IDENTIFICATION

Species: Sorghum bicolor Rio
Locus: SbRi0.01G333700

Gene Model: SbRi0.01G333700.1.p
Description: SbrEXLA-01

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



https://phytozome-next.jgi.doe.gov/info/SbicolorRio_v2_1
https://www.sorghumbase.org/post/sorghum-bicolor-rio
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DOMAIN ARCHITECTURE

Specific hits B | Pollen_allerg_1
Superfanilies DPBB_RIpA_EXP_N-like superfamily Pollen_allerg_1 superfamily

List of domain hits k4
Name Accession Description Interval E-value
[+] DPBB_EXLA_N cd22276 N-terminal double-psi beta-barrel fold domain of the expansin-like A subfamily; Expansin-like ... 30-160 5.96e-55
[+] Polien_allerg_1 pfam01357 Pollen allergen; This family contains allergens lol PI, Pll and Plll from Lolium perenne. 168-242 4.84e-14

>ShrEXLA-01

MAVVTRGAASLPLVLLLPVLVVVFFFAAPSPANGCDRCVRRSKATYQASSLALNAGS
CGYGSLAASFNGGFLAAASPELYRGGVACGACYQVRCRDSELCSAAGAKVVVTDQ
ARTSSNRTGLVLSAAAYAAMATAGAGKAARLRDRRVVDVEYKRIPCEYAKDRNLSI
RVEEKSRPPSDLSIRFLYQGGQTDIVAVDVATVGSSNWRFMTRGHGPAWSTAQAPA
GPLQLRLVVTGGYDGKWVWAESEVLPRRWEAGRVYDTGVQVSDVAQEGCYPCDT
HQWQ*

CDS (coding sequence)
>SbhrEXLA-01

ATGGCTGTCGTCACCAGAGGCGCCGCGTCCCTGCCCCTCGTCTTGCTGCTCCCAGT
CCTAGTCGTCGTCTTCTTCTTCGCGGCGCCGTCGCCGGCCAACGGCTGCGACCGCT
GCGTGCGCCGGTCCAAGGCCACCTACCAGGCTTCGTCGCTAGCCCTCAACGCCGG
TTCGTGCGGGTACGGCTCCCTCGCCGCGTCCTTCAACGGCGGCTTCCTCGCCGCCG
CCAGCCCCGAGCTCTACAGGGGCGGCGTCGCCTGCGGTGCCTGCTACCAGGTGCG
GTGCAGGGACAGCGAGCTGTGCAGCGCGGCGGGCGCGAAGGTGGTGGTGACGGA
CCAGGCGCGGACGTCGTCGAACCGCACGGGCCTGGTGCTGAGCGCCGCGGCGTA
CGCGGCCATGGCCACCGCCGGCGCCGGCAAGGCCGCGCGCCTCAGGGALCCGLCG
CGTCGTCGACGTCGAGTACAAGAGGATACCCTGCGAGTACGCCAAGGACCGCAA
CCTGTCGATACGCGTGGAGGAGAAGAGCCGGCCGCCGAGCGACCTCTCCATCAG
GTTCCTGTACCAGGGCGGCCAGACCGACATCGTCGCCGTCGACGTCGCCACCGTC
GGGTCGTCCAACTGGCGGTTCATGACGCGGGGCCACGGGCCGGCGTGGAGCACG
GCGCAGGCGCCGGCGGGGCCGCTGCAGCTGCGGCTGGTGGTGACCGGCGGGTAC
GACGGCAAGTGGGTGTGGGCGGAGTCGGAGGTGCTGCCGCGACGGTGGGAGGCC
GGCCGCGTCTACGACACCGGGGTGCAGGTATCCGACGTCGCGCAGGAAGGGTGC
TACCCCTGCGACACGCACCAGTGGCAGTAA

Nucleotide
>ShrEXLA-01

AATTCCAGCAAGCGCCGTCAGCTGCCATATATTCAATCATTTCCATATAAAAATG
CAGTGCTACTCCAATCTGGCTACCCAGGAAATCGAATGCTACCAAAAAAGCAGC



AGGATTACATCGATAATGAACGGCATTTAGTTACTATCCATCAGCACCACCAGGC
TGGAGTACGTCCTTACCAACGAACGGCCACGTGCCAGGCTGCCGGGAACCGCCAT
GTACTACGAGTAGTACCAGGACGAGGAGTTTCTCCGACGACTCGCTGACGCGCCC
CCGCGCTGCGGCACGCGTGTCCCGGAGGTCGGTGGCCGCCCCCCTCCCGCTGGLC
CCTGTGTCCCAGAAGCCTCTCTCGCTATATCCGTCCCACGGCGCCGTGCTTCGCTG
CCAAAGTCCCAACCGCGTCCTCGTGTCCAAAACATTCTGCGGCCTGTTGGAGGGC
AGGGCAGCACCAAGTATCAGTCTAGCCCCGACCTGGCACCAGCAAGCTTCTTTTC
TGCCCCGCGGTGGCCAGAATCGGAAACCACAGCGGCAGGCAAAACCTTGCGGCG
TCCGCGTGGAAGTGGAGTCGGCCGTCGCCGCATAAAGCCAGAGCCGGCGATCCT
GCTGTGCCCAGCAATCCCCTCTTCTGTTCTCCCAACTAGGAAACAAAACTGCTTTC
GTCCAGCCTTCTTCGACCTCGGCCGGGCTCGATCGGTCCCGTCCATGGCTGTCGTC
ACCAGAGGCGCCGCGTCCCTGCCCCTCGTCTTGCTGCTCCCAGTCCTAGTCGTCGT
CTTCTTCTTCGCGGCGCCGTCGCCGGCCAACGGCTGCGACCGCTGCGTGCGLLGEG
TCCAAGGCCACCTACCAGGCTTCGTCGCTAGCCCTCAACGGTACGCACGCACGCT
GCCCGCAGCTGCCTTTCTCGTGCGTTTCGGATCATCTCGTCGTCTGTTTCTTCCTGT
GGCGTGCACGATTAATTAATTTGATCGGATCTTTTGGTTGCTGGATGAATTGGCGC
AGCCGGTTCGTGCGGGTACGGCTCCCTCGCCGCGTCCTTCAACGGCGGCTTCCTC
GCCGCCGCCAGCCCCGAGCTCTACAGGGGCGGLCGTCGCCTGCGGTGCCTGCTACC
AGGTAGTACCTTCTTTTACTTCGCCGGAGCTGTCGGCAGCAATTCCTCTGTTTTTT
TTTCTTGGTGAGCAAATCTGTTGGATTTGTCTGTAGTAATAAAGCAACGAAGTAA
CGAACGGCTGGCATTTGCCAGGTGCGGTGCAGGGACAGCGAGCTGTGCAGCGCG
GCGGGCGCGAAGGTGGTGGTGACGGACCAGGCGCGGACGTCGTCGAACCGCACG
GGCCTGGTGCTGAGCGCCGCGGCGTACGCGGCCATGGCCACCGLLGGLGLLGGL
AAGGCCGCGCGCCTCAGGGACCGCCGCGTCGTCGACGTCGAGTACAAGAGGTAC
CTACTAGTAGTTTGCTCTGCCAGCACGGTGTCCGTCCGTCCGTCCGTGCGTAGGGT
CATCATCTCAGCTTTCGGTCCCCACGACACGAGCCGACGAGGAAAATGAGATGG
ATTTTTTGTACGCCCGCGCAGGATACCCTGCGAGTACGCCAAGGACCGCAACCTG
TCGATACGCGTGGAGGAGAAGAGCCGGCCGCCGAGCGACCTCTCCATCAGGTTC
CTGTACCAGGGCGGCCAGACCGACATCGTCGCCGTCGACGTCGCCACCGTAAGCC
AATTTCTTCCTAGTAGTACTGTACTACCAAACAGGGACATTTCACCCCTGTTTGGC
TGTTTGTTTGTTGTGTTTCCCAACGGGTTTTGAAAGGGGAGGTCGTCAGCAAGCA
ACGGTTCGAACGAACGCACCGGCGCGACGTGACGTGGTGTGGTTTGTTTTTTTGG
GGGGGCAGGTCGGGTCGTCCAACTGGCGGTTCATGACGCGGGGCCACGGGCCGG
CGTGGAGCACGGCGCAGGCGCCGGLCGGGGCLCGCTGCAGCTGCGGCTGGTGGTGA
CCGGCGGGTACGACGGCAAGTGGGTGTGGGCGGAGTCGGAGGTGCTGCCGCGAC
GGTGGGAGGCCGGCCGCGTCTACGACACCGGGGTGCAGGTATCCGACGTCGCGC
AGGAAGGGTGCTACCCCTGCGACACGCACCAGTGGCAGTAAGACGCCGCACGGG
CTCACTGTGGATTGTATACATTGTTTGTACAGCTCTTTTTTCTTTTCCTTTGGTTTG
TTTTGGTTTCCGTCGATTTTCGGATGGATGGACGAAAGATATGAAAATGATGAG
CGGAATCGGAGAGTGAAATCAAATCCCAAACAAACGTGCCGTTGCGACTTGGTTC
GGTTCGGCCGTGTTGCTGCTCCCCCACTCACTTTTGTTGGGTGAGCAGCGGAGTTG
GAGCGCACGATGCGTGTGCTGTGTGCATGATGGATGAATGGCTTTTGGTCGTCCC
TCGTCAACGACGTGGAGTGTTTTGCAGTTGAGCTCCGCGCCCGCTCCCTCAGGCT
CAGGACCACTCGTTCCGAACTGAACGGGCAGAGCAGATGCCGTCGTCATGACGA
GGAAGTGAGGTCAAGAGTTATCGGACCTCACACGGACGGTGTCGAATCGGAAAG
GAAGGAATGTTCGGCAGATTCAGCAAACCGCGCCGTTACATTTCCATGCCAAGCA
AGCACGAGCAACGGCTCCGAAAGCGCTTGTGTAAGCACGGCACACATATATTGA




TCTTGTGACGTTGTCTGTGTCTGGGTGCTGCCGTCGATTTATACATTGTAATTTAT
AAAACAATTCTTTTAAGTCTAGTTAGATTTTATTAAATACAGTGAGACGAGTGGA
ATGTAGTGATGTTGCGTTTCGGGAGCCTGTCGTGCCTGCTACCCTCCACTCAAAA
GAAACATGCCCTCAGTGGTTTTCACGACAAAAAGAAGTCTATTTTTCATTCTCTAA
GAAAGTCTATTTTTTCTTATGAACTTCAAAATCAGATAAATTATCTCTCTTAACTT
TTAAAA





