
<?xml version="1.0" encoding="UTF-8"?>
<!DOCTYPE ST26SequenceListing PUBLIC "-//WIPO//DTD Sequence Listing 1.3//EN" 
"ST26SequenceListing_V1_3.dtd">
<ST26SequenceListing originalFreeTextLanguageCode="en"  dtdVersion="V1_3" 
fileName="EGFCM-100-WO-PCT.xml" softwareName="WIPO Sequence" softwareVersion="2.0.0" 
productionDate="2022-10-17">
 <ApplicationIdentification>
  <IPOfficeCode>WO</IPOfficeCode>
  <ApplicationNumberText></ApplicationNumberText>
  <FilingDate></FilingDate>
 </ApplicationIdentification>
 <ApplicantFileReference>EGFCM-100-WO-PCT</ApplicantFileReference>
 <EarliestPriorityApplicationIdentification>
  <IPOfficeCode>US</IPOfficeCode>
  <ApplicationNumberText>63/263,835</ApplicationNumberText>
  <FilingDate>2021-11-10</FilingDate>
 </EarliestPriorityApplicationIdentification>
 <ApplicantName languageCode="en">MEDIMMUNE LIMITED</ApplicantName>
 <InventionTitle languageCode="en">ANTIBODY MOLECULES AND CONJUGATES</InventionTitle>
 <SequenceTotalQuantity>71</SequenceTotalQuantity>
 <SequenceData sequenceIDNumber="1">
  <INSDSeq>
   <INSDSeq_length>5</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..5</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q2">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>HCDR1</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q1">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>



    </INSDFeature>
   </INSDSeq_feature-table>
   <INSDSeq_sequence>DNDFS</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="2">
  <INSDSeq>
   <INSDSeq_length>17</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..17</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q4">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>HCDR2</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q3">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   <INSDSeq_sequence>AIVAVFRTETYAQKFQD</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="3">
  <INSDSeq>
   <INSDSeq_length>15</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..15</INSDFeature_location>
     <INSDFeature_quals>



      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q6">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>HCDR3</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q5">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   <INSDSeq_sequence>RLMSAISGPGAPLLM</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="4">
  <INSDSeq>
   <INSDSeq_length>14</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..14</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q8">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>LCDR1</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q7">
       
<INSDQualifier_name>organism</INSDQualifier_name>



       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   <INSDSeq_sequence>TGTSSDVGGYNYVS</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="5">
  <INSDSeq>
   <INSDSeq_length>7</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..7</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q10">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>LCDR2</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q9">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   <INSDSeq_sequence>DVSKRPS</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="6">
  <INSDSeq>
   <INSDSeq_length>11</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>



    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..11</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q12">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>SSYTSSDTLEI</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q11">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   <INSDSeq_sequence>SSYTSSDTLEI</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="7">
  <INSDSeq>
   <INSDSeq_length>17</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..17</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q14">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>HCDR2</INSDQualifier_value>



      </INSDQualifier>
      <INSDQualifier id="q13">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   <INSDSeq_sequence>AIVAVVRTETYAQKFQD</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="8">
  <INSDSeq>
   <INSDSeq_length>30</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..30</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q16">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>HFR1</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q15">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>QVQLVQSGAEVKKPGSSVKVSCKASGGTFS</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="9">



  <INSDSeq>
   <INSDSeq_length>14</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..14</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q18">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>HFR2</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q17">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   <INSDSeq_sequence>WVRQAPGQGLEWMG</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="10">
  <INSDSeq>
   <INSDSeq_length>32</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..32</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>



      <INSDQualifier id="q20">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>HFR3</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q19">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>RVKITADISTRTTYMELSSLRSEDTAVYYCAR</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="11">
  <INSDSeq>
   <INSDSeq_length>11</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..11</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q22">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>HFR4</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q21">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>



   </INSDSeq_feature-table>
   <INSDSeq_sequence>WGQGTLVTVSS</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="12">
  <INSDSeq>
   <INSDSeq_length>22</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..22</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q24">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>LFR1</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q23">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   <INSDSeq_sequence>QSALTQPRSVSGSPGQSVTISC</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="13">
  <INSDSeq>
   <INSDSeq_length>15</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..15</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>



       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q141">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>LFR2</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q140">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   <INSDSeq_sequence>WYQQHPGKAPKLMIY</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="14">
  <INSDSeq>
   <INSDSeq_length>32</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..32</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q27">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>LFR3</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q26">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 



construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>GVPDRFSGSKSGNTASLTISGLQAEDEADYYC</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="15">
  <INSDSeq>
   <INSDSeq_length>10</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..10</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q31">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>LFR4</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q30">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   <INSDSeq_sequence>FGGGTKLTVL</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="16">
  <INSDSeq>
   <INSDSeq_length>124</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>



    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..124</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q34">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of the variable heavy (VH) region of anti-EGFR antibody clone RAA22 </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q32">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>QVQLVQSGAEVKKPGSSVKVSCKASGGTFSDNDFSWVRQAPGQGLEWMGAIVAVFRTETYAQKF
QDRVKITADISTRTTYMELSSLRSEDTAVYYCARRLMSAISGPGAPLLMWGQGTLVTVSS</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="17">
  <INSDSeq>
   <INSDSeq_length>372</INSDSeq_length>
   <INSDSeq_moltype>DNA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..372</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       <INSDQualifier_value>other 
DNA</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q39">
       
<INSDQualifier_name>note</INSDQualifier_name>



       <INSDQualifier_value>Nucleic acid 
sequence of the VH region of anti-EGFR antibody clone RAA22 </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q38">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>caggtgcagctggtgcagtctggggccgaagtgaagaaacccggcagcagcgtgaaggtgtcctgtaaagccagcggcg
gcaccttcagcgacaacgactttagctgggtccgacaggcccctggacagggcctggaatggatgggagccatcgtggccgtgttccggacagagacatac
gcccagaaattccaggacagagtgaaaatcaccgccgacatcagcaccagaaccacctacatggaactgagcagcctgagaagcgaggacaccgccgtgta
ctactgcgccagacggctgatgtctgccatctctggacctggcgctcctctgctcatgtggggacagggaacactggtcaccgtgtccagc</INSDSeq_se
quence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="18">
  <INSDSeq>
   <INSDSeq_length>124</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..124</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q41">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of the VH region of anti-EGFR antibody clone QD6 </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q40">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>



    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>QVQLVQSGAEVKKPGSSVKVSCKASGGTFSDNDFSWVRQAPGQGLEWMGAIVAVVRTETYAQKF
QDRVKITADISTRTTYMELSSLRSEDTAVYYCARRLMSAISGPGAPLLMWGQGTLVTVSS</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="19">
  <INSDSeq>
   <INSDSeq_length>372</INSDSeq_length>
   <INSDSeq_moltype>DNA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..372</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       <INSDQualifier_value>other 
DNA</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q143">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Nucleic acid 
sequence of the VH region of anti-EGFR antibody clone QD6</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q142">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>caggtgcagctggtgcagtctggggccgaagtgaagaaacccggcagcagcgtgaaggtgtcctgtaaagccagcggcg
gcaccttcagcgacaacgactttagctgggtccgacaggcccctggacagggcctggaatggatgggagccatcgtggccgtggtccggacagagacatac
gcccagaaattccaggacagagtgaaaatcaccgccgacatcagcaccagaaccacctacatggaactgagcagcctgagaagcgaggacaccgccgtgta
ctactgcgccagacggctgatgtctgccatctctggacctggcgctcctctgctcatgtggggacagggaacactggtcaccgtgtccagc</INSDSeq_se
quence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="20">
  <INSDSeq>
   <INSDSeq_length>111</INSDSeq_length>



   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..111</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q145">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of the variable light (VL) region of anti-EGFR antibody clone RAA22 </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q144">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>QSALTQPRSVSGSPGQSVTISCTGTSSDVGGYNYVSWYQQHPGKAPKLMIYDVSKRPSGVPDRFSG
SKSGNTASLTISGLQAEDEADYYCSSYTSSDTLEIFGGGTKLTVL</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="21">
  <INSDSeq>
   <INSDSeq_length>333</INSDSeq_length>
   <INSDSeq_moltype>DNA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..333</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       <INSDQualifier_value>other 
DNA</INSDQualifier_value>
      </INSDQualifier>



      <INSDQualifier id="q44">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>cagtctgccctgactcagcctcgctcagtgtccgggtctcctggacagtcagtcaccatctcctgcactggaaccagcagtgatg
ttggtggttataactatgtctcctggtaccaacagcacccaggcaaagcccccaaactcatgatttatgatgtcagtaagcggccctcaggggtccctgatcgctt
ctctggctccaagtctggcaacacggcctccctgaccatctctgggctccaggctgaggacgaggctgattattactgcagttcatatacaagcagcgacactctc
gaaatattcggcggagggaccaagctgaccgtccta</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="22">
  <INSDSeq>
   <INSDSeq_length>111</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..111</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q46">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of the VL region of anti-EGFR antibody clone QD6 </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q45">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>QSALTQPRSVSGSPGQSVTISCTGTSSDVGGYNYVSWYQQHPGKAPKLMIYDVSERPSGVPDRFSG



SKSGNTASLTISGLQAEDEADYYCFSYTSSDTLEIFGGGTKLTVL</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="23">
  <INSDSeq>
   <INSDSeq_length>333</INSDSeq_length>
   <INSDSeq_moltype>DNA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..333</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       <INSDQualifier_value>other 
DNA</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q48">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Nucleic acid 
sequence of the VL region of anti-EGFR antibody clone QD6</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q47">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>cagtctgccctgactcagcctcgctcagtgtccgggtctcctggacagtcagtcaccatctcctgcactggaaccagcagtgatg
ttggtggttataactatgtctcctggtaccaacagcacccaggcaaagcccccaaactcatgatttatgatgtcagtgaacggccctcaggggtccctgatcgctt
ctctggctccaagtctggcaacacggcctccctgaccatctctgggctccaggctgaggacgaggctgattattactgcttctcatatacaagcagcgacactctc
gaaatattcggcggagggaccaagctgaccgtccta</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="24">
  <INSDSeq>
   <INSDSeq_length>5</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>



     <INSDFeature_location>1..5</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q50">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>HCDR1</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q49">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   <INSDSeq_sequence>DYYIH</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="25">
  <INSDSeq>
   <INSDSeq_length>17</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..17</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q52">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>HCDR2</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q51">



       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   <INSDSeq_sequence>WMNPNSGNTGYAQKFQG</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="26">
  <INSDSeq>
   <INSDSeq_length>7</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..7</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q54">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>HCDR3</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q53">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   <INSDSeq_sequence>GQGYTHS</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="27">
  <INSDSeq>
   <INSDSeq_length>11</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>



   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..11</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q56">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>LCDR1</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q55">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   <INSDSeq_sequence>RASEGIYHWLA</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="28">
  <INSDSeq>
   <INSDSeq_length>7</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..7</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q58">
       
<INSDQualifier_name>note</INSDQualifier_name>



       
<INSDQualifier_value>LCDR2</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q57">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   <INSDSeq_sequence>KASSLAS</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="29">
  <INSDSeq>
   <INSDSeq_length>9</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..9</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q60">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>LCDR3</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q59">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   <INSDSeq_sequence>QQYSNYPPT</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>



 <SequenceData sequenceIDNumber="30">
  <INSDSeq>
   <INSDSeq_length>30</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..30</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q62">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>HFR1</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q61">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>QVQLVQSGAEVKKPGASVKVSCKASGYTFT</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="31">
  <INSDSeq>
   <INSDSeq_length>14</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..14</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       



<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q64">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>HFR2</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q63">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   <INSDSeq_sequence>WVRQATGQGLEWMG</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="32">
  <INSDSeq>
   <INSDSeq_length>32</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..32</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q66">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>HFR3</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q65">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>



    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>RVTMTRDTSISTAYMELSSLRSEDTAVYYCAR</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="33">
  <INSDSeq>
   <INSDSeq_length>11</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..11</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q68">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>HFR4</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q67">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   <INSDSeq_sequence>WGQGTMVTVSS</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="34">
  <INSDSeq>
   <INSDSeq_length>23</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..23</INSDFeature_location>



     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q70">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>LFR1</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q69">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   <INSDSeq_sequence>DIQMTQSPSTLSASVGDRVTITC</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="35">
  <INSDSeq>
   <INSDSeq_length>15</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..15</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q147">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>LFR2</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q146">
       



<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   <INSDSeq_sequence>WYQQKPGKAPKLLIY</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="36">
  <INSDSeq>
   <INSDSeq_length>32</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..32</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q73">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>LFR3</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q72">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>GVPSRFSGSGSGTEFTLTISSLQPDDFATYYC</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="37">
  <INSDSeq>
   <INSDSeq_length>10</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>



   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..10</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q75">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>LFR4</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q74">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   <INSDSeq_sequence>FGGGTKLEIK</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="38">
  <INSDSeq>
   <INSDSeq_length>116</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..116</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q77">
       
<INSDQualifier_name>note</INSDQualifier_name>



       <INSDQualifier_value>Amino acid 
sequence of the variable heavy (VH) region of anti-c-Met antibody clone B09-GL </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q76">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>QVQLVQSGAEVKKPGASVKVSCKASGYTFTDYYIHWVRQATGQGLEWMGWMNPNSGNTGYAQK
FQGRVTMTRDTSISTAYMELSSLRSEDTAVYYCARGQGYTHSWGQGTMVTVSS</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="39">
  <INSDSeq>
   <INSDSeq_length>348</INSDSeq_length>
   <INSDSeq_moltype>DNA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..348</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       <INSDQualifier_value>other 
DNA</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q79">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Nucleic acid 
sequence of the VH region of anti-c-Met antibody clone B09-GL </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q78">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   



<INSDSeq_sequence>caagtgcagctggtgcagtctggcgccgaagtgaagaaacctggcgccagcgtgaaggtcagctgcaaggccagcggcta
caccttcaccgactactacatccactgggtccgccaggccacaggccagggactggaatggatgggctggatgaaccccaacagcggcaacaccggctacgc
ccagaaattccagggcagagtgaccatgacccgggacaccagcatcagcaccgcctacatggaactgagcagcctgcggagcgaggacaccgccgtgtact
actgtgccagaggccagggctacacccacagctggggccagggcaccatggtcacagtgtccagc</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="40">
  <INSDSeq>
   <INSDSeq_length>107</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..107</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q81">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of the variable light (VL) region of anti-c-Met antibody clone B09-GL</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q80">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>DIQMTQSPSTLSASVGDRVTITCRASEGIYHWLAWYQQKPGKAPKLLIYKASSLASGVPSRFSGSGSG
TEFTLTISSLQPDDFATYYCQQYSNYPPTFGGGTKLEIK</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="41">
  <INSDSeq>
   <INSDSeq_length>321</INSDSeq_length>
   <INSDSeq_moltype>DNA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>



     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..321</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       <INSDQualifier_value>other 
DNA</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q83">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Nucleic acid 
sequence of the VL region of anti-c-Met antibody clone B09-GL </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q82">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>gacatccagatgacccagagccccagcaccctgagcgccagcgtcggcgacagagtgaccatcacctgtcgggccagcgag
ggcatctaccactggctggcctggtatcagcagaagcccggcaaggcccccaagctgctgatctacaaggccagcagcctggccagcggagtccctagcag
attttctggcagcggcagcggcaccgagttcaccctgaccatcagcagcctgcagcccgacgacttcgccacctactactgccagcagtacagcaactacccccc
caccttcggcggaggcaccaagctggaaatcaag</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="42">
  <INSDSeq>
   <INSDSeq_length>330</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..330</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q85">
       



<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of a human immunoglobulin G1 heavy chain constant </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q84">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVV
TVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPE
VKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSR
DELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYT
QKSLSLSPGK</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="43">
  <INSDSeq>
   <INSDSeq_length>330</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..330</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q87">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of a human immunoglobulin G1 CH region modified to include &apos;Knob&apos; mutation, 
interchain cysteine mutations, a cysteine to form a stabilizing disulfide bridge and with a cysteine insertion 
</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q86">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 



construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>ASTKGPSVCPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSV
VTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSVDKTHTCPPCPAPELLGGPSCVFLFPPKPKDTLMISRTPEVTCVVVDVSHE
DPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLP
PCREEMTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALH
NHYTQKSLSLSPG</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="44">
  <INSDSeq>
   <INSDSeq_length>329</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..329</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q89">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of a human immunoglobulin G1 CH region modified to include &apos;Knob&apos; mutation, 
interchain cysteine mutations, a cysteine to form a stabilizing disulfide bridge and without a cysteine insertion 
</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q88">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>ASTKGPSVCPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSV
VTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSVDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDP



EVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPC
REEMTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNH
YTQKSLSLSPG</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="45">
  <INSDSeq>
   <INSDSeq_length>331</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..331</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q149">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of a human immunoglobulin G1 CH region modified to include &apos;Hole&apos; mutations, a 
cysteine to form a stabilizing disulfide bridge and with a cysteine insertion  </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q148">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVV
TVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPELLGGPSCVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDP
EVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVCTLPPSR
EEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLVSKLTVDKSRWQQGNVFSCSVMHEALHNHYT
QKSLSLSPGK</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="46">
  <INSDSeq>
   <INSDSeq_length>330</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>



   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..330</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q92">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of a human immunoglobulin G1 CH region modified to include &apos;Hole&apos; mutations, a 
cysteine to form a stabilizing disulfide bridge and without a cysteine insertion </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q91">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVV
TVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPE
VKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVCTLPPSRE
EMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLVSKLTVDKSRWQQGNVFSCSVMHEALHNHYT
QKSLSLSPGK</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="47">
  <INSDSeq>
   <INSDSeq_length>107</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..107</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>



       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q94">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of a wild-type human immunoglobulin kappa constant region (</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q93">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYS
LSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="48">
  <INSDSeq>
   <INSDSeq_length>107</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..107</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q151">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of a human immunoglobulin kappa constant region modified to include S121C and C214V 
substitutions </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q150">
       
<INSDQualifier_name>organism</INSDQualifier_name>



       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>RTVAAPSVFIFPPCDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYS
LSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEV</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="49">
  <INSDSeq>
   <INSDSeq_length>106</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..106</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q97">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of a human immunoglobulin lambda constant region </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q96">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>GQPKAAPSVTLFPPSSEELQANKATLVCLISDFYPGAVTVAWKADSSPVKAGVETTTPSKQSNNKYAA
SSYLSLTPEQWKSHRSYSCQVTHEGSTVEKTVAPTECS</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="50">
  <INSDSeq>



   <INSDSeq_length>446</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..446</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q99">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of the heavy chain of anti-c-Met antibody clone B09-GL with cysteine insertion </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q98">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>QVQLVQSGAEVKKPGASVKVSCKASGYTFTDYYIHWVRQATGQGLEWMGWMNPNSGNTGYAQK
FQGRVTMTRDTSISTAYMELSSLRSEDTAVYYCARGQGYTHSWGQGTMVTVSSASTKGPSVCPLAPSSKSTSGGTAALGCLVK
DYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSVDKTHTCPPCPAP
ELLGGPSCVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWL
NGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPCREEMTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVL
DSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="51">
  <INSDSeq>
   <INSDSeq_length>445</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..445</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>



       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q101">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of the heavy chain of anti-c-Met antibody clone B09-GL without cysteine insertion 
</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q100">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>QVQLVQSGAEVKKPGASVKVSCKASGYTFTDYYIHWVRQATGQGLEWMGWMNPNSGNTGYAQK
FQGRVTMTRDTSISTAYMELSSLRSEDTAVYYCARGQGYTHSWGQGTMVTVSSASTKGPSVCPLAPSSKSTSGGTAALGCLVK
DYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSVDKTHTCPPCPAP
ELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLN
GKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPCREEMTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLD
SDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="52">
  <INSDSeq>
   <INSDSeq_length>214</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..214</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q103">
       
<INSDQualifier_name>note</INSDQualifier_name>



       <INSDQualifier_value>Amino acid 
sequence of the light chain of anti-c-Met antibody clone B09-GL </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q102">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>DIQMTQSPSTLSASVGDRVTITCRASEGIYHWLAWYQQKPGKAPKLLIYKASSLASGVPSRFSGSGSG
TEFTLTISSLQPDDFATYYCQQYSNYPPTFGGGTKLEIKRTVAAPSVFIFPPCDEQLKSGTASVVCLLNNFYPREAKVQWKVDNAL
QSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEV</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="53">
  <INSDSeq>
   <INSDSeq_length>455</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..455</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q105">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of the heavy chain of anti-EGFR antibody clone QD6 without cysteine insertion</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q104">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>



   
<INSDSeq_sequence>QVQLVQSGAEVKKPGSSVKVSCKASGGTFSDNDFSWVRQAPGQGLEWMGAIVAVVRTETYAQKF
QDRVKITADISTRTTYMELSSLRSEDTAVYYCARRLMSAISGPGAPLLMWGQGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAAL
GCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCP
PCPAPELLGGPSCVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLH
QDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVCTLPPSREEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTT
PPVLDSDGSFFLVSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="54">
  <INSDSeq>
   <INSDSeq_length>454</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..454</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q107">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of the heavy chain of anti-EGFR antibody clone QD6 without cysteine insertion </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q106">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>QVQLVQSGAEVKKPGSSVKVSCKASGGTFSDNDFSWVRQAPGQGLEWMGAIVAVVRTETYAQKF
QDRVKITADISTRTTYMELSSLRSEDTAVYYCARRLMSAISGPGAPLLMWGQGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAAL
GCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCP
PCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQ
DWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVCTLPPSREEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTP
PVLDSDGSFFLVSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>



 <SequenceData sequenceIDNumber="55">
  <INSDSeq>
   <INSDSeq_length>217</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..217</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q109">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of the light chain of anti-EGFR antibody clone QD6 </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q108">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>QSALTQPRSVSGSPGQSVTISCTGTSSDVGGYNYVSWYQQHPGKAPKLMIYDVSERPSGVPDRFSG
SKSGNTASLTISGLQAEDEADYYCFSYTSSDTLEIFGGGTKLTVLGQPKAAPSVTLFPPSSEELQANKATLVCLISDFYPGAVTVAW
KADSSPVKAGVETTTPSKQSNNKYAASSYLSLTPEQWKSHRSYSCQVTHEGSTVEKTVAPTECS</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="56">
  <INSDSeq>
   <INSDSeq_length>455</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..455</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       



<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q111">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of the heavy chain of anti-EGFR antibody clone RAA22 with cysteine insertion</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q110">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>QVQLVQSGAEVKKPGSSVKVSCKASGGTFSDNDFSWVRQAPGQGLEWMGAIVAVFRTETYAQKF
QDRVKITADISTRTTYMELSSLRSEDTAVYYCARRLMSAISGPGAPLLMWGQGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAAL
GCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCP
PCPAPELLGGPSCVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLH
QDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVCTLPPSREEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTT
PPVLDSDGSFFLVSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="57">
  <INSDSeq>
   <INSDSeq_length>455</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..455</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q113">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of the heavy chain of anti-EGFR antibody clone RAA22 without cysteine insertion 



</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q112">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>QVQLVQSGAEVKKPGSSVKVSCKASGGTFSDNDFSWVRQAPGQGLEWMGAIVAVFRTETYAQKF
QDRVKITADISTRTTYMELSSLRSEDTAVYYCARRLMSAISGPGAPLLMWGQGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAAL
GCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCP
PCPAPELLGGPSCVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLH
QDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVCTLPPSREEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTT
PPVLDSDGSFFLVSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="58">
  <INSDSeq>
   <INSDSeq_length>217</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..217</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q115">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of the light chain of anti-EGFR antibody clone RAA22 </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q114">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>



    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>QSALTQPRSVSGSPGQSVTISCTGTSSDVGGYNYVSWYQQHPGKAPKLMIYDVSKRPSGVPDRFSG
SKSGNTASLTISGLQAEDEADYYCSSYTSSDTLEIFGGGTKLTVLGQPKAAPSVTLFPPSSEELQANKATLVCLISDFYPGAVTVAW
KADSSPVKAGVETTTPSKQSNNKYAASSYLSLTPEQWKSHRSYSCQVTHEGSTVEKTVAPTECS</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="59">
  <INSDSeq>
   <INSDSeq_length>454</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..454</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q117">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of the heavy chain of anti-EGFR in &apos;EGFR-cMET TM&apos; antibody </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q116">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>QVQLVQSGAEVKKPGSSVKVSCKASGGTFSDNDFSWVRQAPGQGLEWMGAIVAVFRTETYAQKF
QDRVKITADISTRTTYMELSSLRSEDTAVYYCARRLMSAISGPGAPLLMWGQGTLVTVSSASTKGPSVCPLAPSSKSTSGGTAAL
GCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSVDKTHTCP
PCPAPEFEGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQ
DWLNGKEYKCKVSNKALPASIEKTISKAKGQPREPQVYTLPPCREEMTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTP
PVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="60">



  <INSDSeq>
   <INSDSeq_length>446</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..446</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q119">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of the heavy chain of anti-c-Met in &apos;EGFR-cMET TM&apos; antibody </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q118">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>QVQLVQSGAEVKKPGASVKVSCKASGYTFTDYYIHWVRQATGQGLEWMGWMNPNSGNTGYAQK
FQGRVTMTRDTSISTAYMELSSLRSEDTAVYYCARGQGYTHSWGQGTMVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVK
DYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAP
EFEGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLN
GKEYKCKVSNKALPASIEKTISKAKGQPREPQVCTLPPSREEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDS
DGSFFLVSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="61">
  <INSDSeq>
   <INSDSeq_length>217</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..217</INSDFeature_location>
     <INSDFeature_quals>



      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q156">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of the light chain of anti-EGFR in &apos;EGFR-cMET TM&apos; antibody </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q155">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>QSALTQPRSVSGSPGQSVTISCTGTSSDVGGYNYVSWYQQHPGKAPKLMIYDVSKRPSGVPDRFSG
SKSGNTASLTISGLQAEDEADYYCSSYTSSDTLEIFGGGTKLTVLGQPKAAPSVTLFPPCSEELQANKATLVCLISDFYPGAVTVAW
KADSSPVKAGVETTTPSKQSNNKYAASSYLSLTPEQWKSHRSYSCQVTHEGSTVEKTVAPTEVS</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="62">
  <INSDSeq>
   <INSDSeq_length>214</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..214</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q122">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of the light chain of anti-c-Met in &apos;EGFR-cMET TM&apos; antibody </INSDQualifier_value>
      </INSDQualifier>



      <INSDQualifier id="q121">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>DIQMTQSPSTLSASVGDRVTITCRASEGIYHWLAWYQQKPGKAPKLLIYKASSLASGVPSRFSGSGSG
TEFTLTISSLQPDDFATYYCQQYSNYPPTFGGGTKLEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNAL
QSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="63">
  <INSDSeq>
   <INSDSeq_length>330</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..330</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q124">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of a human immunoglobulin G1 CH region modified to include &apos;knob&apos; mutations, a 
cysteine to form a stabilizing disulfide bridge, without a cysteine insertion and with the 
TM</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q123">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   



<INSDSeq_sequence>ASTKGPSVCPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSV
VTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSVDKTHTCPPCPAPEFEGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHED
PEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPASIEKTISKAKGQPREPQVYTLPPC
REEMTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNH
YTQKSLSLSPGK</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="64">
  <INSDSeq>
   <INSDSeq_length>330</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..330</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q126">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of a human immunoglobulin G1 CH region modified to include &apos;Hole&apos; mutations, a 
cysteine to form a stabilizing disulfide bridge, without a cysteine insertion and with the TM 
</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q125">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVV
TVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPEFEGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPE
VKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPASIEKTISKAKGQPREPQVCTLPPSRE
EMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLVSKLTVDKSRWQQGNVFSCSVMHEALHNHYT
QKSLSLSPGK</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="65">



  <INSDSeq>
   <INSDSeq_length>106</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..106</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q154">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of a human immunoglobulin lambda constant region modified to include S121C and C214V 
substitutions </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q153">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>GQPKAAPSVTLFPPCSEELQANKATLVCLISDFYPGAVTVAWKADSSPVKAGVETTTPSKQSNNKYA
ASSYLSLTPEQWKSHRSYSCQVTHEGSTVEKTVAPTEVS</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="66">
  <INSDSeq>
   <INSDSeq_length>7</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..7</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>



       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q129">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>LCDR2</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q128">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   <INSDSeq_sequence>DVSERPS</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="67">
  <INSDSeq>
   <INSDSeq_length>11</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..11</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q131">
       
<INSDQualifier_name>note</INSDQualifier_name>
       
<INSDQualifier_value>LCDR3</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q130">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>



     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   <INSDSeq_sequence>FSYTSSDTLEI</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="68">
  <INSDSeq>
   <INSDSeq_length>621</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..621</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q133">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of the human EGFR extracellular domain </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q132">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>LEEKKVCQGTSNKLTQLGTFEDHFLSLQRMFNNCEVVLGNLEITYVQRNYDLSFLKTIQEVAGYVLIAL
NTVERIPLENLQIIRGNMYYENSYALAVLSNYDANKTGLKELPMRNLQEILHGAVRFSNNPALCNVESIQWRDIVSSDFLSNMS
MDFQNHLGSCQKCDPSCPNGSCWGAGEENCQKLTKIICAQQCSGRCRGKSPSDCCHNQCAAGCTGPRESDCLVCRKFRDE
ATCKDTCPPLMLYNPTTYQMDVNPEGKYSFGATCVKKCPRNYVVTDHGSCVRACGADSYEMEEDGVRKCKKCEGPCRKVCN
GIGIGEFKDSLSINATNIKHFKNCTSISGDLHILPVAFRGDSFTHTPPLDPQELDILKTVKEITGFLLIQAWPENRTDLHAFENLEIIRG
RTKQHGQFSLAVVSLNITSLGLRSLKEISDGDVIISGNKNLCYANTINWKKLFGTSGQKTKIISNRGENSCKATGQVCHALCSPEG
CWGPEPRDCVSCRNVSRGRECVDKCNLLEGEPREFVENSECIQCHPECLPQAMNITCTGRGPDNCIQCAHYIDGPHCVKTCPA
GVMGENNTLVWKYADAGHVCHLCHPNCTYGCTGPGLEGCPTNGPKIPS</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="69">



  <INSDSeq>
   <INSDSeq_length>621</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..621</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q135">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of the cynomolgus monkey EGFR extracellular domain </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q134">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>LEEKKVCQGTSNKLTQLGTFEDHFLSLQRMFNNCEVVLGNLEITYVQRNYDLSFLKTIQEVAGYVLIAL
NTVERIPLENLQIIRGNMYYENSYALAVLSNYDANKTGLKELPMRNLQEILHGAVRFSNNPALCNVESIQWRDIVSSEFLSNMS
MDFQNHLGSCQKCDPSCPNGSCWGAGEENCQKLTKIICAQQCSGRCRGKSPSDCCHNQCAAGCTGPRESDCLVCRKFRDE
ATCKDTCPPLMLYNPTTYQMDVNPEGKYSFGATCVKKCPRNYVVTDHGSCVRACGADSYEMEEDGVRKCKKCEGPCRKVCN
GIGIGEFKDTLSINATNIKHFKNCTSISGDLHILPVAFRGDSFTHTPPLDPQELDILKTVKEITGFLLIQAWPENRTDLHAFENLEIIRG
RTKQHGQFSLAVVSLNITSLGLRSLKEISDGDVIISGNKNLCYANTINWKKLFGTSSQKTKIISNRGENSCKATGQVCHALCSPEG
CWGPEPRDCVSCQNVSRGRECVDKCNILEGEPREFVENSECIQCHPECLPQVMNITCTGRGPDNCIQCAHYIDGPHCVKTCPA
GVMGENNTLVWKYADAGHVCHLCHPNCTYGCTGPGLEGCARNGPKIPS</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="70">
  <INSDSeq>
   <INSDSeq_length>908</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>



     <INSDFeature_location>1..908</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       
<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q137">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of the human c-Met extracellular domain </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q136">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>ECKEALAKSEMNVNMKYQLPNFTAETPIQNVILHEHHIFLGATNYIYVLNEEDLQKVAEYKTGPVLEH
PDCFPCQDCSSKANLSGGVWKDNINMALVVDTYYDDQLISCGSVNRGTCQRHVFPHNHTADIQSEVHCIFSPQIEEPSQCPD
CVVSALGAKVLSSVKDRFINFFVGNTINSSYFPDHPLHSISVRRLKETKDGFMFLTDQSYIDVLPEFRDSYPIKYVHAFESNNFIYFL
TVQRETLDAQTFHTRIIRFCSINSGLHSYMEMPLECILTEKRKKRSTKKEVFNILQAAYVSKPGAQLARQIGASLNDDILFGVFAQS
KPDSAEPMDRSAMCAFPIKYVNDFFNKIVNKNNVRCLQHFYGPNHEHCFNRTLLRNSSGCEARRDEYRTEFTTALQRVDLFM
GQFSEVLLTSISTFIKGDLTIANLGTSEGRFMQVVVSRSGPSTPHVNFLLDSHPVSPEVIVEHTLNQNGYTLVITGKKITKIPLNGLG
CRHFQSCSQCLSAPPFVQCGWCHDKCVRSEECLSGTWTQQICLPAIYKVFPNSAPLEGGTRLTICGWDFGFRRNNKFDLKKTR
VLLGNESCTLTLSESTMNTLKCTVGPAMNKHFNMSIIISNGHGTTQYSTFSYVDPVITSISPKYGPMAGGTLLTLTGNYLNSGNSR
HISIGGKTCTLKSVSNSILECYTPAQTISTEFAVKLKIDLANRETSIFSYREDPIVYEIHPTKSFISGGSTITGVGKNLNSVSVPRMVINV
HEAGRNFTVACQHRSNSEIICCTTPSLQQLNLQLPLKTKAFFMLDGILSKYFDLIYVHNPVFKPFEKPVMISMGNENVLEIKGNDI
DPEAVKGEVLKVGNKSCENIHLHSEAVLCTVPNDLLKLNSELNIEWKQAISSTVLGKVIVQPDQNFT</INSDSeq_sequence>
  </INSDSeq>
 </SequenceData>
 <SequenceData sequenceIDNumber="71">
  <INSDSeq>
   <INSDSeq_length>908</INSDSeq_length>
   <INSDSeq_moltype>AA</INSDSeq_moltype>
   <INSDSeq_division>PAT</INSDSeq_division>
   <INSDSeq_feature-table>
    <INSDFeature>
     <INSDFeature_key>source</INSDFeature_key>
     <INSDFeature_location>1..908</INSDFeature_location>
     <INSDFeature_quals>
      <INSDQualifier>
       



<INSDQualifier_name>mol_type</INSDQualifier_name>
       
<INSDQualifier_value>protein</INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q139">
       
<INSDQualifier_name>note</INSDQualifier_name>
       <INSDQualifier_value>Amino acid 
sequence of the cynomolgus monkey c-Met extracellular domain </INSDQualifier_value>
      </INSDQualifier>
      <INSDQualifier id="q138">
       
<INSDQualifier_name>organism</INSDQualifier_name>
       <INSDQualifier_value>synthetic 
construct</INSDQualifier_value>
      </INSDQualifier>
     </INSDFeature_quals>
    </INSDFeature>
   </INSDSeq_feature-table>
   
<INSDSeq_sequence>ECKEALAKSEMNVNMKYQLPNFTAETAIQNVILHEHHIFLGATNYIYVLNEEDLQKVAEYKTGPVLEH
PDCFPCQDCSSKANLSGGVWKDNINMALVVDTYYDDQLISCGSVNRGTCQRHVFPHNHTADIQSEVHCIFSPQIEEPNQCPD
CVVSALGAKVLSSVKDRFINFFVGNTINSSYFPHHPLHSISVRRLKETKDGFMFLTDQSYIDVLPEFRDSYPIKYIHAFESNNFIYFLT
VQRETLNAQTFHTRIIRFCSLNSGLHSYMEMPLECILTEKRKKRSTKKEVFNILQAAYVSKPGAQLARQIGASLNDDILFGVFAQS
KPDSAEPMDRSAMCAFPIKYVNDFFNKIVNKNNVRCLQHFYGPNHEHCFNRTLLRNSSGCEARRDEYRAEFTTALQRVDLFM
GQFSEVLLTSISTFVKGDLTIANLGTSEGRFMQVVVSRSGPSTPHVNFLLDSHPVSPEVIVEHPLNQNGYTLVVTGKKITKIPLNGL
GCRHFQSCSQCLSAPPFVQCGWCHDKCVRSEECPSGTWTQQICLPAIYKVFPTSAPLEGGTRLTICGWDFGFRRNNKFDLKKT
RVLLGNESCTLTLSESTMNTLKCTVGPAMNKHFNMSIIISNGHGTTQYSTFSYVDPIITSISPKYGPMAGGTLLTLTGNYLNSGNS
RHISIGGKTCTLKSVSNSILECYTPAQTISTEFAVKLKIDLANRETSIFSYREDPIVYEIHPTKSFISGGSTITGVGKNLHSVSVPRMVIN
VHEAGRNFTVACQHRSNSEIICCTTPSLQQLNLQLPLKTKAFFMLDGILSKYFDLIYVHNPVFKPFEKPVMISMGNENVLEIKGN
DIDPEAVKGEVLKVGNKSCENIHLHSEAVLCTVPNDLLKLNSELNIEWKQAISSTVLGKVIVQPDQNFT</INSDSeq_sequence
>
  </INSDSeq>
 </SequenceData>
</ST26SequenceListing>


