCGTCTCTTGGCCACCGGCGGCCTCATCATCTTCCTGTTGTGTC
CCGCGTCCTGCCTTGCTCCTCGTCGTCGTCGTCCTCCTCCCCCTCCTTCCATCAACG
ACGACGGCAACTACTACTGCGACTGGTGCCCTCGCCACTCCACCGCCTCCGCCGA
CCTCGACGCGTTGCTACGTGGTAACGGCGGCGGTGCCTGCGGGTACGCGGCAGCA
GAGCTGGACAGAGGAGCCCCCCACGTCGCCGCCGCGGGCGCCGACTTCTTCTTCC
GCGACGGCGCCGGCTGCGGCGCCTGCTACCAGTTGAGGTGCAGAGACAGGAGGG
TGTGCGGCGACGGCGGCGTCAAGGTCGTCGTGGTGGCCGGCGCGGCCAACCGGA
CGGGGTTCCTGCTCACCAGGGAGGCCTTCGCTGCGATGGCCAAGCCGGGCATGTC
GTCCGATGATCAACTGCTGCCCGGCTTGGGCGGCAATGCTGTTCAGGTCGACTTC
CGAAGAATACCCTGCGAGTACAAGAACAAGAACCTGTCGGTACGCGTCGAGGAG
GAATGGAGCAGGCACCCCGCGCACCTGGCCATCAGCTTCCTGTACCAGGGCGGG



CAGACGGACATCGCGGCCGTCGAGATCGCGCACGCAGCGGCGGACGCGLCLGGLG
CCGGCGCCGTCGTGGAGGTCCATGGCGCGCGTGCCCAGGCGCGGCGCCGTGACG
TGGCGCACCTCGCGCGCGCCGGCGGGACCGTTGCAGCTCCGGCTCGTCGTCACGG
CCGGCGTCGGCGGCAAGTGGCTGCGGGCTGGCGGGGACGTGTTGCCGGCGGACT
GGCGGCCTGGGCAGGTGCACGACACGGGGCTCCGGGTCCACGACGTCGCCCTGA
GCACCTGCGCCCGATCCTGCCTGGCGCGCCGGCCGCCGGTGGTCGCCGGCAGCCA
GGAGCTCAGAGGGACCAACGACGGACATGCCTGCACGCAATGGACGAAAAAGCG
AAGCCATGTATGA

Nucleotide
>ShrEXLA-04

ACACCCGAGCCGAAAACTTGGAACGCGTAATGCGGCGGCGGAAAAGAGTTTGCA
CGCCATGGATGCGACAGCCATTTTGTTTATACTTGCAACCCATGCCCAATTGCTGA
ATTGCCCATCTCATCAACGACGACGTGTTCCTCGAATTTGTCCGGCCTTTTTCTCC
ATGCACTCGACTCATGCCGCGCCGTTTATTCTTAATTTCTCCCGTTGGCTGGCATA
TCCATGCGTCGACGACCTCAGCTCGTTGCATTGTTGCCCCCACGTTGCATTGCTTT
GTTGCTCTAGCCCTCTAGCTGCTAACAGTATAACAGTAGCTCGCTGCTCGCCCGCC
CGCCCGGCGGCCGTCTCTTATCCATCGCCGCCTCGCCGGCGAGCAGAGCAAGCTA
CTCTACCGGCCGGTGGCTCCAACTCCGATCCACTCCGCCAATCCATCATGCTGCTC
AGCGTAGTGCTTCTTCGTCTCTTGGCCACCGGCGGCCTCATCATCTTCCTGTTGTG
TCCCGCGTCCTGCCTTGCTCCTCGTCGTCGTCGTCCTCCTCCCCCTCCTTCCATCAA
CGACGACGGCAACTACTACTGCGACTGGTGCCCTCGCCACTCCACCGLCCTCCGLC
GACCTCGACGGTAAACAGGATACTACTTGTTTGTACGTGTGGACAATCTCTCGTC
GATCTCAAACTCAACTCAACTGAATGTGCAGCGTTGCTACGTGGTAACGGCGGCG
GTGCCTGCGGGTACGCGGCAGCAGAGCTGGACAGAGGAGCCCCCCACGTCGCCG
CCGCGGGCGCCGACTTCTTCTTCCGCGACGGCGCCGGCTGCGGCGCCTGCTACCA
GGTGGGTGTAGTGCATCAGGCGACTTGCGACGTGCTCTGCACTCTGCAGCAGTGC
ATATCTCTCCCGTGTAAATAACAGTATTGTGGTGGCATTTCTGTTCTGCTGCCTGC
AGTTGAGGTGCAGAGACAGGAGGGTGTGCGGCGACGGCGGCGTCAAGGTCGTCG
TGGTGGCCGGCGCGGCCAACCGGACGGGGTTCCTGCTCACCAGGGAGGCCTTCGC
TGCGATGGCCAAGCCGGGCATGTCGTCCGATGATCAACTGCTGCCCGGCTTGGGC
GGCAATGCTGTTCAGGTCGACTTCCGAAGGTGATGCATTAATTCTGGCTGCAGTA
CCTGTACATGTTTGATGATCACGTACGATCAATGCTGTGGACGACGATCTCGCCA
TTGATGTTGTTCCGAGCTAAAGATTCAACCTTTTGATCGATACAGAATACCCTGCG
AGTACAAGAACAAGAACCTGTCGGTACGCGTCGAGGAGGAATGGAGCAGGCACC
CCGCGCACCTGGCCATCAGCTTCCTGTACCAGGGCGGGCAGACGGACATCGCGGC
CGTCGAGATCGCGCACGCAGCGGCGGACGLCGLLCGGLCGLCLCGGLGLCCGTCGTGGAG
GTCCATGGCGCGCGTGCCCAGGCGCGGCGCCGTGACGTGGCGCACCTCGLGLGL
GCCGGCGGGACCGTTGCAGCTCCGGCTCGTCGTCACGGCCGGCGTCGGCGGCAA
GTGGCTGCGGGCTGGCGGGGACGTGTTGCCGGCGGACTGGCGGCCTGGGCAGGT
GCACGACACGGGGCTCCGGGTCCACGACGTCGCCCTGAGCACCTGCGCCCGATCC
TGCCTGGCGCGCCGGCCGCCGGTGGTCGCCGGCAGCCAGGAGCTCAGGTAGAGT
AGATTATTTTAGATACGAGTAGACGATCAGGCAGAGGCAGGCAGAAAATGGCAT
GCATTAACCTGCAGGAGAGCGAGATTAGCTTGTTGCTTGTGTACATAATGATGAA
TCTCCGTCGTACATGATAGATTCGCCGCGTTTTTTTATGAGCTGAATAATGATGAA
TCGACGATGGAGTTCGTCGTCGATCGATTCGTCGTCCGTGAAGAAAATTACAACT



AAAAGCAAAACAACAAAGAACTGATCTCTCTGATGCTGCGTTTCCTGCTGACTAA
TTGATGATCAGAGGGACCAACGACGGACATGCCTGCACGCAATGGACGAAAAAG
CGAAGCCATGTATGATGAAGGTTGCAAAGATTTGGATTTGTATTGATGCGCAAGA
TTCGCAGTGACTTATCTGACAGAGTGACAGTTCGACGGAGCAGCTATATTATAGC
AGCAAAAATAAGAGGAGAAATATATGTCTTTGGAATAATTCAAGAAATGTATTTT
CGTAATTTCATTTTTTTAGCGCAAGTGTAATAGAAGATAATTAAAATCCCAAAAT

TATGTCTTTGAGTGCTCATACAAGTGGAACTTTGTTGTTTTCATATGAATTATAAA
AAA






