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DEFINITION  Trichoderma longibrachiatum isolate Tl-05 beta-tubulin 1 gene,
            partial cds.
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[bookmark: feature_KF595263.2]FEATURES             Location/Qualifiers
     source          1..920
                     /organism="Trichoderma longibrachiatum"
                     /mol_type="genomic DNA"
                     /isolate="Tl-05"
                     /db_xref="taxon:5548"
                     /geo_loc_name="India"
                     /PCR_primers="fwd_name: tubf1-f, fwd_seq:
                     gagttcaaggaggccttctccc, rev_name: tubr1-r, rev_seq:
                     tgtaccaatgcaagaaagcctt"
     mRNA            <47..>920
                     /product="beta-tubulin 1"
     CDS             <47..>920
                     /codon_start=1
                     /product="beta-tubulin 1"
                     /protein_id="AII20319.1"
                     /translation="ASGNKYVPRAVLVDLEPGTMDAVRSGPFGQLFRPDNFVFGQSGA
                     GNNWAKGHYTEGAELVDQVLDVVRREAENCECLQGFQITHSLGGGTGSGMGTLLISKI
                     REEFPDRMMATFSVVPSPKVSDTVVEPYNATLSMHQLVENSDETFCIDNEALYDICMR
                     TLKLSNPSYGDLNHLVSAVMSGVSTSLRFPGQLNSDLRKLAVNMVPFPRLHFFMVGFA
                     PLTSPGAHSFRAVTVPELTQQMLDPKNMMAASDFRNGRYLTCSTIFRGKVAMKEVEDK
                     MRSIQNKNSSYFVEW"
ORIGIN      
[bookmark: sequence_KF595263.2]        1 caacttctgt cgggagcttg agggtctgaa cgcttgcttc cactaggctt ccggcaacaa
       61 atatgtcccc cgtgctgttc tcgtcgatct cgagcccggc accatggatg ccgttcgctc
      121 gggccccttt ggccagctgt tccgccctga caacttcgtc tttggccagt ccggtgctgg
[bookmark: OLE_LINK11]      181 taacaattgg gcaaagggtc actacaccga gggtgctgag ctggttgacc aggtccttga
      241 tgtcgtccgt cgcgaggccg aaaactgtga atgcctccag ggcttccaga ttacccactc
[bookmark: _GoBack]      301 gctgggtggt ggtaccggtt ccggtatggg taccctgctg atctccaaga tccgtgagga
      361 gttccccgat cgcatgatgg ccaccttctc cgtcgttccc tcgcccaagg tctcggatac
      421 cgttgtcgag ccgtacaacg ccaccttgtc tatgcaccag ctggtggaaa attcggatga
      481 gacgttctgt atcgacaacg aggccttgta cgatatctgc atgaggacgc tcaagctgtc
      541 caacccctca tacggcgacc ttaaccacct ggtttctgcc gtcatgtctg gtgtctctac
      601 ttctctccga ttccctggcc agctcaactc cgatctccgc aagcttgctg tcaacatggt
      661 gccgttccct cgcctgcact tcttcatggt cggctttgcg ccgctcacca gccctggagc
      721 gcactccttc cgcgctgtta ccgtccctga gttgacccag cagatgctgg accccaagaa
      781 catgatggcg gcctccgatt tccgcaacgg ccgctacctg acgtgctcca ccatcttccg
      841 tggcaaggtt gccatgaagg aggttgagga caagatgcgc agcatccaga acaagaactc
      901 cagctacttc gtcgagtgga
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