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DEFINITION  Agrobacterium tumefaciens ChvE gene for putative periplasmic
            sugar-binding protein, complete cds.
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     source          1..1065
                     /organism="Agrobacterium tumefaciens"
                     /mol_type="genomic DNA"
                     /strain="C58C1Cm"
                     /db_xref="taxon:358"
     gene            1..1065
                     /gene="ChvE"
     CDS             1..1065
                     /gene="ChvE"
                     /function="vir induction enhancement; required for
                     sugar-stimulated expression of vir genes"
                     /note="galactose/glucose-binding protein homologue;
                     periplasmic receptor protein; ribose-binding protein
                     homologue"
                     /codon_start=1
                     /transl_table=11
                     /product="putative periplasmic sugar-binding protein"
                     /protein_id="BAA04267.1"
                     /translation="MKSIISLMAACAIGAASFAAPAFAQDKGSVGIAMPTKSSARWID
                     DGNNIVKQLQEAGYKTDLQYADDDIPNQLSQIENMVTKGVKVLVIASIDGTTLSDVLK
                     QAGEQGIKVIAYDRLIRNSGDVSYYATFDNFQVGVLQATSITDKLGLKDGKGPFNIEL
                     FGGSPDDNNAFFFYDGAMSVLKPYIDSGKLVVKSGQMGMDKVGTLRWDPATAQARMDN
                     LLSAYYTDAKVDAVLSPYDGLSIGIISSLKGVGYGTKDQPLPVVSGQDAEVPSVKSII
                     AGEQYSTIFKDTRELAKVTVNMVNAVMEGKEPEVNDTKTYENGVKVVPSYLLKPVAVT
                     KENYKQVLVDGGYYKEDQLK"
     misc_difference 633..635
                     /gene="ChvE"
                     /note="conflict"
                     /citation=[1]
[bookmark: _GoBack]                     /replace="gc"
ORIGIN      
[bookmark: sequence_D17457.1]        1 atgaagtcca ttatttcgct gatggcagct tgtgccatcg gtgctgcgtc cttcgcagcg
       61 ccggctttcg cacaggacaa gggttctgtc ggtatcgcga tgccgaccaa gtcgtccgca
      121 cgctggatcg acgacggcaa caacatcgtg aagcagctgc aggaagccgg ttacaagacc
      181 gacctgcaat atgctgacga cgatattccg aaccagctgt cccagatcga aaacatggtc
      241 accaagggcg tcaaggtcct cgtgatcgcg tcgatcgacg gcacgacgct gtcggacgtt
      301 ctgaagcagg ccggcgagca gggcatcaag gtcatcgctt atgaccgcct catccgcaac
      361 agcggcgacg tcagctacta cgcaaccttc gacaacttcc aggttggcgt tctgcaggca
      421 acttcgatca ccgacaagct cggcctgaag gatggcaagg gtccgttcaa catcgaactc
      481 ttcggcggtt cgccggatga taacaacgcc ttcttcttct atgatggcgc gatgtcggtt
      541 ctgaagcctt acatcgacag cggcaagctg gtcgtgaagt ccggtcagat gggaatggac
      601 aaggtcggca cgctgcgttg ggatccggca acggcccagg ctcgtatgga taacctcctg
      661 tcggcttatt acaccgacgc caaggttgac gccgttctgt cgccttacga tggtctttcc
      721 atcggcatca tctcctcgct gaagggcgtt ggttatggca cgaaggacca gccgctgccg
      781 gtcgtttccg gtcaggacgc tgaagttcct tccgtcaagt cgatcattgc cggcgagcag
      841 tactccacca tcttcaagga cacccgcgaa ctcgccaagg tgaccgtgaa catggtcaac
      901 gctgtcatgg aaggcaagga accggaagtg aacgacacca agacctatga aaatggtgtc
      961 aaggttgttc cgtcctacct gctgaagccg gttgcagtga ccaaggagaa ctacaagcag
     1021 gttctcgttg acggcggtta ctacaaggaa gaccagctga aataa
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