IDENTIFICATION

Species: Brachypodium sylvaticum
Locus: Brasy9G223500

Gene Model: Brasy9G223500.2.p
Description: BsyEXPB-25
Family: Beta Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Bsylvaticum_v1 1
KEGG:-

EXTERNAL RESOURCES
http://jaiswallab.cgrb.oregonstate.edu/genomics/brasy



https://phytozome-next.jgi.doe.gov/info/Bsylvaticum_v1_1
http://jaiswallab.cgrb.oregonstate.edu/genomics/brasy
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DOMAIN ARCHITECTURE
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Query seq. MKARVGSVEP VL MGGEGCGACYKVKCLOHGT CSRRAY TV WTOECPGE 1 0GGGHTHFIL SGARF SRAAVAGHG AHL RORGOLSYWYRRTACK YGGKNT AF HWNEGS THF WL SLL VEF EDGEGDI GSMILKOASS AU DMKHWGAT WOMYGG PLAGPFSWRLT TLSAPKTL TRROVI PRNWAPRG TVT SRLNFEFELE
Superfanilies = OPBE_RIpA_ENP_N-like superfamily

PLNG302S
List of domain hits o
Name Accession Description Interval E-value
[+] DPBB_RIpA_EXP_N-like super family 41724 double-psi beta-barre! fold of RIpA, N-terminal domain of expansins, and similar domains; The 1-92 6.57e-44
] PLND3023 super family c133621 Expansin-like B1; Provisional 3-194 3.46e-33

>BsyEXPB-25

MKARVGSVSPVLFKGGEGCGACYKVKCLDHGICSRRAVTVIVTDECPGGICGGGHT
HFDLSGAAFSRMAVAGAGAHLRDRGQLSVVYRRTACKYGGKNIAFHVNEGSTNFW
LSLLVEFEDGEGDIGSMQLKQASSAQWLDMKHVWGATWCMYGGPLAGPFSVRLTT
LSAPKTLTARDVIPRNWAPRGTYTSRLNFEASL*

CDS (coding sequence)
>BsyEXPB-25

ATGAAGGCGCGGGTGGGGTCGGTGAGCCCGGTGCTGTTCAAGGGCGGCGAGGGC
TGCGGAGCCTGCTACAAGGTGAAGTGCCTCGACCACGGGATCTGCTCGCGCCGCG
CCGTCACGGTCATCGTCACCGACGAGTGCCCCGGCGGGATCTGCGGCGGCGGCCA
CACGCACTTCGACCTCAGCGGCGCCGCCTTCAGCAGGATGGCCGTCGLCLCGGLGLC
GGCGCCCACCTCCGCGACCGCGGCCAGCTCTCCGTGGTCTACAGACGAACTGCCT
GCAAGTACGGAGGGAAGAACATAGCCTTCCACGTGAACGAGGGCTCGACGAACT
TCTGGCTCTCGCTGCTCGTCGAGTTCGAGGACGGCGAGGGCGACATTGGATCCAT
GCAGCTAAAGCAGGCGAGCTCGGCACAGTGGCTGGACATGAAGCACGTGTGGGG
CGCCACGTGGTGCATGTACGGTGGCCCGCTCGCGGGGCCCTTCTCCGTGAGGCTG
ACGACGCTGTCCGCCCCGAAGACGCTCACGGCCCGGGACGTCATCCCCAGGAACT
GGGCCCCCAGAGGAACCTACACGTCCCGCCTCAACTTCGAGGCCTCTCTCTGA

Nucleotide
>BsyEXPB-25

ACGCTCCACCGACACTCCTGGTAACTTTGATTCTGCATCCGTAAATTCTGATAATC
CACCAAGCCGTCCAGTACGCCTGTTTGCTGCATTTACACTTGGAACTCAGAAGTC
AGAGCACCACAGCTAGTCGTACCACCTGCAGTAGATTCGAGTACTACTACCTCAG
TTCTGTCGTCAATGAGCTGCATGTCTACTTTTAACTGTGCGTTTAAGTAATTTTCG
CGATTTCTAACGGCGGATGGGACAATTTTTTTTCTCAGGGGGCGCGTGCGGGTAC
GGGACGCTGGTGGACGTGGTACCGATGAAGGCGCGGGTGGGGTCGGTGAGCCCG
GTGCTGTTCAAGGGCGGCGAGGGCTGCGGAGCCTGCTACAAGGTGAAGTGCCTC
GACCACGGGATCTGCTCGCGCCGCGCCGTCACGGTCATCGTCACCGACGAGTGCC
CCGGCGGGATCTGCGGCGGCGGCCACACGCACTTCGACCTCAGLCGGLGLCGLCTT



CAGCAGGATGGCCGTCGCCGGCGCLCGGCGCCCACCTCCGCGACCGLCGGCCAGCT
CTCCGTGGTCTACAGACGGTGAGCACTCGTTTACACGTTGAGTTCTTCAGGTCTTT
CCTTTCCTTCTTGGTGCATTGTCCGTTGCTGCGAGCTTGATCTGGTCAGTTAGTAG
TCAGAGATGCGATATCTATTGTCAAGATTCCTGGTGAATTCCTCTAGGTCCGTTCA
CCAGTCTGTCTGACCATAGAAAAACTGTCGTATATCCCCCCCAAAAAAGATAAAG
AACTGTGCCAGTCTCATCAGTAGATTTTTGCGACTAGGAATATCGATTAGTGAAG
CCTAAGATTTCGTGTTTCTTTTGTCTGATAGATTGATCAGTGCCGTGTACTTAATT
ATGTTTTGTATCAGAACTGCCTGCAAGTACGGAGGGAAGAACATAGCCTTCCACG
TGAACGAGGGCTCGACGAACTTCTGGCTCTCGCTGCTCGTCGAGTTCGAGGACGG
CGAGGGCGACATTGGATCCATGCAGCTAAAGCAGGTACGTAACGAGAGCGAGGT
CTTCTTTTTTGAGAAATTAACATAGCATGACTCTTTACTTTCGTTCACTGCCTTTTC
CGCGTTACCTGGATAGTACAGTAGTAGCACATCAACAAAGGAAATGGGGAAATG
TAGTTATCTTTTGCCTTTCACTGCCTTCGAGTGGTGGGAACAAGCTGAGTGAGTGG
GTACATGGGACGTATGTTCCGTGGGGTGCAATAGGACCGCAGATTGTTTCCTTTG
CGAAAGCATGTGAGCTCTCTTTCATCGTCCCTCCCTGCTCCATGTGGCTGAGGACA
TGTTCCACTGTTGGTTGCTTTTACTTACCATCATGCGCCATGCCTATGCTGGTGGC
TAGCATAGCAATGCCATCGTTGTTTGGTATCCGTGCTGTGATGCCCGCTGTTGAAC
AAACTGAACTTAGTAGAATCAAAATTCCATATGATATGGTACGCCGCGGGGTCAA
CACTTGTTGCCTCCTACTCGCAAAAAAAACACTTGTTGCCTCTGTGGTCTCGAATG
GCAATCGACTGACTTTAAAAAAAAAAATTGTTACAACAAGACACAGGTGACTGA
GTGAAACAAAAAAAAAAGATATAAATAATAGAAACTGTTTGCTCAATCTAAGCT
CATACTCCATTCTAAAAGGAACAGCCACCAGACACAGAAACCCGCCACACGTGA
CCAAGAAAGCGTGCTAATACTTTCTTGCCCTGTCTACCACACAGGTCACACAGGC
CAAACCACACGGTCTAGTCAAACCTCTTGTGAAGATATCATTCGCTTTGCCTTATG
ATGCTCATCCGGAACATAGTAGTATAAAGAATCCGATGTAAGTGCACACTGAGCA
GCAGCACCCAGTTGACAGCCCCCAAAGGCAAGCACATCAAAGCCTCGCCTTTCTC
CCGGAAATCCACAGCCCAACGATGCTGCCGCTTTAGCCCGGTCAATCGGTCCTAG
AGACTGCATTGCTTATGCTTTCAGGGTTGATTTAATCTGACACCCATCCCGCACGC
TCTTGACTGGGTTGCGCACTTGCGCGGTCTCGTAGCATCCAAAGATTCGGGAGCA
CGATGCTGCTCTGTGTCGCGCTGTAAATAAAGCTCGTTTCAGGCTCTGCTTATTAC
TCACTGTAGAGCTTATAGTTCGAGCTCCTGTAATATCAGTAACACAGAGGTGCTT
ACATGTACAGTATGTACATTTTTTTTTTGAGGGGACAGTATGTACTTTCTTGACAT
ATTCACATGGTGCGTGCAGGCGAGCTCGGCACAGTGGCTGGACATGAAGCACGT
GTGGGGCGCCACGTGGTGCATGTACGGTGGCCCGCTCGCGGGGCCCTTCTCCGTG
AGGCTGACGACGCTGTCCGCCCCGAAGACGCTCACGGCCCGGGACGTCATCCCCA
GGAACTGGGCCCCCAGAGGAACCTACACGTCCCGCCTCAACTTCGAGGCCTCTCT
CTGAGATGGACCGGACCGGGCCACGTTTTATCGGCCCGGATGGAGCCCGCCAAGT
GGGGCCGCAAAGCAGGCCCACATGGCGAGCAGGCTATCTGTTGGGTGGACGGAG
TAGATTTTGTTTATCGCGGGTGTGGTCTGTGATCATTTGATGATGCGTAGCGTAAT
GTGTGTTTAGCAGGAGTAGTTTGGATCAGGAGCTGGGTGATCTGGCCCGAAGCGA
GCAGCCGTCCTCTCCAAAAGGAGAGAGAGCGTTTGCTGCGTTGCTTTGGAGGCTT
TTCCTGCTGGGAATCCGATGCGGAAGCCGATTGGACCGGAGGGTTTTGGACCCCT
TCTTGGTCGCCGCTCACTCTTTTCATCTACTGCTCTACTGCCTTTCTCTGTTTGCGT
GTTTTTCTGTCTGTTAAATTGTTCACCCTCGTTGAAGTGAAGGGGTCGTTAGAAAA
TGTGTTTCATGCTTGT






