<?xml version="1.0" encoding="UTF-8"?>
<IDOCTYPE ST26SequencelListing PUBLIC "-//WIPO//DTD Sequence Listing 1.3//EN"
"ST26Sequencelisting_V1_3.dtd">
<ST26Sequencelisting originalFreeTextLanguageCode="en" dtdVersion="V1_3"
fileName="59073-718_602_SL.xml" softwareName="WIPO Sequence" softwareVersion="2.3.0"
productionDate="2023-10-11">
<Applicationldentification>
<IPOfficeCode>US </IPOfficeCode>
<ApplicationNumberText>PCT/US2023/026140</ApplicationNumberText>
<FilingDate>2023-06-23</FilingDate>
</Applicationldentification>
<ApplicantFileReference>59073-718.602 </ApplicantFileReference>
<EarliestPriorityApplicationldentification>
<IPOfficeCode>US </IPOfficeCode>
<ApplicationNumberText>63/354,931</ApplicationNumberText>
<FilingDate>2022-06-23</FilingDate>
</EarliestPriorityApplicationldentification>
<ApplicantName languageCode="en">CHROMA MEDICINE, INC.</ApplicantName>
<InventionTitle languageCode="en">COMPOSITIONS AND METHODS FOR EPIGENETIC
EDITING </InventionTitle>
<SequenceTotalQuantity>180</SequenceTotalQuantity >
<SequenceData sequencelDNumber="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="g1">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GSGGG</INSDSeq_sequence>
</INSDSeq>
</SequenceData>



<SequenceData sequencelDNumber="2">
<INSDSeq>

<INSDSeq_length>16</INSDSeq_length>

<INSDSeq_moltype>AA</INSDSeq_moltype>

<INSDSeq_division>PAT </INSDSeq_division>

<INSDSeq_feature-table>

<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..16</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g2">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>SGSETPGTSESATPES </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="3">
<INSDSeq>
<INSDSeq_length>80</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..80</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g3">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>



</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>GGPSSGAPPPSGGSPAGSPTSTEEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGS
APGTSTEPSE</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="4">
<INSDSeq>
<INSDSeq_length>150</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..150</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g4" >

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>VARIANT </INSDFeature_key>
<INSDFeature_location>6..150</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="g500">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>GGGGS repeats may
be deleted </INSDQuialifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>GGGGSGGGGSGGGGSGGGGSGGGGSGGGGSGGGGSGGGGSGGGGSGGGGSGGGGSGGGGSG
GGGSGGGGSGGGGSGGGGSGGGGSGGGGSGGGGSGGGGSGGGGSGGGGESGGGGSGGGGSGGGGSGGGGSGGGGSGG



GGSGGGGSGGGGS</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="5">
<INSDSeq>
<INSDSeq_length>27 </INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..27 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g501">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>SSGNSNANSRGPSFSSGLVPLSLRGSH</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="6">
<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="g502">



<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>YPYDVPDYA</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="7">
<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="g503">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>PKKKRKV </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="8">
<INSDSeq>
<INSDSeq_length>1369</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..1369 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>



<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q504" >

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MDKKYSIGLDIGTNSVGWAVITDEYKVPSKKFKVLGNTDRHSIKKNLIGALLFDSGETAEATRLKRTAR
RRYTRRKNRICYLQEIFSNEMAKVDDSFFHRLEESFLVEEDKKHERHPIFGNIVDEVAYHEKYPTIYHLRKKLVDSTDKADLRLIYLA
LAHMIKFRGHFLIEGDLNPDNSDVDKLFIQLVQTYNQLFEENPINASGVDAKAILSARLSKSRRLENLIAQLPGEKKNGLFGNLIA
LSLGLTPNFKSNFDLAEDAKLQLSKDTYDDDLDNLLAQIGDQYADLFLAAKNLSDAILLSDILRVNTEITKAPLSASMIKRYDEHH
QDLTLLKALVRQQLPEKYKEIFFDQSKNGYAGYIDGGASQEEFYKFIKPILEKMDGTEELLVKLNREDLLRKQRTFDNGSIPHQIHL
GELHAILRRQEDFYPFLKDNREKIEKILTFRIPYYVGPLARGNSRFAWMTRKSEETITPWNFEEVVDKGASAQSFIERMTNFDKNL
PNEKVLPKHSLLYEYFTVYNELTKVKYVTEGMRKPAFLSGEQKKAIVDLLFKTNRKVTVKQLKEDYFKKIECFDSVEISGVEDRFNA
SLGTYHDLLKIKDKDFLDNEENEDILEDIVLTLTLFEDREMIEERLKTYAHLFDDKVMKQLKRRRYTGWGRLSRKLINGIRDKQSG
KTILDFLKSDGFANRNFMQLIHDDSLTFKEDIQKAQVSGQGDSLHEHIANLAGSPAIKKGILQTVKVVDELVKVMGRHKPENIVI
EMARENQTTQKGQKNSRERMKRIEEGIKELGSQILKEHPVENTQLQNEKLYLYYLQNGRDMYVDQELDINRLSDYDVDHIVPQ
SFLKDDSIDNKVLTRSDKNRGKSDNVPSEEVVKKMKNYWRQLLNAKLITQRKFDNLTKAERGGLSELDKAGFIKRQLVETRQITK
HVAQILDSRMNTKYDENDKLIREVKVITLKSKLVSDFRKDFQFYKVREINNYHHAHDAYLNAVVGTALIKKYPKLESEFVYGDYK
VYDVRKMIAKSEQEIGKATAKYFFYSNIMNFFKTEITLANGEIRKRPLIETNGETGEIVWDKGRDFATVRKVLSMPQVNIVKKTEV
QTGGFSKESILPKRNSDKLIARKKDWDPKKYGGFDSPTVAYSVLVVAKVEKGKSKKLKSVKELLGITIMERSSFEKNPIDFLEAKGY
KEVKKDLIIKLPKYSLFELENGRKRMLASAGELQKGNELALPSKYVNFLYLASHYEKLKGSPEDNEQKQLFVEQHKHYLDEIIEQISE
FSKRVILADANLDKVLSAYNKHRDKPIREQAENIIHLFTLTNLGAPAAFKYFDTTIDRKRYTSTKEVLDATLIHQSITGLYETRIDLSQ
LGGDS </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="9">
<INSDSeq>
<INSDSeq_length>77</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..77 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>



</INSDQualifier>
<INSDQualifier id="g505">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>TGRTLVTFKDVFVDFTREEWKLLDTAQQIVYRNVMLENYKNLVSLGYQLTKPDVILRLEKGEEPLEINL
WITKFVKD </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="10">
<INSDSeq>
<INSDSeq_length>120</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..120</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g506">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MYPYDVPDYASPKKKRKVGGGASMDAKSLTAWSRTLVTFKDVFVDFTREEWKLLDTAQQIVYRNV
MLENYKNLVSLGYQLTKPDVILRLEKGEEPWLVEREIHQETHPDSETAFEIKSSV </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="11">
<INSDSeq>
<INSDSeq_length>117</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>



<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..117</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g507">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>ALSPQHSAVTQGSIKNKEGMDAKSLTAWSRTLVTFKDVFVDFTREEWKLLDTAQQIVYRNVMLENY
KNLVSLGYQLTKPDVILRLEKGEEPWLVEREIHQETHPDSETAFEIKSSV </INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="12">
<INSDSeq>
<INSDSeq_length>322 </INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..322</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g508">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Homo
sapiens</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>



</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>TYGLLRRREDWPSRLQMFFANNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVD
RYIASEVCEDSITVGMVRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARP
KEGDDRPFFWLFENVVAMGVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIA
KFSKVRTITTRSNSIKQGKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYF
ACV </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="13">
<INSDSeq>
<INSDSeq_length>386</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..386 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g509">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Homo
sapiens</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MAAIPALDPEAEPSMDVILVGSSELSSSVSPGTGRDLIAYEVKANQRNIEDICICCGSLQVHTQHPLFE
GGICAPCKDKFLDALFLYDDDGYQSYCSICCSGETLLICGNPDCTRCYCFECVDSLVGPGTSGKVHAMSNWVCYLCLPSSRSGLL
QRRRKWRSQLKAFYDRESENPLEMFETVPVWRRQPVRVLSLFEDIKKELTSLGFLESGSDPGQLKHVVDVTDTVRKDVEEWGPF
DLVYGATPPLGHTCDRPPSWYLFQFHRLLQYARPKPGSPRPFFWMFVDNLVLNKEDLDVASRFLEMEPVTIPDVHGGSLQNAV
RVWSNIPAIRSRHWALVSEEELSLLAQNKQSSKLAAKWPTKLVKNCFLPLREYFKYFSTELTSSL</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="14">
<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="g510">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Homo
sapiens</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>ENPLEMFETVPVWRRQPVRVLSLFEDIKKELTSLGFLESGSDPGQLKHVVDVTDTVRKDVEEWGPFDL
VYGATPPLGHTCDRPPSWYLFQFHRLLQYARPKPGSPRPFFWMFVDNLVLNKEDLDVASRFLEMEPVTIPDVHGGSLQNAVR
VWSNIPAIRSRHWALVSEEELSLLAQNKQSSKLAAKWPTKLVKNCFLPLREYFKYFSTELTSSL</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="15">
<INSDSeq>
<INSDSeq_length>421</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..421</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g511">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Mus
sp.</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>



</INSDSeq_feature-table>

<INSDSeq_sequence>MGSRETPSSCSKTLETLDLETSDSSSPDADSPLEEQWLKSSPALKEDSVDVVLEDCKEPLSPSSPPTGRE
MIRYEVKVNRRSIEDICLCCGTLQVYTRHPLFEGGLCAPCKDKFLESLFLYDDDGHQSYCTICCSGGTLFICESPDCTRCYCFECVDI
LVGPGTSERINAMACWVCFLCLPFSRSGLLQRRKRWRHQLKAFHDQEGAGPMEIYKTVSAWKRQPVRVLSLFRNIDKVLKSLG
FLESGSGSGGGTLKYVEDVTNVVRRDVEKWGPFDLVYGSTQPLGSSCDRCPGWYMFQFHRILQYALPRQESQRPFFWIFMDN
LLLTEDDQETTTRFLQTEAVTLQDVRGRDYQNAMRVWSNIPGLKSKHAPLTPKEEEYLQAQVRSRSKLDAPKVDLLVKNCLLPL
REYFKYFSQNSLPL</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="16">
<INSDSeq>
<INSDSeq_length>215</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..215</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g512">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Mus
sp.</INSDQuialifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MGPMEIYKTVSAWKRQPVRVLSLFRNIDKVLKSLGFLESGSGSGGGTLKYVEDVTNVVRRDVEKWGP
FDLVYGSTQPLGSSCDRCPGWYMFQFHRILQYALPRQESQRPFFWIFMDNLLLTEDDQETTTRFLQTEAVTLQDVRGRDYQNA
MRVWSNIPGLKSKHAPLTPKEEEYLQAQVRSRSKLDAPKVDLLVKNCLLPLREYFKYFSQNSLPL</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="17">
<INSDSeq>
<INSDSeq_length>2098 </INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>



<INSDFeature_location>1..2098 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g513">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MPKKKRKVPKKKRKVNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYIASEV
CEDSITVGMVRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKEGDDR
PFFWLFENVVAMGVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKFSKVRTI
TTRSNSIKQGKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFACVSSGN
SNANSRGPSFSSGLVPLSLRGSHNPLEMFETVPVWRRQPVRVLSLFEDIKKELTSLGFLESGSDPGQLKHVVDVTDTVRKDVEE
WGPFDLVYGATPPLGHTCDRPPSWYLFQFHRLLQYARPKPGSPRPFFWMFVDNLVLNKEDLDVASRFLEMEPVTIPDVHGGSL
QNAVRVWSNIPAIRSRHWALVSEEELSLLAQNKQSSKLAAKWPTKLVKNCFLPLREYFKYFSTELTSSLGGPSSGAPPPSGGSPA
GSPTSTEEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGSAPGTSTEPSEMDKKYSIGLAIGTNSVGWAVITDE
YKVPSKKFKVLGNTDRHSIKKNLIGALLFDSGETAEATRLKRTARRRYTRRKNRICYLQEIFSNEMAKVDDSFFHRLEESFLVEEDK
KHERHPIFGNIVDEVAYHEKYPTIYHLRKKLVDSTDKADLRLIYLALAHMIKFRGHFLIEGDLNPDNSDVDKLFIQLVQTYNQLFEE
NPINASGVDAKAILSARLSKSRRLENLIAQLPGEKKNGLFGNLIALSLGLTPNFKSNFDLAEDAKLQLSKDTYDDDLDNLLAQIGD
QYADLFLAAKNLSDAILLSDILRVNTEITKAPLSASMIKRYDEHHQDLTLLKALVRQQLPEKYKEIFFDQSKNGYAGYIDGGASQE
EFYKFIKPILEKMDGTEELLVKLNREDLLRKQRTFDNGSIPHQIHLGELHAILRRQEDFYPFLKDNREKIEKILTFRIPYYVGPLARGN
SRFAWMTRKSEETITPWNFEEVVDKGASAQSFIERMTNFDKNLPNEKVLPKHSLLYEYFTVYNELTKVKYVTEGMRKPAFLSGEQ
KKAIVDLLFKTNRKVTVKQLKEDYFKKIECFDSVEISGVEDRFNASLGTYHDLLKIKDKDFLDNEENEDILEDIVLTLTLFEDREMIEE
RLKTYAHLFDDKVMKQLKRRRYTGWGRLSRKLINGIRDKQSGKTILDFLKSDGFANRNFMQLIHDDSLTFKEDIQKAQVSGQG
DSLHEHIANLAGSPAIKKGILQTVKVVDELVKVMGRHKPENIVIEMARENQTTQKGQKNSRERMKRIEEGIKELGSQILKEHPVE
NTQLQNEKLYLYYLQNGRDMYVDQELDINRLSDYDVDAIVPQSFLKDDSIDNKVLTRSDKNRGKSDNVPSEEVVKKMKNYWR
QLLNAKLITQRKFDNLTKAERGGLSELDKAGFIKRQLVETRQITKHVAQILDSRMNTKYDENDKLIREVKVITLKSKLVSDFRKDFQ
FYKVREINNYHHAHDAYLNAVVGTALIKKYPKLESEFVYGDYKVYDVRKMIAKSEQEIGKATAKYFFYSNIMNFFKTEITLANGEIR
KRPLIETNGETGEIVWDKGRDFATVRKVLSMPQVNIVKKTEVQTGGFSKESILPKRNSDKLIARKKDWDPKKYGGFDSPTVAYSV
LVVAKVEKGKSKKLKSVKELLGITIMERSSFEKNPIDFLEAKGYKEVKKDLIIKLPKYSLFELENGRKRMLASAGELQKGNELALPSKY
VNFLYLASHYEKLKGSPEDNEQKQLFVEQHKHYLDEIEQISEFSKRVILADANLDKVLSAYNKHRDKPIREQAENIIHLFTLTNLG
APAAFKYFDTTIDRKRYTSTKEVLDATLIHQSITGLYETRIDLSQLGGDSGSETPGTSESATPESTGRTLVTFKDVFVDFTREEWKLL
DTAQQIVYRNVMLENYKNLVSLGYQLTKPDVILRLEKGEEPPKKKRKVPKKKRKY </INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="18">
<INSDSeq>
<INSDSeq_length>6294 </INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>



<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..6294 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="g514">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>atgccaaaaaagaagagaaaggtaccgaagaaaaaaagaaaggtcaaccatgatcaagaattcgacccacctaaagtctacc
cacctgtgcccgccgaaaaaaggaaacccataagggtgctgtcactctttgatggcatcgccactggtctectggttcttaaggatctgggaattcaggtcgatc
ggtacattgctagcgaggtttgtgaggatagtattacagtgggtatggtgcgccaccagggaaagatcatgtatgttggtgacgttaggagcgtcacccagaa
acatatccaggagtggggaccctttgatttggtgatcggaggtagtccctgcaatgacctttccatcgtgaatccagccaggaaagggctgtatgaagggactg
gtaggctctttttcgagttttatcgcctgcttcacgacgctagacctaaggaaggtgacgataggcctttcttttggctttttgagaacgtcgtggcaatgggagtct
ccgacaaaagggacatttctcgctttctggaatctaaccccgttatgatcgatgccaaggaagtttctgccgctcacagggcaaggtacttctggggcaatctgec
cggaatgaatcgcccactggccagtaccgtgaatgacaaactggagctgcaggagtgcctggagcacggaagaatcgcaaagttttctaaagtcaggaccat
taccactcgcagtaactccataaaacagggtaaggaccagcattttcccgtcttcatgaatgaaaaggaagatattctgtggtgcactgaaatggagagagtttt
cgggtttcccgtgcactataccgatgtttccaacatgtcccgcecttgcaagacaaaggcttttgggcecgcetcttggtctgtgccagtgatccggceacttgtttgctec
cctcaaagagtacttcgcttgcgtcagttccggaaattcaaacgctaactctcggggtccatctttctccagtggtctcgtgecactgtctctccggggctctcacaa
tcccctggagatgtttgagacagtgccagtctggcggaggcagceccgttcgegttcetctetctgttcgaagatattaaaaaggaactcacctcecttgggttectg
gagagcgggagcgaccccggacagcttaagcacgtggtcgacgtgactgacaccgtccgcaaagacgtggaggaatggggcecccttcgatctggtctatg
gggcaacccctccecttgggcatacatgtgatcggcctccatcctggtacctgttccagtttcacagactcctgcagtatgccaggccaaagccagggagceccaa
ggccctttttctggatgttcgtcgacaacctggtcctgaacaaagaagatctcgacgttgctagtcgctttctcgaaatggagcccgtgaccattcccgacgtgcat
ggcggttccctccagaatgcagtcagggtttggagcaatatccctgccatcaggtcaaggcactgggcactggtttcagaggaagagctgtcecectecttgecca
gaacaagcagtcatccaaactggcagccaagtggccaactaagctggtcaagaactgctttcttcccctcagagaatattttaagtatttcagtactgaactgacta
gcagtctgggagggccgagctctggcgcacccccaccaagtggagggtctcctgecgggtcecccaacatctactgaagaaggcaccagcgaatccgcaacg
cccgagtcaggccctggtacctccacagaaccatctgaaggtagtgcgectggttccccagctggaagcecctacttccaccgaagaaggcacgtcaaccgaac
caagtgaaggatctgcccctgggaccagcactgaaccatctgagatggacaagaagtacagcatcggcctggccatcggceaccaactctgtgggcetgggec
gtgatcaccgacgagtacaaggtgcccagcaagaaattcaaggtgctgggcaacaccgaccggcacagcatcaagaagaacctgatcggegcecctgctgttc
gacagcggagaaacagccgaggccacccggctgaagagaaccgccagaagaagatacaccagacggaagaaccggatctgctatctgcaagagatcttca
gcaacgagatggccaaggtggacgacagcttcttccacagactggaagagtccttcctggtggaagaggataagaagcacgagcggcaccccatcttcggce
aacatcgtggacgaggtggcctaccacgagaagtaccccaccatctaccacctgagaaagaaactggtggacagcaccgacaaggccgacctgcggcetgat
ctatctggccctggceccacatgatcaagttccggggccacttcctgatcgagggcegacctgaaccccgacaacagcgacgtggacaagctgttcatccagcetg
gtgcagacctacaaccagctgttcgaggaaaaccccatcaacgccagcggcgtggacgccaaggccatectgtctgccagactgagcaagagcagacggct
ggaaaatctgatcgcccagctgcccggcgagaagaagaatggcectgttcggcaacctgattgccctgagectgggcectgacccccaacttcaagagcaacttc
gacctggccgaggatgccaaactgcagctgagcaaggacacctacgacgacgacctggacaacctgctggcccagatcggcgaccagtacgccgacctgttt



ctggccgccaagaacctgtccgacgccatectgctgagcgacatcctgagagtgaacaccgagatcaccaaggeccccctgagegcctctatgatcaagagat
acgacgagcaccaccaggacctgaccctgctgaaagctctcgtgcggcagcagctgcctgagaagtacaaagagattttcttcgaccagagcaagaacggcet
acgccggctacatcgatggcggagccagccaggaagagttctacaagttcatcaagcccatcctggaaaagatggacggcaccgaggaactgctcgtgaag
ctgaacagagaggacctgctgcggaagcagcggaccttcgacaacggcagcatcccccaccagatccacctgggagagctgcacgccattctgcggeggcea
ggaagatttttacccattcctgaaggacaaccgggaaaagatcgagaagatcctgaccttccgcatcccctactacgtgggcecctctggccaggggaaacagce
agattcgcctggatgaccagaaagagcgaggaaaccatcaccccctggaacttcgaggaagtggtggacaagggcgcecagcgceccagagcttcatcgagce
ggatgaccaacttcgataagaacctgcccaacgagaaggtgctgcccaagcacagcectgctgtacgagtacttcaccgtgtacaacgagctgaccaaagtgaa
atacgtgaccgagggaatgagaaagcccgccttcctgagcggcgagcagaaaaaagccatcgtggacctgctgttcaagaccaaccggaaagtgaccgtga
agcagctgaaagaggactacttcaagaaaatcgagtgcttcgactccgtggaaatctccggecgtggaagatcggttcaacgectccctgggceacataccacga
tctgctgaaaattatcaaggacaaggacttcctggacaatgaggaaaacgaggacattctggaagatatcgtgctgaccctgacactgtttgaggacagagag
atgatcgaggaacggctgaaaacctatgcccacctgttcgacgacaaagtgatgaagcagctgaagcggcggagatacaccggctggggcaggctgagcec
ggaagctgatcaacggcatccgggacaagcagtccggcaagacaatcctggatttcctgaagtccgacggcttcgccaacagaaacttcatgcagctgatcca
cgacgacagcctgacctttaaagaggacatccagaaagcccaggtgtccggccagggcgatagcctgcacgagcacattgccaatctggeccggcagcecccg
ccattaagaagggcatcctgcagacagtgaaggtggtggacgagctcgtgaaagtgatgggccggcacaagcccgagaacatcgtgatcgaaatggcecag
agagaaccagaccacccagaagggacagaagaacagccgcgagagaatgaagcggatcgaagagggcatcaaagagctgggcagccagatcctgaaa
gaacaccccgtggaaaacacccagctgcagaacgagaagctgtacctgtactacctgcagaatgggcgggatatgtacgtggaccaggaactggacatcaa
ccggctgtccgactacgatgtggacgctatcgtgcectcagagctttctgaaggacgactccatcgataacaaagtgctgactcggagcgacaagaaccggggce
aagagcgacaacgtgccctccgaagaggtcgtgaagaagatgaagaactactggcgccagctgctgaatgccaagctgattacccagaggaagttcgacaa
tctgaccaaggccgagagaggcggcctgagcgaactggataaggccggcttcatcaagagacagctggtggaaacccggcagatcacaaagcacgtggce
acagatcctggactcccggatgaacactaagtacgacgagaacgacaaactgatccgggaagtgaaagtgatcaccctgaagtccaagctggtgtccgatttc
cggaaggatttccagttttacaaagtgcgcgagatcaacaactaccaccacgcccacgacgcctacctgaacgccgtcgtgggaaccgcecctgatcaaaaagt
accctaagctggaaagcgagttcgtgtacggcgactacaaggtgtacgacgtgcggaagatgatcgccaagagcgagcaggaaatcggcaaggctaccgce
caagtacttcttctacagcaacatcatgaactttttcaagaccgagattaccctggccaacggcgagatccggaagcggcctctgatcgagacaaacggcgaaa
caggcgagatcgtgtgggataagggccgggactttgccaccgtgcggaaagtgctgtctatgccccaagtgaatatcgtgaaaaagaccgaggtgcagaca
ggcggcttcagcaaagagtctatcctgcccaagaggaacagcgacaagctgatcgccagaaagaaggactgggaccctaagaagtacggeggcettcgaca
gccccaccgtggcectattctgtgctggtggtggccaaagtggaaaagggcaagtccaagaaactgaagagtgtgaaagagctgctggggatcaccatcatg
gaaagaagcagcttcgagaagaatcccatcgactttctggaagccaagggctacaaagaagtgaaaaaggacctgatcatcaagctgcctaagtactcectgt
tcgagctggaaaacggccggaagagaatgctggcctctgccggcgaactgcagaagggaaacgaactggcecctgccctccaaatatgtgaacttectgtacc
tggccagccactatgagaagctgaagggctcccccgaggataatgagcagaaacagcetgtttgtggaacagcacaaacactacctggacgagatcatcgagce
agatcagcgagttctccaagagagtgatcctggccgacgctaatctggacaaggtgctgagcgcctacaacaagcacagagacaagcctatcagagagcag
gccgagaatatcatccacctgtttaccctgaccaatctgggagceccctgecgccttcaagtactttgacaccaccatcgaccggaagaggtacaccagcaccaaa
gaggtgctggacgccaccctgatccaccagagcatcaccggcectgtacgagacacggatcgacctgtctcagctgggaggcgacagcggaagtgagacccc
aggtacatccgaatcagcaacgcctgaaagcaccggtcggacactggtgaccttcaaggatgtatttgtggacttcaccagggaggagtggaagctgctgga
cactgctcagcagatcgtgtacagaaatgtgatgctggagaactataagaacctggtttccttgggttatcagcttactaagccagatgtgatcctccggttggag
aagggagaagagcccccaaaaaagaagagaaaggtaccgaagaaaaaaagaaaggtc</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="19">
<INSDSeq>
<INSDSeq_length>2084 </INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..2084 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>



<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g515">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYIASEVCEDSITVGMVRHQ
GKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKEGDDRPFFWLFENVVAM
GVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKFSKVRTITTRSNSIKQGKD
QHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFACVSSGNSNANSRGPSFSS
GLVPLSLRGSHNPLEMFETVPVWRRQPVRVLSLFEDIKKELTSLGFLESGSDPGQLKHVVDVTDTVRKDVEEWGPFDLVYGATPP
LGHTCDRPPSWYLFQFHRLLQYARPKPGSPRPFFWMFVDNLVLNKEDLDVASRFLEMEPVTIPDVHGGSLQNAVRVWSNIPAI
RSRHWALVSEEELSLLAQNKQSSKLAAKWPTKLVKNCFLPLREYFKYFSTELTSSLGGPSSGAPPPSGGSPAGSPTSTEEGTSESAT
PESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGSAPGTSTEPSEPKKKRKVMDKKY SIGLAIGTNSVGWAVITDEYKVPSKK
FKVLGNTDRHSIKKNLIGALLFDSGETAEATRLKRTARRRYTRRKNRICYLQEIFSNEMAKVDDSFFHRLEESFLVEEDKKHERHPIF
GNIVDEVAYHEKYPTIYHLRKKLVDSTDKADLRLIYLALAHMIKFRGHFLIEGDLNPDNSDVDKLFIQLVQTYNQLFEENPINASG
VDAKAILSARLSKSRRLENLIAQLPGEKKNGLFGNLIALSLGLTPNFKSNFDLAEDAKLQLSKDTYDDDLDNLLAQIGDQYADLFL
AAKNLSDAILLSDILRVNTEITKAPLSASMIKRYDEHHQDLTLLKALVRQQLPEKYKEIFFDQSKNGYAGYIDGGASQEEFYKFIKPI
LEKMDGTEELLVKLNREDLLRKQRTFDNGSIPHQIHLGELHAILRRQEDFYPFLKDNREKIEKILTFRIPYYVGPLARGNSRFAWMT
RKSEETITPWNFEEVVDKGASAQSFIERMTNFDKNLPNEKVLPKHSLLYEYFTVYNELTKVKYVTEGMRKPAFLSGEQKKAIVDLL
FKTNRKVTVKQLKEDYFKKIECFDSVEISGVEDRFNASLGTYHDLLKIKDKDFLDNEENEDILEDIVLTLTLFEDREMIEERLKTYAH
LFDDKVMKQLKRRRYTGWGRLSRKLINGIRDKQSGKTILDFLKSDGFANRNFMQLIHDDSLTFKEDIQKAQVSGQGDSLHEHIA
NLAGSPAIKKGILQTVKVVDELVKVMGRHKPENIVIEMARENQTTQKGQKNSRERMKRIEEGIKELGSQILKEHPVENTQLQNEK
LYLYYLQNGRDMYVDQELDINRLSDYDVDAIVPQSFLKDDSIDNKVLTRSDKNRGKSDNVPSEEVVKKMKNYWRQLLNAKLIT
QRKFDNLTKAERGGLSELDKAGFIKRQLVETRQITKHVAQILDSRMNTKYDENDKLIREVKVITLKSKLVSDFRKDFQFYKVREIN
NYHHAHDAYLNAVVGTALIKKYPKLESEFVYGDYKVYDVRKMIAKSEQEIGKATAKYFFYSNIMNFFKTEITLANGEIRKRPLIETN
GETGEIVWDKGRDFATVRKVLSMPQVNIVKKTEVQTGGFSKESILPKRNSDKLIARKKDWDPKKYGGFDSPTVAYSVLVVAKVE
KGKSKKLKSVKELLGITIMERSSFEKNPIDFLEAKGYKEVKKDLIIKLPKYSLFELENGRKRMLASAGELQKGNELALPSKYVNFLYLA
SHYEKLKGSPEDNEQKQLFVEQHKHYLDEIEQISEFSKRVILADANLDKVLSAYNKHRDKPIREQAENIIHLFTLTNLGAPAAFKYF
DTTIDRKRYTSTKEVLDATLIHQSITGLYETRIDLSQLGGDPKKKRKVSGSETPGTSESATPESTGRTLVTFKDVFVDFTREEWKLLD
TAQQIVYRNVMLENYKNLVSLGYQLTKPDVILRLEKGEEP </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="20">
<INSDSeq>

<INSDSeq_length>6252 </INSDSeq_length>

<INSDSeq_moltype>DNA</INSDSeq_moltype>

<INSDSeq_division>PAT </INSDSeq_division>

<INSDSeq_feature-table>

<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>



<INSDFeature_location>1..6252 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="g516">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>atgaaccacgaccaggaatttgaccctccaaaggtttacccacctgtcccagctgagaagaggaagcccatccgggtgctgtct
ctctttgatggaatcgctacagggctcctggtgctgaaggacttgggcattcaggtggaccgctacattgcctcggaggtgtgtgaggactccatcacggtgg
gcatggtgcggcaccaggggaagatcatgtacgtcggggacgtccgcagcgtcacacagaagcatatccaggagtggggcccattcgatctggtgattggg
ggcagtccctgcaatgacctctccatcgtcaaccctgctcgcaagggcectctacgagggcactggcecggctcttctttgagttctaccgectectgcatgatgegce
ggcccaaggagggagatgatcgcecccttcttctggctctttgagaatgtggtggccatgggcegttagtgacaagagggacatctcgcgatttctcgagtccaac
cctgtgatgattgatgccaaagaagtgtcagctgcacacagggcccgctacttctggggtaaccttcccggtatgaacaggccgttggcatccactgtgaatgat
aagctggagctgcaggagtgtctggagcatggcaggatagccaagttcagcaaagtgaggaccattactacgaggtcaaactccataaagcagggcaaaga
ccagcattttcctgtcttcatgaatgagaaagaggacatcttatggtgcactgaaatggaaagggtatttggtttcccagtccactatactgacgtctccaacatga
gccgcttggcgaggcagagactgctgggcecggtcatggagegtgccagtcatccgecacctcttcgctccgectgaaggagtattttgegtgtgtgtctagegg
caatagtaacgctaacagccgcgggcecgagcttcagcagcggcectggtgecgttaagcttgcgcggcagccataatccccttgagatgttcgaaaccgtgect
gtgtggaggagacagccagtccgggtgctgtccctttttgaagacatcaagaaagagctgacgagtttgggctttttggaaagtggttctgacccgggacaac
tgaagcatgtggttgatgtcacagacacagtgaggaaggatgtggaggagtggggacccttcgatcttgtgtacggcgccacacctcccctgggcecacacct
gtgaccgtcctcccagetggtacctgttccagttccaccggcetectgcagtacgcacggcccaagccaggcagcecccaggceccttettctggatgttcgtggaca
atctggtgctgaacaaggaagacctggacgtcgcatctcgcttcctggagatggagccagtcaccatcccagatgtccacggcggatccttgcagaatgctgtc
cgcgtgtggagcaacatcccagccataaggagcaggcactgggctctggtttcggaagaagaattgtccctgctggcccagaacaagcagagctcgaagctc
gcggccaagtggceccaccaagctggtgaagaactgctttctccccctaagagaatatttcaagtatttttcaacagaactcacttectctttaggagggcecgagct
ctggcgcacccccaccaagtggagggtctcctgccgggtecccaacatctactgaagaaggcaccagcgaatccgcaacgcccgagtcaggcecctggtacct
ccacagaaccatctgaaggtagtgcgcctggttccccagctggaagcecctacttccaccgaagaaggcacgtcaaccgaaccaagtgaaggatctgceccctgg
gaccagcactgaaccatctgagccaaaaaagaagagaaaggtaatggacaagaagtacagcatcggcctggccatcggcaccaactctgtgggctgggcec
gtgatcaccgacgagtacaaggtgcccagcaagaaattcaaggtgctgggcaacaccgaccggcacagcatcaagaagaacctgatcggegcecctgctgttc
gacagcggagaaacagccgaggccacccggctgaagagaaccgccagaagaagatacaccagacggaagaaccggatctgctatctgcaagagatcttca
gcaacgagatggccaaggtggacgacagcttcttccacagactggaagagtccttcctggtggaagaggataagaagcacgagcggcaccccatcttcggce
aacatcgtggacgaggtggcctaccacgagaagtaccccaccatctaccacctgagaaagaaactggtggacagcaccgacaaggccgacctgcggcetgat
ctatctggccctggceccacatgatcaagttccggggccacttcctgatcgagggcegacctgaaccccgacaacagcgacgtggacaagctgttcatccagcetg
gtgcagacctacaaccagctgttcgaggaaaaccccatcaacgccagcggcgtggacgccaaggccatectgtctgccagactgagcaagagcagacggct
ggaaaatctgatcgcccagctgcccggcgagaagaagaatggcectgttcggcaacctgattgccctgagectgggcectgacccccaacttcaagagcaacttc
gacctggccgaggatgccaaactgcagctgagcaaggacacctacgacgacgacctggacaacctgctggcccagatcggcgaccagtacgccgacctgttt
ctggccgccaagaacctgtccgacgccatectgctgagcgacatcctgagagtgaacaccgagatcaccaaggeccccctgagegcctctatgatcaagagat
acgacgagcaccaccaggacctgaccctgctgaaagctctcgtgcggcagcagctgcctgagaagtacaaagagattttcttcgaccagagcaagaacggcet
acgccggctacatcgatggcggagccagccaggaagagttctacaagttcatcaagcccatcctggaaaagatggacggcaccgaggaactgctcgtgaag
ctgaacagagaggacctgctgcggaagcagcggaccttcgacaacggcagcatcccccaccagatccacctgggagagctgcacgccattctgcggeggcea



ggaagatttttacccattcctgaaggacaaccgggaaaagatcgagaagatcctgaccttccgcatcccctactacgtgggecctctggccaggggaaacagce
agattcgcctggatgaccagaaagagcgaggaaaccatcaccccctggaacttcgaggaagtggtggacaagggcgccagcgcccagagcttcatcgagce
ggatgaccaacttcgataagaacctgcccaacgagaaggtgctgcccaagcacagcectgctgtacgagtacttcaccgtgtacaacgagctgaccaaagtgaa
atacgtgaccgagggaatgagaaagcccgccttcctgagcggcgagcagaaaaaagccatcgtggacctgctgttcaagaccaaccggaaagtgaccgtga
agcagctgaaagaggactacttcaagaaaatcgagtgcttcgactccgtggaaatctccggecgtggaagatcggttcaacgectccctgggceacataccacga
tctgctgaaaattatcaaggacaaggacttcctggacaatgaggaaaacgaggacattctggaagatatcgtgctgaccctgacactgtttgaggacagagag
atgatcgaggaacggctgaaaacctatgcccacctgttcgacgacaaagtgatgaagcagctgaagcggcggagatacaccggctggggcaggctgagcec
ggaagctgatcaacggcatccgggacaagcagtccggcaagacaatcctggatttcctgaagtccgacggcttcgccaacagaaacttcatgcagctgatcca
cgacgacagcctgacctttaaagaggacatccagaaagcccaggtgtccggccagggcgatagcctgcacgagcacattgccaatctggeccggcagcecccg
ccattaagaagggcatcctgcagacagtgaaggtggtggacgagctcgtgaaagtgatgggccggcacaagcccgagaacatcgtgatcgaaatggcecag
agagaaccagaccacccagaagggacagaagaacagccgcgagagaatgaagcggatcgaagagggcatcaaagagctgggcagccagatcctgaaa
gaacaccccgtggaaaacacccagctgcagaacgagaagctgtacctgtactacctgcagaatgggcgggatatgtacgtggaccaggaactggacatcaa
ccggctgtccgactacgatgtggacgctatcgtgcectcagagctttctgaaggacgactccatcgataacaaagtgctgactcggagcgacaagaaccggggce
aagagcgacaacgtgccctccgaagaggtcgtgaagaagatgaagaactactggcgccagctgctgaatgccaagctgattacccagaggaagttcgacaa
tctgaccaaggccgagagaggcggcctgagcgaactggataaggccggcttcatcaagagacagctggtggaaacccggcagatcacaaagcacgtggce
acagatcctggactcccggatgaacactaagtacgacgagaacgacaaactgatccgggaagtgaaagtgatcaccctgaagtccaagctggtgtccgatttc
cggaaggatttccagttttacaaagtgcgcgagatcaacaactaccaccacgcccacgacgcctacctgaacgccgtcgtgggaaccgcecctgatcaaaaagt
accctaagctggaaagcgagttcgtgtacggcgactacaaggtgtacgacgtgcggaagatgatcgccaagagcgagcaggaaatcggcaaggctaccgce
caagtacttcttctacagcaacatcatgaactttttcaagaccgagattaccctggccaacggcgagatccggaagcggcctctgatcgagacaaacggcgaaa
caggcgagatcgtgtgggataagggccgggactttgccaccgtgcggaaagtgctgtctatgccccaagtgaatatcgtgaaaaagaccgaggtgcagaca
ggcggcttcagcaaagagtctatcctgcccaagaggaacagcgacaagctgatcgccagaaagaaggactgggaccctaagaagtacggeggcettcgaca
gccccaccgtggcectattctgtgctggtggtggccaaagtggaaaagggcaagtccaagaaactgaagagtgtgaaagagctgctggggatcaccatcatg
gaaagaagcagcttcgagaagaatcccatcgactttctggaagccaagggctacaaagaagtgaaaaaggacctgatcatcaagctgcctaagtactcectgt
tcgagctggaaaacggccggaagagaatgctggcctctgccggcgaactgcagaagggaaacgaactggcecctgccctccaaatatgtgaacttectgtacc
tggccagccactatgagaagctgaagggctcccccgaggataatgagcagaaacagcetgtttgtggaacagcacaaacactacctggacgagatcatcgagce
agatcagcgagttctccaagagagtgatcctggccgacgctaatctggacaaggtgctgagcgcctacaacaagcacagagacaagcctatcagagagcag
gccgagaatatcatccacctgtttaccctgaccaatctgggagceccctgcecgcecttcaagtactttgacaccaccatcgaccggaagaggtacaccagcaccaaa
gaggtgctggacgccaccctgatccaccagagcatcaccggectgtacgagacacggatcgacctgtctcagctgggaggcgacccaaaaaagaagagaa
aggtaagcggaagtgagaccccaggtacatccgaatcagcaacgcctgaaagcaccggtcggacactggtgaccttcaaggatgtatttgtggacttcacca
gggaggagtggaagctgctggacactgctcagcagatcgtgtacagaaatgtgatgctggagaactataagaacctggtttccttgggttatcagcttactaag
ccagatgtgatcctccggttggagaagggagaagagccc</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="21">
<INSDSeq>
<INSDSeq_length>2219</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..2219</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>



<INSDQualifier id="g517">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYIASEVCEDSITVGMVRHQ
GKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKEGDDRPFFWLFENVVAM
GVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKFSKVRTITTRSNSIKQGKD
QHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFACVSSGNSNANSRGPSFSS
GLVPLSLRGSHMEVKVNRRSIEDICLCCGTLQVYTRHPLFEGGLCAPCKDKFLESLFLYDDDGHQSYCTICCSGGTLFICESPDCTR
CYCFECVDILVGPGTSERINAMACWVCFLCLPFSRSGLLQRRKRWRHQLKAFHDQEGAGPMEIYKTVSAWKRQPVRVLSLFRN
IDKVLKSLGFLESGSGSGGGTLKYVEDVTNVVRRDVEKWGPFDLVYGSTQPLGSSCDRCPGWYMFQFHRILQYALPRQESQRP
FFWIFMDNLLLTEDDQETTTRFLQTEAVTLQDVRGRDYQNAMRVWSNIPGLKSKHAPLTPKEEEYLQAQVRSRSKLDAPKVDL
LVKNCLLPLREYFKYFSQNSLPLGGPSSGAPPPSGGSPAGSPTSTEEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTE
PSEGSAPGTSTEPSEPKKKRKVMDKKYSIGLAIGTNSVGWAVITDEYKVPSKKFKVLGNTDRHSIKKNLIGALLFDSGETAEATRLK
RTARRRYTRRKNRICYLQEIFSNEMAKVDDSFFHRLEESFLVEEDKKHERHPIFGNIVDEVAYHEKYPTIYHLRKKLVDSTDKADLR
LIYLALAHMIKFRGHFLIEGDLNPDNSDVDKLFIQLVQTYNQLFEENPINASGVDAKAILSARLSKSRRLENLIAQLPGEKKNGLFG
NLIALSLGLTPNFKSNFDLAEDAKLQLSKDTYDDDLDNLLAQIGDQYADLFLAAKNLSDAILLSDILRVNTEITKAPLSASMIKRYD
EHHQDLTLLKALVRQQLPEKYKEIFFDQSKNGYAGYIDGGASQEEFYKFIKPILEKMDGTEELLVKLNREDLLRKQRTFDNGSIPH
QIHLGELHAILRRQEDFYPFLKDNREKIEKILTFRIPYYVGPLARGNSRFAWMTRKSEETITPWNFEEVVDKGASAQSFIERMTNFD
KNLPNEKVLPKHSLLYEYFTVYNELTKVKYVTEGMRKPAFLSGEQKKAIVDLLFKTNRKVTVKQLKEDYFKKIECFDSVEISGVEDR
FNASLGTYHDLLKIIKDKDFLDNEENEDILEDIVLTLTLFEDREMIEERLKTYAHLFDDKVMKQLKRRRYTGWGRLSRKLINGIRDK
QSGKTILDFLKSDGFANRNFMQLIHDDSLTFKEDIQKAQVSGQGDSLHEHIANLAGSPAIKKGILQTVKVVDELVKVMGRHKPE
NIVIEMARENQTTQKGQKNSRERMKRIEEGIKELGSQILKEHPVENTQLQNEKLYLYYLQNGRDMYVDQELDINRLSDYDVDAI
VPQSFLKDDSIDNKVLTRSDKNRGKSDNVPSEEVVKKMKNYWRQLLNAKLITQRKFDNLTKAERGGLSELDKAGFIKRQLVETR
QITKHVAQILDSRMNTKYDENDKLIREVKVITLKSKLVSDFRKDFQFYKVREINNYHHAHDAYLNAVVGTALIKKYPKLESEFVYG
DYKVYDVRKMIAKSEQEIGKATAKYFFYSNIMNFFKTEITLANGEIRKRPLIETNGETGEIVWDKGRDFATVRKVLSMPQVNIVKK
TEVQTGGFSKESILPKRNSDKLIARKKDWDPKKYGGFDSPTVAYSVLVVAKVEKGKSKKLKSVKELLGITIMERSSFEKNPIDFLEAK
GYKEVKKDLIIKLPKYSLFELENGRKRMLASAGELQKGNELALPSKYVNFLYLASHYEKLKGSPEDNEQKQLFVEQHKHYLDEIIEQ
ISEFSKRVILADANLDKVLSAYNKHRDKPIREQAENIIHLFTLTNLGAPAAFKYFDTTIDRKRYTSTKEVLDATLIHQSITGLYETRIDL
SQLGGDPKKKRKVSGSETPGTSESATPESTGRTLVTFKDVFVDFTREEWKLLDTAQQIVYRNVMLENYKNLVSLGYQLTKPDVIL
RLEKGEEP </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="22">
<INSDSeq>
<INSDSeq_length>6657 </INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..6657 </INSDFeature_location>
<INSDFeature_quals>



<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="g518">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>atgaaccatgaccaggaatttgaccccccaaaggtttacccacctgtgccagctgagaagaggaagcccatccgegtgctgtct
ctctttgatgggattgctacagggctcctggtgctgaaggacctgggcatccaagtggaccgctacattgcctccgaggtgtgtgaggactccatcacggtgg

gcatggtgcggcaccagggaaagatcatgtacgtcggggacgtccgcagcgtcacacagaagcatatccaggagtggggcccattcgacctggtgattgga
ggcagtccctgcaatgacctctccattgtcaaccctgcccgcaagggactttatgagggtactggcecgcctcttctttgagttctaccgcectectgcatgatgegeg
gcccaaggagggagatgatcgcecccttcttctggctctttgagaatgtggtggccatgggcegttagtgacaagagggacatctcgcgatttcttgagtctaaccc
cgtgatgattgacgccaaagaagtgtctgctgcacacagggcccgttacttctggggtaaccttcctggcatgaacaggcectttggcatccactgtgaatgataa
gctggagctgcaagagtgtctggagcacggcagaatagccaagttcagcaaagtgaggaccattaccaccaggtcaaactctataaagcagggcaaagacc
agcatttccccgtcttcatgaacgagaaggaggacatcctgtggtgcactgaaatggaaagggtgtttggcttccccgtccactacacagacgtctccaacatga
gccgcttggcgaggcagagactgctgggccgatcgtggagegtgcecggtcatccgecacctcttcgctccgctgaaggaatattttgcettgtgtgtctageggce
aatagtaacgctaacagccgcgggcecgagcttcagcagcggcectggtgecgttaagcttgcgcggcagccatatggaagtcaaagtgaaccgacggagceat
tgaagacatctgcctctgctgtggaactctccaggtgtacactcggcaccccttgtttgagggagggttatgtgccccatgtaaggataagttcctggagtcecectc
ttcctgtatgatgatgatggacaccagagttactgcaccatctgctgttccgggggtaccctgttcatctgtgagagccccgactgtaccagatgctactgtttcga
gtgtgtggacatcctggtgggccccgggacctcagagaggatcaatgccatggcctgctgggtttgcttecctgtgectgeccttctcacggagtggactgcetge

agaggcgcaagaggtggcggcaccagctgaaggccttccatgatcaagagggagcgggccctatggagatatacaagacagtgtctgcatggaagagac

agccagtgcgggtactgagcctcttcagaaacatcgacaaggtactaaagagtttgggcttcttggaaagcggttctggttctgggggaggaacgctgaagta
cgtggaagatgtcacaaatgtcgtgaggagagacgtggagaaatggggcccctttgacctggtgtacggctcgacgcagcccctaggcagcetcttgtgatcg
ctgtcccggctggtacatgttccagttccaccggatcctgcagtatgegctgectcgccaggagagtcageggceccttcttctggatattcatggacaatctgctg

ctgactgaggatgaccaagagacaactacccgcttccttcagacagaggctgtgaccctccaggatgtccgtggcagagactaccagaatgctatgcgggtgt
ggagcaacattccagggctgaagagcaagcatgcgcccctgaccccaaaggaagaagagtatctgcaagcccaagtcagaagcaggagcaagctggacg

ccccgaaagttgacctcctggtgaagaactgcecttctcccgctgagagagtacttcaagtatttttctcaaaactcacttcctcttggagggecgagcetctggegea
cccccaccaagtggagggtctectgeccgggtecccaacatctactgaagaaggcaccagcgaatccgcaacgcccgagtcaggcecctggtacctccacagaa

ccatctgaaggtagtgcgcctggttccccagctggaagcecctacttccaccgaagaaggcacgtcaaccgaaccaagtgaaggatctgcccctgggaccagcea
ctgaaccatctgagccaaaaaagaagagaaaggtaatggacaagaagtacagcatcggcctggccatcggcaccaactctgtgggctgggcecgtgatcacc

gacgagtacaaggtgcccagcaagaaattcaaggtgctgggcaacaccgaccggcacagcatcaagaagaacctgatcggcegcecctgctgttcgacagecgg
agaaacagccgaggccacccggctgaagagaaccgccagaagaagatacaccagacggaagaaccggatctgctatctgcaagagatcttcagcaacgag
atggccaaggtggacgacagcttcttccacagactggaagagtccttcctggtggaagaggataagaagcacgagcggcaccccatcttcggcaacatcgtg
gacgaggtggcctaccacgagaagtaccccaccatctaccacctgagaaagaaactggtggacagcaccgacaaggccgacctgcggctgatctatctggec
ctggcccacatgatcaagttccggggccacttcctgatcgagggcgacctgaaccccgacaacagcgacgtggacaagctgttcatccagctggtgcagacct
acaaccagctgttcgaggaaaaccccatcaacgccagcggcgtggacgccaaggccatcctgtctgccagactgagcaagagcagacggctggaaaatctg
atcgcccagctgcccggcgagaagaagaatggcectgttcggcaacctgattgecctgagectgggcectgacccccaacttcaagagcaacttcgacctggecg
aggatgccaaactgcagctgagcaaggacacctacgacgacgacctggacaacctgctggcccagatcggcgaccagtacgccgacctgtttctggecgceca
agaacctgtccgacgccatcctgctgagcgacatcctgagagtgaacaccgagatcaccaaggcccccctgagcgcectctatgatcaagagatacgacgagca
ccaccaggacctgaccctgctgaaagctctcgtgcggcagcagcetgcctgagaagtacaaagagattttcttcgaccagagcaagaacggctacgccggctac



atcgatggcggagccagccaggaagagttctacaagttcatcaagcccatcctggaaaagatggacggcaccgaggaactgctcgtgaagctgaacagaga
ggacctgctgcggaagcagcggaccttcgacaacggcagcatcccccaccagatccacctgggagagctgcacgcecattctgcggcggcaggaagattttta
cccattcctgaaggacaaccgggaaaagatcgagaagatcctgaccttccgcateccctactacgtgggcecctctggccaggggaaacagcagattcgectgg
atgaccagaaagagcgaggaaaccatcaccccctggaacttcgaggaagtggtggacaagggcgccagcgcccagagcttcatcgagcggatgaccaact
tcgataagaacctgcccaacgagaaggtgctgcccaagcacagcctgctgtacgagtacttcaccgtgtacaacgagctgaccaaagtgaaatacgtgaccga
gggaatgagaaagcccgccttcctgagcggcgagcagaaaaaagccatcgtggacctgctgttcaagaccaaccggaaagtgaccgtgaagcagctgaaa
gaggactacttcaagaaaatcgagtgcttcgactccgtggaaatctccggcgtggaagatcggttcaacgcctccctgggcacataccacgatctgctgaaaat
tatcaaggacaaggacttcctggacaatgaggaaaacgaggacattctggaagatatcgtgctgaccctgacactgtttgaggacagagagatgatcgagga
acggctgaaaacctatgcccacctgttcgacgacaaagtgatgaagcagctgaagcggcggagatacaccggctggggcaggctgagccggaagctgatc
aacggcatccgggacaagcagtccggcaagacaatcctggatttcctgaagtccgacggcettcgccaacagaaacttcatgcagctgatccacgacgacagcec
tgacctttaaagaggacatccagaaagcccaggtgtccggccagggcgatagcctgcacgagcacattgccaatctggccggcagccccgcecattaagaagg
gcatcctgcagacagtgaaggtggtggacgagctcgtgaaagtgatgggccggcacaagcccgagaacatcgtgatcgaaatggccagagagaaccaga
ccacccagaagggacagaagaacagccgcgagagaatgaagcggatcgaagagggcatcaaagagctgggcagccagatcctgaaagaacaccccgtg
gaaaacacccagctgcagaacgagaagctgtacctgtactacctgcagaatgggcgggatatgtacgtggaccaggaactggacatcaaccggctgtccgac
tacgatgtggacgctatcgtgcctcagagctttctgaaggacgactccatcgataacaaagtgctgactcggagcgacaagaaccggggcaagagcgacaac
gtgccctccgaagaggtcgtgaagaagatgaagaactactggcgccagctgctgaatgccaagctgattacccagaggaagttcgacaatctgaccaaggcec
gagagaggcggcctgagcgaactggataaggccggcttcatcaagagacagctggtggaaacccggcagatcacaaagcacgtggcacagatcctggact
cccggatgaacactaagtacgacgagaacgacaaactgatccgggaagtgaaagtgatcaccctgaagtccaagctggtgtccgatttccggaaggatttcca
gttttacaaagtgcgcgagatcaacaactaccaccacgcccacgacgcctacctgaacgccgtcgtgggaaccgccctgatcaaaaagtaccctaagctggaa
agcgagttcgtgtacggcgactacaaggtgtacgacgtgcggaagatgatcgccaagagcgagcaggaaatcggcaaggctaccgccaagtacttcttctac
agcaacatcatgaactttttcaagaccgagattaccctggccaacggcgagatccggaagcggcectctgatcgagacaaacggcgaaacaggcgagatcgtg
tgggataagggccgggactttgccaccgtgcggaaagtgctgtctatgccccaagtgaatatcgtgaaaaagaccgaggtgcagacaggceggcttcagcaa
agagtctatcctgcccaagaggaacagcgacaagctgatcgccagaaagaaggactgggaccctaagaagtacggcggcttcgacagccccaccgtggect
attctgtgctggtggtggccaaagtggaaaagggcaagtccaagaaactgaagagtgtgaaagagctgctggggatcaccatcatggaaagaagcagcttc
gagaagaatcccatcgactttctggaagccaagggctacaaagaagtgaaaaaggacctgatcatcaagctgcctaagtactccctgttcgagctggaaaacg
gccggaagagaatgctggcectctgccggcgaactgcagaagggaaacgaactggccctgecctccaaatatgtgaacttcctgtacctggccagcecactatga
gaagctgaagggctcccccgaggataatgagcagaaacagctgtttgtggaacagcacaaacactacctggacgagatcatcgagcagatcagcgagttctc
caagagagtgatcctggccgacgctaatctggacaaggtgctgagcgcctacaacaagcacagagacaagcctatcagagagcaggccgagaatatcatcc
acctgtttaccctgaccaatctgggagcccctgcecgcecttcaagtactttgacaccaccatcgaccggaagaggtacaccagcaccaaagaggtgctggacgcec
accctgatccaccagagcatcaccggcctgtacgagacacggatcgacctgtctcagctgggaggcgacccaaaaaagaagagaaaggtaagcggaagtg
agaccccaggtacatccgaatcagcaacgcctgaaagcaccggtcggacactggtgaccttcaaggatgtatttgtggacttcaccagggaggagtggaagce
tgctggacactgctcagcagatcgtgtacagaaatgtgatgctggagaactataagaacctggtttccttgggttatcagcttactaagccagatgtgatccteccg
gttggagaagggagaagagccc</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="23">
<INSDSeq>
<INSDSeq_length>2218</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..2218</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>



<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g519">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYIASEVCEDSITVGMVRHQ
GKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKEGDDRPFFWLFENVVAM
GVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKFSKVRTITTRSNSIKQGKD
QHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFACVSSGNSNANSRGPSFSS
GLVPLSLRGSHMEVKANQRNIEDICICCGSLQVHTQHPLFEGGICAPCKDKFLDALFLYDDDGYQSYCSICCSGETLLICGNPDCT
RCYCFECVDSLVGPGTSGKVHAMSNWVCYLCLPSSRSGLLQRRRKWRSQLKAFYDRESENPLEMFETVPVWRRQPVRVLSLFE
DIKKELTSLGFLESGSDPGQLKHVVDVTDTVRKDVEEWGPFDLVYGATPPLGHTCDRPPSWYLFQFHRLLQYARPKPGSPRPFF
WMFVDNLVLNKEDLDVASRFLEMEPVTIPDVHGGSLQNAVRVWSNIPAIRSRHWALVSEEELSLLAQNKQSSKLAAKWPTKL
VKNCFLPLREYFKYFSTELTSSLGGPSSGAPPPSGGSPAGSPTSTEEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEP
SEGSAPGTSTEPSEPKKKRKVMDKKYSIGLAIGTNSVGWAVITDEYKVPSKKFKVLGNTDRHSIKKNLIGALLFDSGETAEATRLKR
TARRRYTRRKNRICYLQEIFSNEMAKVDDSFFHRLEESFLVEEDKKHERHPIFGNIVDEVAYHEKYPTIYHLRKKLYDSTDKADLRLI
YLALAHMIKFRGHFLIEGDLNPDNSDVDKLFIQLVQTYNQLFEENPINASGVDAKAILSARLSKSRRLENLIAQLPGEKKNGLFGN
LIALSLGLTPNFKSNFDLAEDAKLQLSKDTYDDDLDNLLAQIGDQYADLFLAAKNLSDAILLSDILRVNTEITKAPLSASMIKRYDE
HHQDLTLLKALVRQQLPEKYKEIFFDQSKNGYAGYIDGGASQEEFYKFIKPILEKMDGTEELLVKLNREDLLRKQRTFDNGSIPHQI
HLGELHAILRRQEDFYPFLKDNREKIEKILTFRIPYYVGPLARGNSRFAWMTRKSEETITPWNFEEVVDKGASAQSFIERMTNFDK
NLPNEKVLPKHSLLYEYFTVYNELTKVKYVTEGMRKPAFLSGEQKKAIVDLLFKTNRKVTVKQLKEDYFKKIECFDSVEISGVEDRF
NASLGTYHDLLKIIKDKDFLDNEENEDILEDIVLTLTLFEDREMIEERLKTYAHLFDDKVMKQLKRRRYTGWGRLSRKLINGIRDKQ
SGKTILDFLKSDGFANRNFMQLIHDDSLTFKEDIQKAQVSGQGDSLHEHIANLAGSPAIKKGILQTVKVVDELVKVMGRHKPENI
VIEMARENQTTQKGQKNSRERMKRIEEGIKELGSQILKEHPVENTQLQNEKLYLYYLQNGRDMYVDQELDINRLSDYDVDAIVP
QSFLKDDSIDNKVLTRSDKNRGKSDNVPSEEVVKKMKNYWRQLLNAKLITQRKFDNLTKAERGGLSELDKAGFIKRQLVETRQI
TKHVAQILDSRMNTKYDENDKLIREVKVITLKSKLVSDFRKDFQFYKVREINNYHHAHDAYLNAVVGTALIKKYPKLESEFVYGDY
KVYDVRKMIAKSEQEIGKATAKYFFYSNIMNFFKTEITLANGEIRKRPLIETNGETGEIVWDKGRDFATVRKVLSMPQVNIVKKTE
VQTGGFSKESILPKRNSDKLIARKKDWDPKKYGGFDSPTVAYSVLVVAKVEKGKSKKLKSVKELLGITIMERSSFEKNPIDFLEAKG
YKEVKKDLIIKLPKYSLFELENGRKRMLASAGELQKGNELALPSKYVNFLYLASHYEKLKGSPEDNEQKQLFVEQHKHYLDEIIEQIS
EFSKRVILADANLDKVLSAYNKHRDKPIREQAENIIHLFTLTNLGAPAAFKYFDTTIDRKRYTSTKEVLDATLIHQSITGLYETRIDLS
QLGGDPKKKRKVSGSETPGTSESATPESTGRTLVTFKDVFVDFTREEWKLLDTAQQIVYRNVMLENYKNLVSLGYQLTKPDVILR
LEKGEEP</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="24">
<INSDSeq>

<INSDSeq_length>6654 </INSDSeq_length>

<INSDSeq_moltype>DNA</INSDSeq_moltype>

<INSDSeq_division>PAT </INSDSeq_division>

<INSDSeq_feature-table>

<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>



<INSDFeature_location>1..6654 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="g520">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>atgaaccatgatcaagaattcgacccacctaaagtctacccacctgtgcccgccgaaaaaaggaaacccataagggtgctgtc
actctttgatggcatcgccactggtctcctggttcttaaggatctgggaattcaggtcgatcggtacattgctagcgaggtttgtgaggatagtattacagtgggt
atggtgcgccaccagggaaagatcatgtatgttggtgacgttaggagcgtcacccagaaacatatccaggagtggggaccctttgatttggtgatcggaggta
gtccctgcaatgacctttccatcgtgaatccagccaggaaagggctgtatgaagggactggtaggctctttttcgagttttatcgectgcttcacgacgctagacct
aaggaaggtgacgataggcctttcttttggctttttgagaacgtcgtggcaatgggagtctccgacaaaagggacatttctcgctttctggaatctaaccccgttat
gatcgatgccaaggaagtttctgccgctcacagggcaaggtacttctggggcaatctgcccggaatgaatcgeccactggccagtaccgtgaatgacaaactg
gagctgcaggagtgcctggagcacggaagaatcgcaaagttttctaaagtcaggaccattaccactcgcagtaactccataaaacagggtaaggaccagcatt
ttccegtcttcatgaatgaaaaggaagatattctgtggtgcactgaaatggagagagttttcgggtttcccgtgcactataccgatgtttccaacatgtcccgectt
gcaagacaaaggcttttgggccgctcttggtctgtgccagtgatccggceacttgtttgctcccctcaaagagtacttcgcttgcgtcagttccggaaattcaaacg
ctaactctcggggtccatctttctccagtggtctcgtgccactgtctctccggggctctcacatggaagtcaaggctaaccagcgaaatatagaagacatctgceatc
tgctgcggaagtctccaggttcacacacagcaccctctgtttgagggagggatctgcgecccatgtaaggacaagttcctggatgcecctcttcctgtacgacgat
gacgggtaccaatcctactgctccatctgctgctccggagagacgctgctcatctgcggaaaccctgattgcacccgatgctactgcttcgagtgtgtggatagce
ctggtcggccccgggacctcggggaaggtgcacgccatgagcaactgggtgtgctacctgtgectgecgtectcccgaagegggcetgctgcagegtcggag
gaagtggcgcagccagctcaaggccttctacgaccgagagtcggagaatcccctggagatgtttgagacagtgccagtctggcggaggcagceccgttcgeg
ttctctctctgttcgaagatattaaaaaggaactcacctcccttgggttcctggagagcgggagcgaccccggacagcttaagcacgtggtcgacgtgactgac
accgtccgcaaagacgtggaggaatggggccccttcgatctggtctatggggcaacccctccecttgggceatacatgtgatcggcectccatcctggtacctgttc
cagtttcacagactcctgcagtatgccaggccaaagccagggagcccaaggcecctttttctggatgttcgtcgacaacctggtcctgaacaaagaagatctcgac
gttgctagtcgctttctcgaaatggagcccgtgaccattcccgacgtgcatggcggttccctccagaatgcagtcagggtttggagcaatatcecctgecatcagg
tcaaggcactgggcactggtttcagaggaagagctgtccctccttgcccagaacaagcagtcatccaaactggcagccaagtggccaactaagctggtcaaga
actgctttcttcccctcagagaatattttaagtatttcagtactgaactgactagcagtctgggagggccgagctctggcgcacccccaccaagtggagggtcetcec
tgccgggtccccaacatctactgaagaaggcaccagcgaatccgcaacgcccgagtcaggcecctggtacctccacagaaccatctgaaggtagtgcgectggt
tccccagctggaagcecctacttccaccgaagaaggcacgtcaaccgaaccaagtgaaggatctgcccctgggaccagcactgaaccatctgagccaaaaaag
aagagaaaggtaatggacaagaagtacagcatcggcctggccatcggcaccaactctgtgggctgggccgtgatcaccgacgagtacaaggtgcccagca
agaaattcaaggtgctgggcaacaccgaccggcacagcatcaagaagaacctgatcggcgcecctgctgttcgacagcggagaaacagccgaggcecacccg
gctgaagagaaccgccagaagaagatacaccagacggaagaaccggatctgctatctgcaagagatcttcagcaacgagatggccaaggtggacgacagce
ttcttccacagactggaagagtccttcctggtggaagaggataagaagcacgagcggcaccccatcttcggcaacatcgtggacgaggtggcectaccacgag
aagtaccccaccatctaccacctgagaaagaaactggtggacagcaccgacaaggccgacctgcggctgatctatctggccctggeccacatgatcaagttcc
ggggccacttcctgatcgagggcgacctgaaccccgacaacagcgacgtggacaagctgttcatccagctggtgcagacctacaaccagctgttcgaggaaa
accccatcaacgccagcggcgtggacgccaaggccatcctgtctgccagactgagcaagagcagacggctggaaaatctgatcgcccagcetgeccggcegag
aagaagaatggcctgttcggcaacctgattgccctgagcectgggcectgacccccaacttcaagagcaacttcgacctggccgaggatgccaaactgcagctga
gcaaggacacctacgacgacgacctggacaacctgctggcccagatcggcgaccagtacgccgacctgtttctggccgccaagaacctgtccgacgcecatcect



gctgagcgacatcctgagagtgaacaccgagatcaccaaggcccccctgagcegcctctatgatcaagagatacgacgagcaccaccaggacctgaccctgcet
gaaagctctcgtgcggcagcagctgcctgagaagtacaaagagattttcttcgaccagagcaagaacggctacgccggctacatcgatggcggagccagcec
aggaagagttctacaagttcatcaagcccatcctggaaaagatggacggcaccgaggaactgctcgtgaagctgaacagagaggacctgctgcggaagcea
gcggaccttcgacaacggcagcatcccccaccagatccacctgggagagctgcacgccattctgcggcggcaggaagatttttacccattcctgaaggacaac
cgggaaaagatcgagaagatcctgaccttccgcatcccctactacgtgggcecctctggccaggggaaacagcagattcgcctggatgaccagaaagagcga
ggaaaccatcaccccctggaacttcgaggaagtggtggacaagggcgccagcgceccagagcttcatcgagcggatgaccaacttcgataagaacctgccca
acgagaaggtgctgcccaagcacagcctgctgtacgagtacttcaccgtgtacaacgagctgaccaaagtgaaatacgtgaccgagggaatgagaaagcecc
gccttcctgagcggcgagcagaaaaaagccatcgtggacctgctgttcaagaccaaccggaaagtgaccgtgaagcagctgaaagaggactacttcaagaa
aatcgagtgcttcgactccgtggaaatctccggcgtggaagatcggttcaacgcectccctgggcacataccacgatctgctgaaaattatcaaggacaaggact
tcctggacaatgaggaaaacgaggacattctggaagatatcgtgctgaccctgacactgtttgaggacagagagatgatcgaggaacggctgaaaacctatg
cccacctgttcgacgacaaagtgatgaagcagctgaagcggcggagatacaccggctggggcaggctgagccggaagctgatcaacggcatccgggaca
agcagtccggcaagacaatcctggatttcctgaagtccgacggcttcgccaacagaaacttcatgcagctgatccacgacgacagectgacctttaaagaggac
atccagaaagcccaggtgtccggccagggcegatagcectgcacgagcacattgccaatctggccggcagccccgcecattaagaagggcatcctgcagacagt
gaaggtggtggacgagctcgtgaaagtgatgggccggcacaagcccgagaacatcgtgatcgaaatggccagagagaaccagaccacccagaagggac
agaagaacagccgcgagagaatgaagcggatcgaagagggcatcaaagagctgggcagccagatcctgaaagaacaccccgtggaaaacacccagctgce
agaacgagaagctgtacctgtactacctgcagaatgggcgggatatgtacgtggaccaggaactggacatcaaccggctgtccgactacgatgtggacgcta
tcgtgcctcagagctttctgaaggacgactccatcgataacaaagtgctgactcggagcgacaagaaccggggcaagagcgacaacgtgecctccgaagag
gtcgtgaagaagatgaagaactactggcgccagctgctgaatgccaagctgattacccagaggaagttcgacaatctgaccaaggccgagagaggceggcect
gagcgaactggataaggccggcttcatcaagagacagctggtggaaacccggcagatcacaaagcacgtggcacagatcctggactcccggatgaacacta
agtacgacgagaacgacaaactgatccgggaagtgaaagtgatcaccctgaagtccaagctggtgtccgatttccggaaggatttccagttttacaaagtgcg
cgagatcaacaactaccaccacgcccacgacgcctacctgaacgccgtcgtgggaaccgcecctgatcaaaaagtaccctaagctggaaagcgagttcgtgtac
ggcgactacaaggtgtacgacgtgcggaagatgatcgccaagagcgagcaggaaatcggcaaggctaccgccaagtacttcttctacagcaacatcatgaac
tttttcaagaccgagattaccctggccaacggcgagatccggaagcggcectctgatcgagacaaacggcgaaacaggcgagatcgtgtgggataagggecg
ggactttgccaccgtgcggaaagtgctgtctatgccccaagtgaatatcgtgaaaaagaccgaggtgcagacaggcggcttcagcaaagagtctatcctgecc
aagaggaacagcgacaagctgatcgccagaaagaaggactgggaccctaagaagtacggcggcttcgacagccccaccgtggcctattctgtgctggtggt
ggccaaagtggaaaagggcaagtccaagaaactgaagagtgtgaaagagctgctggggatcaccatcatggaaagaagcagcttcgagaagaatcccatc
gactttctggaagccaagggctacaaagaagtgaaaaaggacctgatcatcaagctgcctaagtactccctgttcgagctggaaaacggccggaagagaatg
ctggcctctgeccggcgaactgcagaagggaaacgaactggccctgcecctccaaatatgtgaacttcctgtacctggccagcecactatgagaagctgaagggcet
cccccgaggataatgagcagaaacagctgtttgtggaacagcacaaacactacctggacgagatcatcgagcagatcagcgagttctccaagagagtgatect
ggccgacgctaatctggacaaggtgctgagcgcctacaacaagcacagagacaagcctatcagagagcaggccgagaatatcatccacctgtttaccctgacc
aatctgggagcccctgecgcecttcaagtactttgacaccaccatcgaccggaagaggtacaccagcaccaaagaggtgctggacgccaccctgatccaccaga
gcatcaccggcctgtacgagacacggatcgacctgtctcagctgggaggcgacccaaaaaagaagagaaaggtaagcggaagtgagaccccaggtacatc
cgaatcagcaacgcctgaaagcaccggtcggacactggtgaccttcaaggatgtatttgtggacttcaccagggaggagtggaagctgctggacactgctca
gcagatcgtgtacagaaatgtgatgctggagaactataagaacctggtttccttgggttatcagcttactaagccagatgtgatcctccggttggagaagggag
aagagccc</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="25">
<INSDSeq>
<INSDSeq_length>100</INSDSeq_length>
<INSDSeq_moltype>RNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..100</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>



<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
RNA </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g521">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>agatcagatctttgtcgatcctaccatccactcgacacacccgccagcggecgctaatacgactcactatagggagacccaagct
ggctagccgccacca</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="26">
<INSDSeq>
<INSDSeq_length>69</INSDSeq_length>
<INSDSeq_moltype>RNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..69</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
RNA </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g522">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>taatacgactcactatagggggcgctcgagcaggttcagaaggagatcaaaaacccccaaggatcaaac</INSDSeq_se
guence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="27">



<INSDSeq>
<INSDSeq_length>255</INSDSeq_length>
<INSDSeq_moltype>RNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..255</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
RNA </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g523">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>ctctggctaactagagaacccactgcttactggcttatcgaaattaatacgactcactatagggagacccaagctggctagegtt
taaacttaagcttggtaccgaggtaagtatcaaggttacaagacaggtttaaggaggccaatagaaactgggcttgtcgagacagagaagattcttgcgtttct
gataggcacctattggtcttactgacatccactttgcctttctctccacagcaacaagccgccacc</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="28">
<INSDSeq>
<INSDSeq_length>2109</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..2109</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g524">

<INSDQualifier_name>organism</INSDQualifier_name>



<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MPKKKRKVPKKKRKVNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYIASEV
CEDSITVGMVRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKEGDDR
PFFWLFENVVAMGVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKFSKVRTI
TTRSNSIKQGKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFACVSSGN
SNANSRGPSFSSGLVPLSLRGSHNPLEMFETVPVWRRQPVRVLSLFEDIKKELTSLGFLESGSDPGQLKHVVDVTDTVRKDVEE
WGPFDLVYGATPPLGHTCDRPPSWYLFQFHRLLQYARPKPGSPRPFFWMFVDNLVLNKEDLDVASRFLEMEPVTIPDVHGGSL
QNAVRVWSNIPAIRSRHWALVSEEELSLLAQNKQSSKLAAKWPTKLVKNCFLPLREYFKYFSTELTSSLGGPSSGAPPPSGGSPA
GSPTSTEEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGSAPGTSTEPSEMDKKYSIGLAIGTNSVGWAVITDE
YKVPSKKFKVLGNTDRHSIKKNLIGALLFDSGETAEATRLKRTARRRYTRRKNRICYLQEIFSNEMAKVDDSFFHRLEESFLVEEDK
KHERHPIFGNIVDEVAYHEKYPTIYHLRKKLVDSTDKADLRLIYLALAHMIKFRGHFLIEGDLNPDNSDVDKLFIQLVQTYNQLFEE
NPINASGVDAKAILSARLSKSRRLENLIAQLPGEKKNGLFGNLIALSLGLTPNFKSNFDLAEDAKLQLSKDTYDDDLDNLLAQIGD
QYADLFLAAKNLSDAILLSDILRVNTEITKAPLSASMIKRYDEHHQDLTLLKALVRQQLPEKYKEIFFDQSKNGYAGYIDGGASQE
EFYKFIKPILEKMDGTEELLVKLNREDLLRKQRTFDNGSIPHQIHLGELHAILRRQEDFYPFLKDNREKIEKILTFRIPYYVGPLARGN
SRFAWMTRKSEETITPWNFEEVVDKGASAQSFIERMTNFDKNLPNEKVLPKHSLLYEYFTVYNELTKVKYVTEGMRKPAFLSGEQ
KKAIVDLLFKTNRKVTVKQLKEDYFKKIECFDSVEISGVEDRFNASLGTYHDLLKIKDKDFLDNEENEDILEDIVLTLTLFEDREMIEE
RLKTYAHLFDDKVMKQLKRRRYTGWGRLSRKLINGIRDKQSGKTILDFLKSDGFANRNFMQLIHDDSLTFKEDIQKAQVSGQG
DSLHEHIANLAGSPAIKKGILQTVKVVDELVKVMGRHKPENIVIEMARENQTTQKGQKNSRERMKRIEEGIKELGSQILKEHPVE
NTQLQNEKLYLYYLQNGRDMYVDQELDINRLSDYDVDAIVPQSFLKDDSIDNKVLTRSDKNRGKSDNVPSEEVVKKMKNYWR
QLLNAKLITQRKFDNLTKAERGGLSELDKAGFIKRQLVETRQITKHVAQILDSRMNTKYDENDKLIREVKVITLKSKLVSDFRKDFQ
FYKVREINNYHHAHDAYLNAVVGTALIKKYPKLESEFVYGDYKVYDVRKMIAKSEQEIGKATAKYFFYSNIMNFFKTEITLANGEIR
KRPLIETNGETGEIVWDKGRDFATVRKVLSMPQVNIVKKTEVQTGGFSKESILPKRNSDKLIARKKDWDPKKYGGFDSPTVAYSV
LVVAKVEKGKSKKLKSVKELLGITIMERSSFEKNPIDFLEAKGYKEVKKDLIIKLPKYSLFELENGRKRMLASAGELQKGNELALPSKY
VNFLYLASHYEKLKGSPEDNEQKQLFVEQHKHYLDEIEQISEFSKRVILADANLDKVLSAYNKHRDKPIREQAENIIHLFTLTNLG
APAAFKYFDTTIDRKRYTSTKEVLDATLIHQSITGLYETRIDLSQLGGDSGSETPGTSESATPESTGRTLVTFKDVFVDFTREEWKLL
DTAQQIVYRNVMLENYKNLVSLGYQLTKPDVILRLEKGEEPSADYKDDDDKAPKKKRKVPKKKRKV </INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="29">
<INSDSeq>
<INSDSeq_length>6327 </INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..6327 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
DNA</INSDQualifier_value>



</INSDQualifier>
<INSDQualifier id="q525">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>atgccaaaaaagaagagaaaggtaccgaagaaaaaaagaaaggtcaaccacgaccaggaattcgaccctccaaaggtttac
ccacctgtcccagctgagaagaggaagcccatccgggtgctgtctctctttgatggaatcgctacagggctectggtgctgaaggacttgggceattcaggtgga
ccgctacattgcctcggaggtgtgtgaggactccatcacggtgggcatggtgcggcaccaggggaagatcatgtacgtcggggacgtccgcagcegtcacac
agaagcatatccaggagtggggcccattcgatctggtgattgggggcagtccctgcaatgacctctccatcgtcaaccctgctcgcaagggcectctacgaggg
cactggccggctcttctttgagttctaccgcectcctgcatgatgcgcggeccaaggagggagatgatcgcecccttcttctggctctttgagaatgtggtggcecatg
ggcgttagtgacaagagggacatctcgcgatttctcgagtccaaccctgtgatgattgatgccaaagaagtgtcagctgcacacagggceccgctacttctggg
gtaaccttcccggtatgaacaggccgttggcatccactgtgaatgataagctggagctgcaggagtgtctggagcatggcaggatagccaagttcagcaaagt
gaggaccattactacgaggtcaaactccataaagcagggcaaagaccagcattttcctgtcttcatgaatgagaaagaggacatcttatggtgcactgaaatgg
aaagggtatttggtttcccagtccactatactgacgtctccaacatgagccgcttggcgaggcagagactgctgggecggtcatggagcgtgcecagtcatcegce
cacctcttcgctccgctgaaggagtattttgcgtgtgtgtctagcggcaatagtaacgctaacagccgcgggcecgagcttcagcagecggcectggtgecgttaag
cttgcgcggcagcecataatccccttgagatgttcgaaaccgtgectgtgtggaggagacagccagtccgggtgctgtecctttttgaagacatcaagaaagagce
tgacgagtttgggctttttggaaagtggttctgacccgggacaactgaagcatgtggttgatgtcacagacacagtgaggaaggatgtggaggagtgggga
cccttcgatcttgtgtacggcgcecacacctcccctgggccacacctgtgaccgtcectcccagetggtacctgttccagttccaccggctectgcagtacgcacggcec
caagccaggcagccccaggcccttcttctggatgttcgtggacaatctggtgctgaacaaggaagacctggacgtcgcatctcgcttcctggagatggagceca
gtcaccatcccagatgtccacggcggatccttgcagaatgctgtccgegtgtggagcaacatcccagccataaggagcaggcactgggctctggtttcggaag
aagaattgtccctgctggceccagaacaagcagagctcgaagctcgcggcecaagtggcccaccaagctggtgaagaactgctttctccccctaagagaatatttc
aagtatttttcaacagaactcacttcctctttaggagggccgagctctggcgcacccccaccaagtggagggtctcctgccgggtccccaacatctactgaagaa
ggcaccagcgaatccgcaacgcccgagtcaggcecctggtacctccacagaaccatctgaaggtagtgcgectggttccccagctggaagcecctacttccaccg
aagaaggcacgtcaaccgaaccaagtgaaggatctgcccctgggaccagcactgaaccatctgagatggacaagaagtacagcatcggcectggccatcggce
accaactctgtgggctgggccgtgatcaccgacgagtacaaggtgcccagcaagaaattcaaggtgctgggcaacaccgaccggcacagcatcaagaagaa
cctgatcggcegccctgetgttcgacagcggagaaacagccgaggccacccggctgaagagaaccgccagaagaagatacaccagacggaagaaccggat
ctgctatctgcaagagatcttcagcaacgagatggccaaggtggacgacagcttcttccacagactggaagagtccttcctggtggaagaggataagaagcac
gagcggcaccccatcttcggcaacatcgtggacgaggtggcectaccacgagaagtaccccaccatctaccacctgagaaagaaactggtggacagcaccgac
aaggccgacctgcggctgatctatctggccctggcccacatgatcaagttccggggcecacttcctgatcgagggcgacctgaaccccgacaacagcgacgtg
gacaagctgttcatccagctggtgcagacctacaaccagctgttcgaggaaaaccccatcaacgccagcggcegtggacgccaaggccatcctgtctgccagac
tgagcaagagcagacggctggaaaatctgatcgcccagctgcccggcgagaagaagaatggcectgttcggcaacctgattgccctgagectgggectgacc
cccaacttcaagagcaacttcgacctggccgaggatgccaaactgcagctgagcaaggacacctacgacgacgacctggacaacctgctggeccagatcggce
gaccagtacgccgacctgtttctggccgccaagaacctgtccgacgccatectgctgagcgacatcctgagagtgaacaccgagatcaccaaggceccccctga
gcgcctctatgatcaagagatacgacgagcaccaccaggacctgaccctgctgaaagctctcgtgcggcagcagcetgcctgagaagtacaaagagattttcttc
gaccagagcaagaacggctacgccggctacatcgatggcggagccagccaggaagagttctacaagttcatcaagcccatcctggaaaagatggacggcac
cgaggaactgctcgtgaagctgaacagagaggacctgctgcggaagcagcggaccttcgacaacggcagcatcccccaccagatccacctgggagagcetg
cacgccattctgcggcggcaggaagatttttacccattcctgaaggacaaccgggaaaagatcgagaagatcctgaccttccgcatcccctactacgtgggecc
tctggccaggggaaacagcagattcgcctggatgaccagaaagagcgaggaaaccatcaccccctggaacttcgaggaagtggtggacaagggegcecag
cgcccagagcttcatcgagcggatgaccaacttcgataagaacctgcccaacgagaaggtgctgcccaagcacagcectgctgtacgagtacttcaccgtgtac
aacgagctgaccaaagtgaaatacgtgaccgagggaatgagaaagcccgccttcctgagcggcgagcagaaaaaagccatcgtggacctgctgttcaagac
caaccggaaagtgaccgtgaagcagctgaaagaggactacttcaagaaaatcgagtgcttcgactccgtggaaatctccggcgtggaagatcggttcaacgce
ctccctgggcacataccacgatctgctgaaaattatcaaggacaaggacttcctggacaatgaggaaaacgaggacattctggaagatatcgtgctgaccctga
cactgtttgaggacagagagatgatcgaggaacggctgaaaacctatgcccacctgttcgacgacaaagtgatgaagcagctgaagcggcggagatacacc



ggctggggcaggctgagccggaagctgatcaacggcatccgggacaagcagtccggcaagacaatcctggatttcctgaagtccgacggcttcgccaacag
aaacttcatgcagctgatccacgacgacagcctgacctttaaagaggacatccagaaagcccaggtgtccggccagggcgatagcectgcacgagcacattgec
aatctggccggcagccccgecattaagaagggcatcctgcagacagtgaaggtggtggacgagctcgtgaaagtgatgggccggcacaagecccgagaaca
tcgtgatcgaaatggccagagagaaccagaccacccagaagggacagaagaacagccgcgagagaatgaagcggatcgaagagggcatcaaagagctg
ggcagccagatcctgaaagaacaccccgtggaaaacacccagctgcagaacgagaagctgtacctgtactacctgcagaatgggcgggatatgtacgtgga
ccaggaactggacatcaaccggctgtccgactacgatgtggacgctatcgtgcctcagagctttctgaaggacgactccatcgataacaaagtgctgactcgga
gcgacaagaaccggggcaagagcgacaacgtgccctccgaagaggtcgtgaagaagatgaagaactactggcgccagctgctgaatgccaagctgattac
ccagaggaagttcgacaatctgaccaaggccgagagaggcggcctgagcgaactggataaggccggcttcatcaagagacagctggtggaaacccggcea
gatcacaaagcacgtggcacagatcctggactcccggatgaacactaagtacgacgagaacgacaaactgatccgggaagtgaaagtgatcaccctgaagtc
caagctggtgtccgatttccggaaggatttccagttttacaaagtgcgcgagatcaacaactaccaccacgcccacgacgcctacctgaacgccgtcgtgggaa
ccgccctgatcaaaaagtaccctaagctggaaagcgagttcgtgtacggcgactacaaggtgtacgacgtgcggaagatgatcgccaagagcgagcaggaa
atcggcaaggctaccgccaagtacttcttctacagcaacatcatgaactttttcaagaccgagattaccctggccaacggcgagatccggaagcggcectctgatc
gagacaaacggcgaaacaggcgagatcgtgtgggataagggccgggactttgccaccgtgcggaaagtgctgtctatgccccaagtgaatatcgtgaaaaa
gaccgaggtgcagacaggcggcttcagcaaagagtctatcctgcccaagaggaacagcgacaagctgatcgccagaaagaaggactgggaccctaagaa
gtacggcggcttcgacagccccaccgtggcctattctgtgctggtggtggccaaagtggaaaagggcaagtccaagaaactgaagagtgtgaaagagctgce
tggggatcaccatcatggaaagaagcagcttcgagaagaatcccatcgactttctggaagccaagggctacaaagaagtgaaaaaggacctgatcatcaagc
tgcctaagtactccctgttcgagctggaaaacggccggaagagaatgctggcectctgccggcgaactgcagaagggaaacgaactggcecctgecctccaaat
atgtgaacttcctgtacctggccagccactatgagaagctgaagggctcccccgaggataatgagcagaaacagctgtttgtggaacagcacaaacactacct
ggacgagatcatcgagcagatcagcgagttctccaagagagtgatcctggccgacgctaatctggacaaggtgctgagcgcctacaacaagcacagagaca
agcctatcagagagcaggccgagaatatcatccacctgtttaccctgaccaatctgggagceccctgcecgcecttcaagtactttgacaccaccatcgaccggaaga
ggtacaccagcaccaaagaggtgctggacgccaccctgatccaccagagcatcaccggcectgtacgagacacggatcgacctgtctcagctgggaggcegac
agcggaagtgagaccccaggtacatccgaatcagcaacgcctgaaagcaccggtcggacactggtgaccttcaaggatgtatttgtggacttcaccagggag
gagtggaagctgctggacactgctcagcagatcgtgtacagaaatgtgatgctggagaactataagaacctggtttccttgggttatcagcttactaagccagat
gtgatcctccggttggagaagggagaagagcccagcgctgattacaaagatgatgacgataaagccccaaaaaagaagagaaaggtaccgaagaaaaaa
agaaaggtc</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="30">
<INSDSeq>
<INSDSeq_length>2111</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..2111</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g526">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>



</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MPKKKRKVPKKKRKVNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYIASEV
CEDSITVGMVRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKEGDDR
PFFWLFENVVAMGVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKFSKVRTI
TTRSNSIKQGKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFACVSSGN
SNANSRGPSFSSGLVPLSLRGSHMGPMEIYKTVSAWKRQPVRVLSLFRNIDKVLKSLGFLESGSGSGGGTLKYVEDVTNVVRRD
VEKWGPFDLVYGSTQPLGSSCDRCPGWYMFQFHRILQYALPRQESQRPFFWIFMDNLLLTEDDQETTTRFLQTEAVTLQDVRG
RDYQNAMRVWSNIPGLKSKHAPLTPKEEEYLQAQVRSRSKLDAPKVDLLVKNCLLPLREYFKYFSQNSLPLGGPSSGAPPPSGG
SPAGSPTSTEEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGSAPGTSTEPSEMDKKYSIGLAIGTNSVGWAVI
TDEYKVPSKKFKVLGNTDRHSIKKNLIGALLFDSGETAEATRLKRTARRRYTRRKNRICYLQEIFSNEMAKVDDSFFHRLEESFLVEE
DKKHERHPIFGNIVDEVAYHEKYPTIYHLRKKLVDSTDKADLRLIYLALAHMIKFRGHFLIEGDLNPDNSDVDKLFIQLVQTYNQL
FEENPINASGVDAKAILSARLSKSRRLENLIAQLPGEKKNGLFGNLIALSLGLTPNFKSNFDLAEDAKLQLSKDTYDDDLDNLLAQI
GDQYADLFLAAKNLSDAILLSDILRVNTEITKAPLSASMIKRYDEHHQDLTLLKALVRQQLPEKYKEIFFDQSKNGYAGYIDGGAS
QEEFYKFIKPILEKMDGTEELLVKLNREDLLRKQRTFDNGSIPHQIHLGELHAILRRQEDFYPFLKDNREKIEKILTFRIPYYVGPLAR
GNSRFAWMTRKSEETITPWNFEEVVDKGASAQSFIERMTNFDKNLPNEKVLPKHSLLYEYFTVYNELTKVKYVTEGMRKPAFLS
GEQKKAIVDLLFKTNRKVTVKQLKEDYFKKIECFDSVEISGVEDRFNASLGTYHDLLKIIKDKDFLDNEENEDILEDIVLTLTLFEDRE
MIEERLKTYAHLFDDKVMKQLKRRRYTGWGRLSRKLINGIRDKQSGKTILDFLKSDGFANRNFMQLIHDDSLTFKEDIQKAQVS
GQGDSLHEHIANLAGSPAIKKGILQTVKVVDELVKVMGRHKPENIVIEMARENQTTQKGQKNSRERMKRIEEGIKELGSQILKEH
PVENTQLQNEKLYLYYLQNGRDMYVDQELDINRLSDYDVDAIVPQSFLKDDSIDNKVLTRSDKNRGKSDNVPSEEVVKKMKN
YWRQLLNAKLITQRKFDNLTKAERGGLSELDKAGFIKRQLVETRQITKHVAQILDSRMNTKYDENDKLIREVKVITLKSKLVSDFR
KDFQFYKVREINNYHHAHDAYLNAVVGTALIKKYPKLESEFVYGDYKVYDVRKMIAKSEQEIGKATAKYFFYSNIMNFFKTEITLA
NGEIRKRPLIETNGETGEIVWDKGRDFATVRKVLSMPQVNIVKKTEVQTGGFSKESILPKRNSDKLIARKKDWDPKKYGGFDSPT
VAYSVLVVAKVEKGKSKKLKSVKELLGITIMERSSFEKNPIDFLEAKGYKEVKKDLIIKLPKYSLFELENGRKRMLASAGELQKGNEL
ALPSKYVNFLYLASHYEKLKGSPEDNEQKQLFVEQHKHYLDEIEQISEFSKRVILADANLDKVLSAYNKHRDKPIREQAENIIHLFT
LTNLGAPAAFKYFDTTIDRKRYTSTKEVLDATLIHQSITGLYETRIDLSQLGGDSGSETPGTSESATPESTGRTLVTFKDVFVDFTREE
WKLLDTAQQIVYRNVMLENYKNLVSLGYQLTKPDVILRLEKGEEPSADYKDDDDKAPKKKRKVPKKKRKY </INSDSeq_seque
nce>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="31">
<INSDSeq>
<INSDSeq_length>6336</INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..6336 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="q527">



<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>atgccaaaaaagaagagaaaggtaccgaagaaaaaaagaaaggtatacaaccatgaccaggaattcgaccccccaaaggtt
tacccacctgtgccagctgagaagaggaagcccatccgegtgctgtctctctttgatgggattgctacagggctectggtgctgaaggacctgggcatccaagt
ggaccgctacattgcctccgaggtgtgtgaggactccatcacggtgggcatggtgcggcaccagggaaagatcatgtacgtcggggacgtccgcagcegtca
cacagaagcatatccaggagtggggcccattcgacctggtgattggaggcagtccctgcaatgacctctccattgtcaaccctgcccgcaagggactttatgag
ggtactggccgcctcttctttgagttctaccgectcctgcatgatgcgcggcccaaggagggagatgatcgcecccttettctggctctttgagaatgtggtggceca
tgggcgttagtgacaagagggacatctcgcgatttcttgagtctaaccccgtgatgattgacgccaaagaagtgtctgctgcacacagggceccgttacttctgg
ggtaaccttcctggcatgaacaggcctttggcatccactgtgaatgataagctggagctgcaagagtgtctggagcacggcagaatagccaagttcagcaaag
tgaggaccattaccaccaggtcaaactctataaagcagggcaaagaccagcatttccccgtcttcatgaacgagaaggaggacatcctgtggtgcactgaaat
ggaaagggtgtttggcttccccgtccactacacagacgtctccaacatgagccgcttggcgaggcagagactgctgggecgatcgtggagegtgecggtcat
ccgccacctcttcgctccgctgaaggaatattttgcttgtgtgtctagcggcaatagtaacgctaacagccgcgggcecgagcttcagcageggectggtgecgtt
aagcttgcgcggcagccatatgggcecctatggagatatacaagacagtgtctgcatggaagagacagccagtgcgggtactgagcctcttcagaaacatcga
caaggtactaaagagtttgggcttcttggaaagcggttctggttctgggggaggaacgctgaagtacgtggaagatgtcacaaatgtcgtgaggagagacgt
ggagaaatggggcccctttgacctggtgtacggctcgacgcagcccctaggcagctcttgtgatcgctgtcccggctggtacatgttccagttccaccggatect
gcagtatgcgctgcctcgccaggagagtcagcggceccttcttctggatattcatggacaatctgctgctgactgaggatgaccaagagacaactacccgcttect
tcagacagaggctgtgaccctccaggatgtccgtggcagagactaccagaatgctatgcgggtgtggagcaacattccagggctgaagagcaagcatgegce
ccctgaccccaaaggaagaagagtatctgcaagcccaagtcagaagcaggagcaagctggacgcecccgaaagttgacctcctggtgaagaactgccttctec
cgctgagagagtacttcaagtatttttctcaaaactcacttcctcttggagggccgagctctggcgcacccccaccaagtggagggtctcctgccgggtecccaa
catctactgaagaaggcaccagcgaatccgcaacgcccgagtcaggcecctggtacctccacagaaccatctgaaggtagtgecgectggttccccagctggaag
ccctacttccaccgaagaaggcacgtcaaccgaaccaagtgaaggatctgcccctgggaccagcactgaaccatctgagatggacaagaagtacagcatcgg
cctggccatcggcaccaactctgtgggctgggcecgtgatcaccgacgagtacaaggtgcccagcaagaaattcaaggtgctgggcaacaccgaccggcaca
gcatcaagaagaacctgatcggcgccctgctgttcgacagcggagaaacagccgaggccacccggctgaagagaaccgccagaagaagatacaccagac
ggaagaaccggatctgctatctgcaagagatcttcagcaacgagatggccaaggtggacgacagcttcttccacagactggaagagtccttcctggtggaag
aggataagaagcacgagcggcaccccatcttcggcaacatcgtggacgaggtggcectaccacgagaagtaccccaccatctaccacctgagaaagaaactg
gtggacagcaccgacaaggccgacctgcggctgatctatctggccctggcccacatgatcaagttccggggcecacttcctgatcgagggcgacctgaaccccg
acaacagcgacgtggacaagctgttcatccagctggtgcagacctacaaccagctgttcgaggaaaaccccatcaacgccagcggcegtggacgccaaggcec
atcctgtctgccagactgagcaagagcagacggctggaaaatctgatcgcccagctgcccggcgagaagaagaatggcectgttcggcaacctgattgecctg
agcctgggcctgacccccaacttcaagagcaacttcgacctggccgaggatgccaaactgcagctgagcaaggacacctacgacgacgacctggacaacctg
ctggcccagatcggcgaccagtacgccgacctgtttctggccgccaagaacctgtccgacgcecatcctgctgagcgacatcctgagagtgaacaccgagatca
ccaaggcccccctgagegcctctatgatcaagagatacgacgagcaccaccaggacctgaccctgctgaaagctctcgtgcggcagcagctgectgagaagt
acaaagagattttcttcgaccagagcaagaacggctacgccggctacatcgatggcggagccagccaggaagagttctacaagttcatcaagcccatcctgga
aaagatggacggcaccgaggaactgctcgtgaagctgaacagagaggacctgctgcggaagcagcggaccttcgacaacggcagcatcccccaccagatc
cacctgggagagctgcacgccattctgcggcggcaggaagatttttacccattcctgaaggacaaccgggaaaagatcgagaagatcctgaccttccgcatec
cctactacgtgggccctctggccaggggaaacagcagattcgecctggatgaccagaaagagcgaggaaaccatcaccccctggaacttcgaggaagtggtg
gacaagggcgccagcgcccagagcttcatcgagcggatgaccaacttcgataagaacctgcccaacgagaaggtgctgcccaagcacagcectgctgtacga
gtacttcaccgtgtacaacgagctgaccaaagtgaaatacgtgaccgagggaatgagaaagcccgccttcctgagcggcgagcagaaaaaagccatcgtgg
acctgctgttcaagaccaaccggaaagtgaccgtgaagcagctgaaagaggactacttcaagaaaatcgagtgcttcgactccgtggaaatctccggegtgga
agatcggttcaacgcctccctgggcacataccacgatctgctgaaaattatcaaggacaaggacttcctggacaatgaggaaaacgaggacattctggaagat
atcgtgctgaccctgacactgtttgaggacagagagatgatcgaggaacggctgaaaacctatgcccacctgttcgacgacaaagtgatgaagcagctgaag
cggcggagatacaccggctggggcaggctgagccggaagctgatcaacggcatccgggacaagcagtccggcaagacaatcctggatttcctgaagtecg
acggcttcgccaacagaaacttcatgcagctgatccacgacgacagcctgacctttaaagaggacatccagaaagcccaggtgtccggccagggcgatagect



gcacgagcacattgccaatctggccggcagccccgccattaagaagggcatcctgcagacagtgaaggtggtggacgagctcgtgaaagtgatgggecgg
cacaagcccgagaacatcgtgatcgaaatggccagagagaaccagaccacccagaagggacagaagaacagccgcgagagaatgaagcggatcgaaga
gggcatcaaagagctgggcagccagatcctgaaagaacaccccgtggaaaacacccagctgcagaacgagaagctgtacctgtactacctgcagaatgggce
gggatatgtacgtggaccaggaactggacatcaaccggctgtccgactacgatgtggacgctatcgtgcctcagagctttctgaaggacgactccatcgataac
aaagtgctgactcggagcgacaagaaccggggcaagagcgacaacgtgcecctccgaagaggtcgtgaagaagatgaagaactactggcgccagcetgcetg
aatgccaagctgattacccagaggaagttcgacaatctgaccaaggccgagagaggcggcectgagcgaactggataaggccggcttcatcaagagacagct
ggtggaaacccggcagatcacaaagcacgtggcacagatcctggactcccggatgaacactaagtacgacgagaacgacaaactgatccgggaagtgaaa
gtgatcaccctgaagtccaagctggtgtccgatttccggaaggatttccagttttacaaagtgcgcgagatcaacaactaccaccacgcccacgacgcctacctg
aacgccgtcgtgggaaccgccctgatcaaaaagtaccctaagctggaaagcgagttcgtgtacggcgactacaaggtgtacgacgtgcggaagatgatcgce
caagagcgagcaggaaatcggcaaggctaccgccaagtacttcttctacagcaacatcatgaactttttcaagaccgagattaccctggccaacggcgagatcc
ggaagcggcctctgatcgagacaaacggcgaaacaggcgagatcgtgtgggataagggcecgggactttgccaccgtgcggaaagtgctgtctatgeccca
agtgaatatcgtgaaaaagaccgaggtgcagacaggcggcttcagcaaagagtctatcctgcccaagaggaacagcgacaagctgatcgccagaaagaag
gactgggaccctaagaagtacggcggcttcgacagccccaccgtggcectattctgtgctggtggtggccaaagtggaaaagggcaagtccaagaaactgaa
gagtgtgaaagagctgctggggatcaccatcatggaaagaagcagcttcgagaagaatcccatcgactttctggaagccaagggctacaaagaagtgaaaa
aggacctgatcatcaagctgcctaagtactccctgttcgagctggaaaacggccggaagagaatgctggcectctgccggcgaactgcagaagggaaacgaa
ctggccctgccctccaaatatgtgaacttcctgtacctggccagccactatgagaagctgaagggctcccccgaggataatgagcagaaacagcetgtttgtgga
acagcacaaacactacctggacgagatcatcgagcagatcagcgagttctccaagagagtgatcctggccgacgctaatctggacaaggtgctgagcgcecta
Ccaacaagcacagagacaagcctatcagagagcaggccgagaatatcatccacctgtttaccctgaccaatctgggagceccctgcecgcecttcaagtactttgacac
caccatcgaccggaagaggtacaccagcaccaaagaggtgctggacgccaccctgatccaccagagcatcaccggcctgtacgagacacggatcgacctgtc
tcagctgggaggcgacagcggaagtgagaccccaggtacatccgaatcagcaacgcctgaaagcaccggtcggacactggtgaccttcaaggatgtatttgt
ggacttcaccagggaggagtggaagctgctggacactgctcagcagatcgtgtacagaaatgtgatgctggagaactataagaacctggtttccttgggttat
cagcttactaagccagatgtgatcctccggttggagaagggagaagagcccagcgctgattacaaagatgatgacgataaagccccaaaaaagaagagaaa
ggtaccgaagaaaaaaagaaaggtc</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="32">
<INSDSeq>
<INSDSeq_length>2149</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..2149</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g528">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>



</INSDSeq_feature-table>

<INSDSeq_sequence>MPKKKRKVPKKKRKVNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYIASEV
CEDSITVGMVRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKEGDDR
PFFWLFENVVAMGVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKFSKVRTI
TTRSNSIKQGKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFACVSSGN
SNANSRGPSFSSGLVPLSLRGSHMGPMEIYKTVSAWKRQPVRVLSLFRNIDKVLKSLGFLESGSGSGGGTLKYVEDVTNVVRRD
VEKWGPFDLVYGSTQPLGSSCDRCPGWYMFQFHRILQYALPRQESQRPFFWIFMDNLLLTEDDQETTTRFLQTEAVTLQDVRG
RDYQNAMRVWSNIPGLKSKHAPLTPKEEEYLQAQVRSRSKLDAPKVDLLVKNCLLPLREYFKYFSQNSLPLGGPSSGAPPPSGG
SPAGSPTSTEEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGSAPGTSTEPSEMDKKYSIGLAIGTNSVGWAVI
TDEYKVPSKKFKVLGNTDRHSIKKNLIGALLFDSGETAEATRLKRTARRRYTRRKNRICYLQEIFSNEMAKVDDSFFHRLEESFLVEE
DKKHERHPIFGNIVDEVAYHEKYPTIYHLRKKLVDSTDKADLRLIYLALAHMIKFRGHFLIEGDLNPDNSDVDKLFIQLVQTYNQL
FEENPINASGVDAKAILSARLSKSRRLENLIAQLPGEKKNGLFGNLIALSLGLTPNFKSNFDLAEDAKLQLSKDTYDDDLDNLLAQI
GDQYADLFLAAKNLSDAILLSDILRVNTEITKAPLSASMIKRYDEHHQDLTLLKALVRQQLPEKYKEIFFDQSKNGYAGYIDGGAS
QEEFYKFIKPILEKMDGTEELLVKLNREDLLRKQRTFDNGSIPHQIHLGELHAILRRQEDFYPFLKDNREKIEKILTFRIPYYVGPLAR
GNSRFAWMTRKSEETITPWNFEEVVDKGASAQSFIERMTNFDKNLPNEKVLPKHSLLYEYFTVYNELTKVKYVTEGMRKPAFLS
GEQKKAIVDLLFKTNRKVTVKQLKEDYFKKIECFDSVEISGVEDRFNASLGTYHDLLKIIKDKDFLDNEENEDILEDIVLTLTLFEDRE
MIEERLKTYAHLFDDKVMKQLKRRRYTGWGRLSRKLINGIRDKQSGKTILDFLKSDGFANRNFMQLIHDDSLTFKEDIQKAQVS
GQGDSLHEHIANLAGSPAIKKGILQTVKVVDELVKVMGRHKPENIVIEMARENQTTQKGQKNSRERMKRIEEGIKELGSQILKEH
PVENTQLQNEKLYLYYLQNGRDMYVDQELDINRLSDYDVDAIVPQSFLKDDSIDNKVLTRSDKNRGKSDNVPSEEVVKKMKN
YWRQLLNAKLITQRKFDNLTKAERGGLSELDKAGFIKRQLVETRQITKHVAQILDSRMNTKYDENDKLIREVKVITLKSKLVSDFR
KDFQFYKVREINNYHHAHDAYLNAVVGTALIKKYPKLESEFVYGDYKVYDVRKMIAKSEQEIGKATAKYFFYSNIMNFFKTEITLA
NGEIRKRPLIETNGETGEIVWDKGRDFATVRKVLSMPQVNIVKKTEVQTGGFSKESILPKRNSDKLIARKKDWDPKKYGGFDSPT
VAYSVLVVAKVEKGKSKKLKSVKELLGITIMERSSFEKNPIDFLEAKGYKEVKKDLIIKLPKYSLFELENGRKRMLASAGELQKGNEL
ALPSKYVNFLYLASHYEKLKGSPEDNEQKQLFVEQHKHYLDEIEQISEFSKRVILADANLDKVLSAYNKHRDKPIREQAENIIHLFT
LTNLGAPAAFKYFDTTIDRKRYTSTKEVLDATLIHQSITGLYETRIDLSQLGGDSGSETPGTSESATPESTGMNNSQGRVTFEDVTV
NFTQGEWQRLNPEQRNLYRDVMLENYSNLVSVGQGETTKPDVILRLEQGKEPWLEEEEVLGSGRAEKNGDIGGQIWKPKDVK
ESLSADYKDDDDKAPKKKRKVPKKKRKYV </INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="33">
<INSDSeq>
<INSDSeq_length>6450</INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..6450</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
DNA</INSDQualifier_value>

</INSDQualifier>
<INSDQualifier id="g529">

<INSDQualifier_name>organism</INSDQualifier_name>



<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>atgccaaaaaagaagagaaaggtaccgaagaaaaaaagaaaggtatacaaccatgaccaggaattcgaccccccaaaggtt
tacccacctgtgccagctgagaagaggaagcccatccgegtgctgtctctctttgatgggattgctacagggctectggtgctgaaggacctgggcatccaagt
ggaccgctacattgcctccgaggtgtgtgaggactccatcacggtgggcatggtgcggcaccagggaaagatcatgtacgtcggggacgtccgcagcegtca
cacagaagcatatccaggagtggggcccattcgacctggtgattggaggcagtccctgcaatgacctctccattgtcaaccctgcccgcaagggactttatgag
ggtactggccgcctcttctttgagttctaccgectcctgcatgatgcgecggcccaaggagggagatgatcgcecccttettctggctctttgagaatgtggtggceca
tgggcgttagtgacaagagggacatctcgcgatttcttgagtctaaccccgtgatgattgacgccaaagaagtgtctgctgcacacagggceccgttacttctgg
ggtaaccttcctggcatgaacaggcctttggcatccactgtgaatgataagctggagctgcaagagtgtctggagcacggcagaatagccaagttcagcaaag
tgaggaccattaccaccaggtcaaactctataaagcagggcaaagaccagcatttccccgtcttcatgaacgagaaggaggacatcctgtggtgcactgaaat
ggaaagggtgtttggcttccccgtccactacacagacgtctccaacatgagcecgcttggcgaggcagagactgctgggecgatcgtggagegtgecggtcat
ccgccacctcttcgctccgctgaaggaatattttgcttgtgtgtctagcggcaatagtaacgctaacagccgcgggcecgagcttcagcageggectggtgecgtt
aagcttgcgcggcagccatatgggcecctatggagatatacaagacagtgtctgcatggaagagacagccagtgcgggtactgagcctcttcagaaacatcga
caaggtactaaagagtttgggcttcttggaaagcggttctggttctgggggaggaacgctgaagtacgtggaagatgtcacaaatgtcgtgaggagagacgt
ggagaaatggggcccctttgacctggtgtacggctcgacgcagcccctaggcagctcttgtgatcgcetgtcccggctggtacatgttccagttccaccggatect
gcagtatgcgctgcctcgccaggagagtcagcggceccttcttctggatattcatggacaatctgctgctgactgaggatgaccaagagacaactacccgcttect
tcagacagaggctgtgaccctccaggatgtccgtggcagagactaccagaatgctatgcgggtgtggagcaacattccagggctgaagagcaagcatgcgce
ccctgaccccaaaggaagaagagtatctgcaagcccaagtcagaagcaggagcaagctggacgcecccgaaagttgacctcctggtgaagaactgccttctec
cgctgagagagtacttcaagtatttttctcaaaactcacttcctcttggagggccgagctctggcgcacccccaccaagtggagggtctcctgccgggtecccaa
catctactgaagaaggcaccagcgaatccgcaacgcccgagtcaggcecctggtacctccacagaaccatctgaaggtagtgegectggttccccagctggaag
ccctacttccaccgaagaaggcacgtcaaccgaaccaagtgaaggatctgcccctgggaccagcactgaaccatctgagatggacaagaagtacagcatcgg
cctggccatcggcaccaactctgtgggctgggcecgtgatcaccgacgagtacaaggtgcccagcaagaaattcaaggtgctgggcaacaccgaccggcaca
gcatcaagaagaacctgatcggcgccctgctgttcgacagcggagaaacagccgaggccacccggctgaagagaaccgccagaagaagatacaccagac
ggaagaaccggatctgctatctgcaagagatcttcagcaacgagatggccaaggtggacgacagcttcttccacagactggaagagtccttcctggtggaag
aggataagaagcacgagcggcaccccatcttcggcaacatcgtggacgaggtggcectaccacgagaagtaccccaccatctaccacctgagaaagaaactg
gtggacagcaccgacaaggccgacctgcggctgatctatctggccctggcccacatgatcaagttccggggcecacttcctgatcgagggcgacctgaaccecg
acaacagcgacgtggacaagctgttcatccagctggtgcagacctacaaccagctgttcgaggaaaaccccatcaacgccagcggcegtggacgccaaggcec
atcctgtctgccagactgagcaagagcagacggctggaaaatctgatcgcccagctgcccggcgagaagaagaatggcectgttcggcaacctgattgecctg
agcctgggcctgacccccaacttcaagagcaacttcgacctggccgaggatgccaaactgcagctgagcaaggacacctacgacgacgacctggacaacctg
ctggcccagatcggcgaccagtacgccgacctgtttctggccgccaagaacctgtccgacgcecatcctgctgagcgacatcctgagagtgaacaccgagatca
ccaaggcccccctgagegcctctatgatcaagagatacgacgagcaccaccaggacctgaccctgctgaaagctctcgtgcggcagcagctgcectgagaagt
acaaagagattttcttcgaccagagcaagaacggctacgccggctacatcgatggcggagccagccaggaagagttctacaagttcatcaagcccatcctgga
aaagatggacggcaccgaggaactgctcgtgaagctgaacagagaggacctgctgcggaagcagcggaccttcgacaacggcagcatcccccaccagatc
cacctgggagagctgcacgccattctgcggcggcaggaagatttttacccattcctgaaggacaaccgggaaaagatcgagaagatcctgaccttccgcatec
cctactacgtgggccctctggccaggggaaacagcagattcgecctggatgaccagaaagagcgaggaaaccatcaccccctggaacttcgaggaagtggtg
gacaagggcgccagcgcccagagcttcatcgagcggatgaccaacttcgataagaacctgcccaacgagaaggtgctgcccaagcacagcectgctgtacga
gtacttcaccgtgtacaacgagctgaccaaagtgaaatacgtgaccgagggaatgagaaagcccgccttcctgagcggcgagcagaaaaaagccatcgtgg
acctgctgttcaagaccaaccggaaagtgaccgtgaagcagctgaaagaggactacttcaagaaaatcgagtgcttcgactccgtggaaatctccggegtgga
agatcggttcaacgcctccctgggcacataccacgatctgctgaaaattatcaaggacaaggacttcctggacaatgaggaaaacgaggacattctggaagat
atcgtgctgaccctgacactgtttgaggacagagagatgatcgaggaacggctgaaaacctatgcccacctgttcgacgacaaagtgatgaagcagctgaag
cggcggagatacaccggctggggcaggctgagccggaagctgatcaacggcatccgggacaagcagtccggcaagacaatcctggatttcctgaagteeg
acggcttcgccaacagaaacttcatgcagctgatccacgacgacagcctgacctttaaagaggacatccagaaagcccaggtgtccggccagggcgatagect
gcacgagcacattgccaatctggccggcagccccgccattaagaagggcatcctgcagacagtgaaggtggtggacgagctcgtgaaagtgatgggecgg
cacaagcccgagaacatcgtgatcgaaatggccagagagaaccagaccacccagaagggacagaagaacagccgcgagagaatgaagcggatcgaaga



gggcatcaaagagctgggcagccagatcctgaaagaacaccccgtggaaaacacccagctgcagaacgagaagctgtacctgtactacctgcagaatgggce
gggatatgtacgtggaccaggaactggacatcaaccggctgtccgactacgatgtggacgctatcgtgcctcagagctttctgaaggacgactccatcgataac
aaagtgctgactcggagcgacaagaaccggggcaagagcgacaacgtgcecctccgaagaggtcgtgaagaagatgaagaactactggcgccagcetgcetg
aatgccaagctgattacccagaggaagttcgacaatctgaccaaggccgagagaggcggcectgagcgaactggataaggccggcttcatcaagagacagct
ggtggaaacccggcagatcacaaagcacgtggcacagatcctggactcccggatgaacactaagtacgacgagaacgacaaactgatccgggaagtgaaa
gtgatcaccctgaagtccaagctggtgtccgatttccggaaggatttccagttttacaaagtgcgcgagatcaacaactaccaccacgcccacgacgcectacctg
aacgccgtcgtgggaaccgccctgatcaaaaagtaccctaagctggaaagcgagttcgtgtacggcgactacaaggtgtacgacgtgcggaagatgatcgce
caagagcgagcaggaaatcggcaaggctaccgccaagtacttcttctacagcaacatcatgaactttttcaagaccgagattaccctggccaacggcgagatcc
ggaagcggcctctgatcgagacaaacggcgaaacaggcgagatcgtgtgggataagggcecgggactttgccaccgtgcggaaagtgctgtctatgeccca
agtgaatatcgtgaaaaagaccgaggtgcagacaggcggcttcagcaaagagtctatcctgcccaagaggaacagcgacaagctgatcgccagaaagaag
gactgggaccctaagaagtacggcggcttcgacagccccaccgtggcectattctgtgctggtggtggccaaagtggaaaagggcaagtccaagaaactgaa
gagtgtgaaagagctgctggggatcaccatcatggaaagaagcagcttcgagaagaatcccatcgactttctggaagccaagggctacaaagaagtgaaaa
aggacctgatcatcaagctgcctaagtactccctgttcgagctggaaaacggccggaagagaatgctggcectctgccggcgaactgcagaagggaaacgaa
ctggccctgccctccaaatatgtgaacttcctgtacctggccagccactatgagaagctgaagggctcccccgaggataatgagcagaaacagcetgtttgtgga
acagcacaaacactacctggacgagatcatcgagcagatcagcgagttctccaagagagtgatcctggccgacgctaatctggacaaggtgctgagcgcecta
Ccaacaagcacagagacaagcctatcagagagcaggccgagaatatcatccacctgtttaccctgaccaatctgggagceccctgcecgcecttcaagtactttgacac
caccatcgaccggaagaggtacaccagcaccaaagaggtgctggacgccaccctgatccaccagagcatcaccggcectgtacgagacacggatcgacctgtc
tcagctgggaggcgacagcggaagtgagaccccaggtacatccgaatcagcaacgcctgaaagcaccggtatgaacaattcacaggggagagtgacattc
gaagacgtgaccgtgaacttcacccagggagaatggcagcgcttgaacccagaacaaaggaacctctatcgggacgtgatgctggaaaactactcaaatttg
gtgagcgttgggcagggtgagaccactaagcctgacgtgatcctgagattggaacagggcaaggagccttggctcgaggaagaggaagtcctgggctcag
ggagggccgagaaaaacggtgatataggaggccagatatggaagcctaaggacgtcaaggagagcectgagcgctgattacaaagatgatgacgataaag
ccccaaaaaagaagagaaaggtaccgaagaaaaaaagaaaggtc</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="34">
<INSDSeq>
<INSDSeq_length>2129</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..2129</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g530">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>



<INSDSeq_sequence>MPKKKRKVPKKKRKVNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYIASEV
CEDSITVGMVRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKEGDDR
PFFWLFENVVAMGVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKFSKVRTI
TTRSNSIKQGKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFACVSSGN
SNANSRGPSFSSGLVPLSLRGSHMGPMEIYKTVSAWKRQPVRVLSLFRNIDKVLKSLGFLESGSGSGGGTLKYVEDVTNVVRRD
VEKWGPFDLVYGSTQPLGSSCDRCPGWYMFQFHRILQYALPRQESQRPFFWIFMDNLLLTEDDQETTTRFLQTEAVTLQDVRG
RDYQNAMRVWSNIPGLKSKHAPLTPKEEEYLQAQVRSRSKLDAPKVDLLVKNCLLPLREYFKYFSQNSLPLGGPSSGAPPPSGG
SPAGSPTSTEEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGSAPGTSTEPSEMDKKYSIGLAIGTNSVGWAVI
TDEYKVPSKKFKVLGNTDRHSIKKNLIGALLFDSGETAEATRLKRTARRRYTRRKNRICYLQEIFSNEMAKVDDSFFHRLEESFLVEE
DKKHERHPIFGNIVDEVAYHEKYPTIYHLRKKLVDSTDKADLRLIYLALAHMIKFRGHFLIEGDLNPDNSDVDKLFIQLVQTYNQL
FEENPINASGVDAKAILSARLSKSRRLENLIAQLPGEKKNGLFGNLIALSLGLTPNFKSNFDLAEDAKLQLSKDTYDDDLDNLLAQI
GDQYADLFLAAKNLSDAILLSDILRVNTEITKAPLSASMIKRYDEHHQDLTLLKALVRQQLPEKYKEIFFDQSKNGYAGYIDGGAS
QEEFYKFIKPILEKMDGTEELLVKLNREDLLRKQRTFDNGSIPHQIHLGELHAILRRQEDFYPFLKDNREKIEKILTFRIPYYVGPLAR
GNSRFAWMTRKSEETITPWNFEEVVDKGASAQSFIERMTNFDKNLPNEKVLPKHSLLYEYFTVYNELTKVKYVTEGMRKPAFLS
GEQKKAIVDLLFKTNRKVTVKQLKEDYFKKIECFDSVEISGVEDRFNASLGTYHDLLKIIKDKDFLDNEENEDILEDIVLTLTLFEDRE
MIEERLKTYAHLFDDKVMKQLKRRRYTGWGRLSRKLINGIRDKQSGKTILDFLKSDGFANRNFMQLIHDDSLTFKEDIQKAQVS
GQGDSLHEHIANLAGSPAIKKGILQTVKVVDELVKVMGRHKPENIVIEMARENQTTQKGQKNSRERMKRIEEGIKELGSQILKEH
PVENTQLQNEKLYLYYLQNGRDMYVDQELDINRLSDYDVDAIVPQSFLKDDSIDNKVLTRSDKNRGKSDNVPSEEVVKKMKN
YWRQLLNAKLITQRKFDNLTKAERGGLSELDKAGFIKRQLVETRQITKHVAQILDSRMNTKYDENDKLIREVKVITLKSKLVSDFR
KDFQFYKVREINNYHHAHDAYLNAVVGTALIKKYPKLESEFVYGDYKVYDVRKMIAKSEQEIGKATAKYFFYSNIMNFFKTEITLA
NGEIRKRPLIETNGETGEIVWDKGRDFATVRKVLSMPQVNIVKKTEVQTGGFSKESILPKRNSDKLIARKKDWDPKKYGGFDSPT
VAYSVLVVAKVEKGKSKKLKSVKELLGITIMERSSFEKNPIDFLEAKGYKEVKKDLIIKLPKYSLFELENGRKRMLASAGELQKGNEL
ALPSKYVNFLYLASHYEKLKGSPEDNEQKQLFVEQHKHYLDEIEQISEFSKRVILADANLDKVLSAYNKHRDKPIREQAENIIHLFT
LTNLGAPAAFKYFDTTIDRKRYTSTKEVLDATLIHQSITGLYETRIDLSQLGGDSGSETPGTSESATPESTGNKKLEAVGTGIEPKAM
SQGLVTFGDVAVDFSQEEWEWLNPIQRNLYRKVMLENYRNLASLGLCVSKPDVISSLEQGKEPWSADYKDDDDKAPKKKRKY
PKKKRKV </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="35">
<INSDSeq>
<INSDSeq_length>6390</INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..6390</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
DNA</INSDQualifier_value>

</INSDQualifier>
<INSDQualifier id="g531">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic



construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>atgccaaaaaagaagagaaaggtaccgaagaaaaaaagaaaggtatacaaccatgaccaggaattcgaccccccaaaggtt
tacccacctgtgccagctgagaagaggaagcccatccgegtgctgtctctctttgatgggattgctacagggctectggtgctgaaggacctgggcatccaagt
ggaccgctacattgcctccgaggtgtgtgaggactccatcacggtgggcatggtgcggcaccagggaaagatcatgtacgtcggggacgtccgcagcegtca
cacagaagcatatccaggagtggggcccattcgacctggtgattggaggcagtccctgcaatgacctctccattgtcaaccctgcccgcaagggactttatgag
ggtactggccgcctcttctttgagttctaccgectcctgcatgatgcgcggcccaaggagggagatgatcgcecccttettctggctctttgagaatgtggtggceca
tgggcgttagtgacaagagggacatctcgcgatttcttgagtctaaccccgtgatgattgacgccaaagaagtgtctgctgcacacagggceccgttacttctgg
ggtaaccttcctggcatgaacaggcctttggcatccactgtgaatgataagctggagctgcaagagtgtctggagcacggcagaatagccaagttcagcaaag
tgaggaccattaccaccaggtcaaactctataaagcagggcaaagaccagcatttccccgtcttcatgaacgagaaggaggacatcctgtggtgcactgaaat
ggaaagggtgtttggcttccccgtccactacacagacgtctccaacatgagccgcttggcgaggcagagactgctgggecgatcgtggagegtgecggtcat
ccgccacctcttcgctccgctgaaggaatattttgcttgtgtgtctagcggcaatagtaacgctaacagccgcgggcecgagcttcagcageggectggtgecgtt
aagcttgcgcggcagccatatgggcecctatggagatatacaagacagtgtctgcatggaagagacagccagtgcgggtactgagcctcttcagaaacatcga
caaggtactaaagagtttgggcttcttggaaagcggttctggttctgggggaggaacgctgaagtacgtggaagatgtcacaaatgtcgtgaggagagacgt
ggagaaatggggcccctttgacctggtgtacggctcgacgcagcccctaggcagctcttgtgatcgcetgtcccggctggtacatgttccagttccaccggatect
gcagtatgcgctgcctcgccaggagagtcagcggceccttcttctggatattcatggacaatctgctgctgactgaggatgaccaagagacaactacccgcttect
tcagacagaggctgtgaccctccaggatgtccgtggcagagactaccagaatgctatgcgggtgtggagcaacattccagggctgaagagcaagcatgcgce
ccctgaccccaaaggaagaagagtatctgcaagcccaagtcagaagcaggagcaagctggacgccccgaaagttgacctcctggtgaagaactgccttctec
cgctgagagagtacttcaagtatttttctcaaaactcacttcctcttggagggccgagctctggcgcacccccaccaagtggagggtctcctgccgggtccccaa
catctactgaagaaggcaccagcgaatccgcaacgcccgagtcaggcecctggtacctccacagaaccatctgaaggtagtgegectggttccccagctggaag
ccctacttccaccgaagaaggcacgtcaaccgaaccaagtgaaggatctgcccctgggaccagcactgaaccatctgagatggacaagaagtacagcatcgg
cctggccatcggcaccaactctgtgggctgggcecgtgatcaccgacgagtacaaggtgcccagcaagaaattcaaggtgctgggcaacaccgaccggcaca
gcatcaagaagaacctgatcggcgccctgctgttcgacagcggagaaacagccgaggccacccggctgaagagaaccgccagaagaagatacaccagac
ggaagaaccggatctgctatctgcaagagatcttcagcaacgagatggccaaggtggacgacagcttcttccacagactggaagagtccttcctggtggaag
aggataagaagcacgagcggcaccccatcttcggcaacatcgtggacgaggtggcectaccacgagaagtaccccaccatctaccacctgagaaagaaactg
gtggacagcaccgacaaggccgacctgcggctgatctatctggccctggcccacatgatcaagttccggggcecacttcctgatcgagggcgacctgaacceccg
acaacagcgacgtggacaagctgttcatccagctggtgcagacctacaaccagctgttcgaggaaaaccccatcaacgccagcggcegtggacgccaaggcec
atcctgtctgccagactgagcaagagcagacggctggaaaatctgatcgcccagctgcccggcgagaagaagaatggcectgttcggcaacctgattgecctg
agcctgggcctgacccccaacttcaagagcaacttcgacctggccgaggatgccaaactgcagctgagcaaggacacctacgacgacgacctggacaacctg
ctggcccagatcggcgaccagtacgccgacctgtttctggccgccaagaacctgtccgacgcecatcctgctgagcgacatcctgagagtgaacaccgagatca
ccaaggcccccctgagegcctctatgatcaagagatacgacgagcaccaccaggacctgaccctgctgaaagctctcgtgcggcagcagctgcectgagaagt
acaaagagattttcttcgaccagagcaagaacggctacgccggctacatcgatggcggagccagccaggaagagttctacaagttcatcaagcccatcctgga
aaagatggacggcaccgaggaactgctcgtgaagctgaacagagaggacctgctgcggaagcagcggaccttcgacaacggcagcatcccccaccagatc
cacctgggagagctgcacgccattctgcggcggcaggaagatttttacccattcctgaaggacaaccgggaaaagatcgagaagatcctgaccttccgcatec
cctactacgtgggccctctggccaggggaaacagcagattcgecctggatgaccagaaagagcgaggaaaccatcaccccctggaacttcgaggaagtggtg
gacaagggcgccagcgcccagagcttcatcgagcggatgaccaacttcgataagaacctgcccaacgagaaggtgctgcccaagcacagcectgctgtacga
gtacttcaccgtgtacaacgagctgaccaaagtgaaatacgtgaccgagggaatgagaaagcccgccttcctgagcggcgagcagaaaaaagccatcgtgg
acctgctgttcaagaccaaccggaaagtgaccgtgaagcagctgaaagaggactacttcaagaaaatcgagtgcttcgactccgtggaaatctccggegtgga
agatcggttcaacgcctccctgggcacataccacgatctgctgaaaattatcaaggacaaggacttcctggacaatgaggaaaacgaggacattctggaagat
atcgtgctgaccctgacactgtttgaggacagagagatgatcgaggaacggctgaaaacctatgcccacctgttcgacgacaaagtgatgaagcagctgaag
cggcggagatacaccggctggggcaggctgagccggaagctgatcaacggcatccgggacaagcagtccggcaagacaatcctggatttcctgaagteeg
acggcttcgccaacagaaacttcatgcagctgatccacgacgacagcctgacctttaaagaggacatccagaaagcccaggtgtccggccagggcgatagect
gcacgagcacattgccaatctggccggcagccccgccattaagaagggcatcctgcagacagtgaaggtggtggacgagctcgtgaaagtgatgggecgg
cacaagcccgagaacatcgtgatcgaaatggccagagagaaccagaccacccagaagggacagaagaacagccgcgagagaatgaagcggatcgaaga
gggcatcaaagagctgggcagccagatcctgaaagaacaccccgtggaaaacacccagctgcagaacgagaagctgtacctgtactacctgcagaatgggce



gggatatgtacgtggaccaggaactggacatcaaccggctgtccgactacgatgtggacgctatcgtgcctcagagctttctgaaggacgactccatcgataac
aaagtgctgactcggagcgacaagaaccggggcaagagcgacaacgtgcecctccgaagaggtcgtgaagaagatgaagaactactggcgccagcetgcetg
aatgccaagctgattacccagaggaagttcgacaatctgaccaaggccgagagaggcggcectgagcgaactggataaggccggcttcatcaagagacagct
ggtggaaacccggcagatcacaaagcacgtggcacagatcctggactcccggatgaacactaagtacgacgagaacgacaaactgatccgggaagtgaaa
gtgatcaccctgaagtccaagctggtgtccgatttccggaaggatttccagttttacaaagtgcgcgagatcaacaactaccaccacgcccacgacgcctacctg
aacgccgtcgtgggaaccgcecctgatcaaaaagtaccctaagctggaaagcgagttcgtgtacggcgactacaaggtgtacgacgtgcggaagatgatcgce
caagagcgagcaggaaatcggcaaggctaccgccaagtacttcttctacagcaacatcatgaactttttcaagaccgagattaccctggccaacggcgagatcc
ggaagcggcctctgatcgagacaaacggcgaaacaggcgagatcgtgtgggataagggcecgggactttgccaccgtgcggaaagtgctgtctatgeccca
agtgaatatcgtgaaaaagaccgaggtgcagacaggcggcttcagcaaagagtctatcctgcccaagaggaacagcgacaagctgatcgccagaaagaag
gactgggaccctaagaagtacggcggcttcgacagccccaccgtggcectattctgtgctggtggtggccaaagtggaaaagggcaagtccaagaaactgaa
gagtgtgaaagagctgctggggatcaccatcatggaaagaagcagcttcgagaagaatcccatcgactttctggaagccaagggctacaaagaagtgaaaa
aggacctgatcatcaagctgcctaagtactccctgttcgagctggaaaacggccggaagagaatgctggcectctgccggcgaactgcagaagggaaacgaa
ctggccctgccctccaaatatgtgaacttcctgtacctggccagccactatgagaagctgaagggctcccccgaggataatgagcagaaacagcetgtttgtgga
acagcacaaacactacctggacgagatcatcgagcagatcagcgagttctccaagagagtgatcctggccgacgctaatctggacaaggtgctgagcgcecta
Ccaacaagcacagagacaagcctatcagagagcaggccgagaatatcatccacctgtttaccctgaccaatctgggagceccctgcecgcecttcaagtactttgacac
caccatcgaccggaagaggtacaccagcaccaaagaggtgctggacgccaccctgatccaccagagcatcaccggcctgtacgagacacggatcgacctgtc
tcagctgggaggcgacagcggaagtgagaccccaggtacatccgaatcagcaacgcctgaaagcaccggtaacaaaaagcttgaggecgtcggaaccgga
atcgaaccaaaagcaatgtcccagggtttggtgacatttggcgacgtggctgtcgatttttcccaggaagagtgggagtggctcaatcctatccagaggaactt
gtaccggaaggtgatgctggagaattatagaaatttggcatcactggggttgtgcgttagcaaaccagatgttatatcttccctggaacagggaaaggagccct
ggagcgctgattacaaagatgatgacgataaagccccaaaaaagaagagaaaggtaccgaagaaaaaaagaaaggtc</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="36">
<INSDSeq>
<INSDSeq_length>439</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..439</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g532">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Arthrobacter
luteus</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MSKANAKYSFVDLFAGIGGFHAALAATGGVCEYAVEIDREAAAVYERNWNKPALGDITDDANDEGY



TLRGYDGPIDVLTGGFPCQPFSKSGAQHGMAETRGTLFWNIARIIEEREPTVLILENVRNLVGPRHRHEWLTIIETLRFFGYEVSGA
PAIFSPHLLPAWMGGTPQVRERVFITATLVPERMRDERSTIRRATGRPLEGFPYWADSWTDFRELSRLVVIRGFQAPEREVVGDR
KRYVARTDMPEGFVPASVTRPAIDETLPAWKQSHLRRNYDFFERHFAEVVAWAYRWGVYTDLFPASRRKLEWQAQDAPRLW
DTVMHFRPSGIRAKRPTYLPALVAITQTSIVGPLERRLSPRETARLQGLPEWFDFGEQRAAATYKQMGNGVNVGVVRHILREHV
RRDRALLKLTPAGQRIINAVLADEPDATVGALGAAE</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="37">
<INSDSeq>
<INSDSeq_length>418</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1.418</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g533">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Moraxella
sp.</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MKPEILKLIRSKLDLTQKQASEIIEVSDKTWQQWESGKTEMHPAYYSFLQEKLKDKINFEELSAQKTLQ
KKIFDKYNQNQITKNAEELAEITHIEERKDAYSSDFKFIDLFSGIGGIRQSFEVNGGKCVFSSEIDPFAKFTYYTNFGVVPFGDITKVE
ATTIPQHDILCAGFPCQPFSHIGKREGFEHPTQGTMFHEIVRIETKKTPVLFLENVPGLINHDDGNTLKVIIETLEDMGYKVHHTVL
DASHFGIPQKRKRFYLVAFLNQNIHFEFPKPPMISKDIGEVLESDVTGYSISEHLQKSYLFKKDDGKPSLIDKNTTGAVKTLVSTYH
KIQRLTGTFVKDGETGIRLLTTNECKAIMGFPKDFVIPVSRTQMYRQMGNSVVVPVVTKIAEQISLALKTVNQQSPQENFELELV
</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="38">
<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="q534" >

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Haemophilus
influenzae </INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MNLISLFSGAGGLDLGFQKAGFRIICANEYDKSIWKTYESNHSAKLIKGDISKISSDEFPKCDGIIGGPPC
QSWSEGGSLRGIDDPRGKLFYEYIRILKQKKPIFFLAENVKGMMAQRHNKAVQEFIQEFDNAGYDVHIILLNANDYGVAQDRK
RVFYIGFRKELNINYLPPIPHLIKPTFKDVIWDLKDNPIPALDKNKTNGNKCIYPNHEYFIGSYSTIFMSRNRVRQWNEPAFTVQAS
GRQCQLHPQAPVMLKVSKNLNKFVEGKEHLYRRLTVRECARVQGFPDDFIFHYESLNDGYKMIGNAVPVNLAYEIAKTIKSALEI
CKGN</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="39">
<INSDSeq>
<INSDSeq_length>327 </INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..327 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g535">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Haemophilus
haemolyticus </INSDQuialifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>



</INSDSeq_feature-table>

<INSDSeq_sequence>MIEIKDKQLTGLRFIDLFAGLGGFRLALESCGAECVYSNEWDKYAQEVYEMNFGEKPEGDITQVNEKTI
PDHDILCAGFPCQAFSISGKQKGFEDSRGTLFFDIARIVREKKPKVVFMENVKNFASHDNGNTLEVVKNTMNELDYSFHAKVLN
ALDYGIPQKRERIYMICFRNDLNIQNFQFPKPFELNTFVKDLLLPDSEVEHLVIDRKDLVMTNQEIEQTTPKTVRLGIVGKGGQGE
RIYSTRGIAITLSAYGGGIFAKTGGYLVNGKTRKLHPRECARVMGYPDSYKVHPSTSQAYKQFGNSVVINVLQYIAYNIGSSLNFK
PY</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="40">
<INSDSeq>
<INSDSeq_length>386</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..386 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g536">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Spiroplasma

monobiae</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MSKVENKTKKLRVFEAFAGIGAQRKALEKVRKDEYEIVGLAEWYVPAIVMYQAIHNNFHTKLEYKSVS
REEMIDYLENKTLSWNSKNPVSNGYWKRKKDDELKITYNAIKLSEKEGNIFDIRDLYKRTLKNIDLLTYSFPCQDLSQQGIQKGMK
RGSGTRSGLLWEIERALDSTEKNDLPKYLLMENVGALLHKKNEEELNQWKQKLESLGYQNSIEVLNAADFGSSQARRRVFMIST
LNEFVELPKGDKKPKSIKKVLNKIVSEKDILNNLLKYNLTEFKKTKSNINKASLIGYSKFNSEGYVYDPEFTGPTLTASGANSRIKIKD
GSNIRKMNSDETFLYIGFDSQDGKRVNEIEFLTENQKIFVCGNSISVEVLEAIIDKIGG </INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="41">
<INSDSeq>
<INSDSeq_length>353</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>



<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..353 </INSDFeature_location>
<INSDFeature_quals>

<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g537">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Mycoplasmatales
bacterium</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MAEWYIPAIVSYQAIHNGFTLNKINHKIELQTMIDYLESKTLSMNSKEPVKRGFWYKKHLDEIRIVYTA
VKMSEQEGNIFDVRTLFERGLSDIDLLTYSFPCQDLSQQGKQKGMGRDSQTRSGLLWEIEKALDTSKKEDLPKYLLMENVVALT
HKVNAEELDEWMMKLESLGYKNDLRILNAGDFGSSQARRRTFMISTLNEKVELPVGNKKPKSMNKILNDEPTRKDFLPALDKF
DLTEYKWTKSNINKAKLINYSTFNSEAYVYDSNFTGPTLTASGANSRIKFEYNGKIRKIGAEEAYAYMGFKKSDYIKVNKLNYLNET
KMIYTCGNSISVEVLRSIMTNINNNFKENK </INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="42">
<INSDSeq>
<INSDSeq_length>398 </INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..398 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g538">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Mycoplasma
marinum</INSDQuialifier_value>
</INSDQualifier>
</INSDFeature_quals>



</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MLFLIGTFKYVLIYITKVIRIFEAFAGIGAQRKALRNIKSNYEVSGMAEWYIPAIVSYQAIHNGFTLSRVD
KKTKLTEMIKYLESKTLSMDSKEPVRTGYWFKKHKDMVRIVYSAVKLSEAEGNIFDVRTLHERKLEDIDLLTYSFPCQDLSQQGKQ
RGMKKDSGTRSGLLWEIEKALEATPKDKLPKYLLMENVVALTHKTNKKDLDNWKRKLRSLGYYNDINVLNAGDFGSSQARRRA
FMISTLDSKVTLPLGDKKPQAISKILNKETRSQDFMPALDEYEKTDFKRTLSNIKKCKLIDYTSFNSEAYVYDPKYTGPTLTASGANS
RIKFTHQGKMRKINAEEAYRYMGFSTNDYKKVNNLNFLSETKMIYTCGNSISVEVLEEIMLKIIREDNNG </INSDSeq_sequenc
e>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="43">
<INSDSeq>
<INSDSeq_length>381</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..381</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g539">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Spiroplasma

chinense</INSDQuialifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MKKIRLFEAFAGIGSQRRALKSVVGNNFEIAGLAEWYVPAIVMYQIINNDFSKKNVLDNVPRDEVIDY
LNSKCLSWDSKKPVSKNFWNRKSQDILNVIYSAVKKSEEEGNIFDVRTLHERTLESIDILTYSFPCQDLSQQGIQKGMKKNSGTR
SGLLWEIEKAIDNTPKNNLPKILLMENVPALLNKTNELELKEWLIKLENMGYKNSIGILNAADFGSPQARRRVFMISSRNKKIELPV
GKSKPGKLNDILEKNVEDKFIMTNLEKYDFSEFSLTKSNIKKCSLINYTKFNSEAYVYDPDFTGPTLTASGANSRIKIYDKGFIRRMS
PLESFRYMGFDDEDYKKIDEFEFLTDTQKIFVCGNSISIEVLKAIFERIDSNE </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="44">
<INSDSeq>
<INSDSeq_length>112</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>



<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..112</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q540" >

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MKKLEAVGTGIEPKAMSQGLVTFGDVAVDFSQEEWEWLNPIQRNLYRKVMLENYRNLASLGLCVSK
PDVISSLEQGKEPWTVKRKMTRAWCPDLKAVWKIKELPLKKDFCEG </INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="45">
<INSDSeq>
<INSDSeq_length>461</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1.461</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g541">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>



</INSDSeq_feature-table>

<INSDSeq_sequence>MDSVAFEDVAVNFTLEEWALLDPSQKNLYRDVMRETFRNLASVGKQWEDQNIEDPFKIPRRNISHIP
ERLCESKEGGQGEETFSQIPDGILNKKTPGVKPCESSVCGEVGMGPSSLNRHIRDHTGREPNEYQEYGKKSYTRNQCGRALSYH
RSFPVRERTHPGGKPYDCKECGETFISLVSIRRHMLTHRGGVPYKCKVCGKAFDYPSLFRIHERSHTGEKPYECKQCGKAFSCSSYI
RIHERTHTGDKPYECKQCGKAFSCSKYIRIHERTHTGEKPYECKQCGKAFRCASSVRSHERTHTGEKLFECKECGKALTCLASVRR
HMIKHTGNGPYKCKVCGKAFDFPSSFRIHERTHTGEKPYDCKQCGKAFSCSSSFRKHERIHTGEKPYKCTKCGKAFSRSSYFRIHE
RTHTGEKPYECKQCGKAFSRSTYFRVHEKIHTGEKPYENPNPNASVVPVLS </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="46">
<INSDSeq>
<INSDSeq_length>835</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..835</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g542">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MAASAAAASAAAASAASGSPGPGEGSAGGEKRSTAPSAAASASASAAASSPAGGGAEALELLEHCG
VCRERLRPEREPRLLPCLHSACSACLGPAAPAAANSSGDGGAAGDGTVVDCPVCKQQCFSKDIVENYFMRDSGSKAATDAQD
ANQCCTSCEDNAPATSYCVECSEPLCETCVEAHQRVKYTKDHTVRSTGPAKSRDGERTVYCNVHKHEPLVLFCESCDTLTCRDC
QLNAHKDHQYQFLEDAVRNQRKLLASLVKRLGDKHATLQKSTKEVRSSIRQVSDVQKRVQVDVKMAILQIMKELNKRGRVLV
NDAQKVTEGQQERLERQHWTMTKIQKHQEHILRFASWALESDNNTALLLSKKLIYFQLHRALKMIVDPVEPHGEMKFQWDLN
AWTKSAEAFGKIVAERPGTNSTGPAPMAPPRAPGPLSKQGSGSSQPMEVQEGYGFGSGDDPYSSAEPHVSGVKRSRSGEGEV
SGLMRKVPRVSLERLDLDLTADSQPPVFKVFPGSTTEDYNLIVIERGAAAAATGQPGTAPAGTPGAPPLAGMAIVKEEETEAAIG
APPTATEGPETKPVLMALAEGPGAEGPRLASPSGSTSSGLEVVAPEGTSAPGGGPGTLDDSATICRVCQKPGDLVMCNQCEFCF
HLDCHLPALQDVPGEEWSCSLCHVLPDLKEEDGSLSLDGADSTGVVAKLSPANQRKCERVLLALFCHEPCRPLHQLATDSTFSL
DQPGGTLDLTLIRARLQEKLSPPYSSPQEFAQDVGRMFKQFNKLTEDKADVQSIGLQRFFETRMNEAFGDTKFSAVLVEPPPMS
LPGAGLSSQELSGGPGDGP </INSDSeq_sequence>
</INSDSeq>
</SequenceData>



<SequenceData sequencelDNumber="47">
<INSDSeq>

<INSDSeq_length>486</INSDSeq_length>

<INSDSeq_moltype>AA</INSDSeq_moltype>

<INSDSeq_division>PAT </INSDSeq_division>

<INSDSeq_feature-table>

<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..486 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q543">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MVAGMLGLREEKSEDQDLQGLKDKPLKFKKVKKDKKEEKEGKHEPVQPSAHHSAEPAEAGKAETSE
GSGSAPAVPEASASPKQRRSIIRDRGPMYDDPTLPEGWTRKLKQRKSGRSAGKYDVYLINPQGKAFRSKVELIAYFEKVGDTSLD
PNDFDFTVTGRGSPSRREQKPPKKPKSPKAPGTGRGRGRPKGSGTTRPKAATSEGVQVKRVLEKSPGKLLVKMPFQTSPGGKAE
GGGATTSTQVMVIKRPGRKRKAEADPQAIPKKRGRKPGSVVAAAAAEAKKKAVKESSIRSVQETVLPIKKRKTRETVSIEVKEVVK
PLLVSTLGEKSGKGLKTCKSPGRKSKESSPKGRSSSASSPPKKEHHHHHHHSESPKAPVPLLPPLPPPPPEPESSEDPTSPPEPQDL
SSSVCKEEKMPRGGSLESDGCPKEPAKTQPAVATAATAAEKYKHRGEGERKDIVSSSMPRPNREEPVDSRTPVTERVS </INSDS
eqg_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="48">
<INSDSeq>
<INSDSeq_length>185</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..185</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>



<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g544">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MGKKQNKKKVEEVLEEEEEEYVVEKVLDRRVVKGKVEYLLKWKGFSDEDNTWEPEENLDCPDLIAEFL
QSQKTAHETDKSEGGKRKADSDSEDKGEESKPKKKKEESEKPRGFARGLEPERIIGATDSSGELMFLMKWKNSDEADLVPAKEA
NVKCPQVVISFYEERLTWHSYPSEDDDKKDDKN </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="49">
<INSDSeq>
<INSDSeq_length>80</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..80</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q545">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>GSGPPSSGGGLYRDMGAQGGRPSLIARIPVARILGDPEEESWSPSLTNLEKVVVTDVTSNFLTVTIKES
NTDQGFFKEKR</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="50">
<INSDSeq>



<INSDSeq_length>80</INSDSeq_length>

<INSDSeq_moltype>AA</INSDSeq_moltype>

<INSDSeq_division>PAT </INSDSeq_division>

<INSDSeq_feature-table>

<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..80</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q546" >

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>ASGDLYEVERIVDKRKNKKGKWEYLIRWKGYGSTEDTWEPEHHLLHCEEFIDEFNGLHMSKDKRIKSG
KQSSTSKLLRDS </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="51">
<INSDSeq>
<INSDSeq_length>80</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..80</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q547">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>



</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>KDPNEPQKPVSAYALFFRDTQAAIKGQNPNATFGEVSKIVASMWDGLGEEQKQVYKKKTEAAKKEY
LKQLAAYRASLVSK</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="52">
<INSDSeq>
<INSDSeq_length>80</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..80</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q548" >

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>KDPNEPQKPVSAYALFFRDTQAAIKGQNPNATFGEVSKIVASMWDSLGEEQKQVYKRKTEAAKKEYL
KALAAYRASLVSK</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="53">
<INSDSeq>
<INSDSeq_length>80</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..80</INSDFeature_location>
<INSDFeature_quals>



<INSDQualifier>
<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q549" >

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>KDPNEPQKPVSAYALFFRDTQAAIKGQNPNATFGEVSKIVASMWDSLGEEQKQVYKRKTEAAKKEYL
KALAAYKDNQECQ</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="54">
<INSDSeq>
<INSDSeq_length>441</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..441</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g550">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MSEREVSTAPAGTDMPAAKKQKLSSDENSNPDLSGDENDDAVSIESGTNTERPDTPTNTPNAPGRK
SWGKGKWKSKKCKYSFKCVNSLKEDHNQPLFGVQFNWHSKEGDPLVFATVGSNRVTLYECHSQGEIRLLQSYVDADADENFY
TCAWTYDSNTSHPLLAVAGSRGIIRINPITMQCIKHYVGHGNAINELKFHPRDPNLLLSVSKDHALRLWNIQTDTLVAIFGGVEG



HRDEVLSADYDLLGEKIMSCGMDHSLKLWRINSKRMMNAIKESYDYNPNKTNRPFISQKIHFPDFSTRDIHRNYVDCVRWLGD
LILSKSCENAIVCWKPGKMEDDIDKIKPSESNVTILGRFDYSQCDIWYMRFSMDFWQKMLALGNQVGKLYVWDLEVEDPHKA
KCTTLTHHKCGAAIRQTSFSRDSSILIAVCDDASIWRWDRLR </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="55">
<INSDSeq>
<INSDSeq_length>80</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..80</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g551">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>VWDLSKIGEEQSPEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENILY
NDEDPEGSVDPEGQ</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="56">
<INSDSeq>
<INSDSeq_length>485</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..485</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>



<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g552">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic

construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MPAMVEKGPEVSGKRRGRNNAAASASAAAASAAASAACASPAATAASGAAASSASAAAASAAAA
PNNGQNKSLAAAAPNGNSSSNSWEEGSSGSSSDEEHGGGGMRVGPQYQAVVPDFDPAKLARRSQERDNLGMLVWSPNQ
NLSEAKLDEYIAIAKEKHGYNMEQALGMLFWHKHNIEKSLADLPNFTPFPDEWTVEDKVLFEQAFSFHGKTFHRIQQMLPDKSI
ASLVKFYYSWKKTRTKTSVMDRHARKQKREREESEDELEEANGNNPIDIEVDQNKESKKEVPPTETVPQVKKEKHSTQAKNRAK
RKPPKGMFLSQEDVEAVSANATAATTVLRQLDMELVSVKRQIQNIKQTNSALKEKLDGGIEPYRLPEVIQKCNARWTTEEQLLA
VQAIRKYGRDFQAISDVIGNKSVVQVKNFFVNYRRRFNIDEVLQEWEAEHGKEETNGPSNQKPVKSPDNSIKMPEEEDEAPVL
DVRYASAS </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="57">
<INSDSeq>
<INSDSeq_length>80</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..80</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g553">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic

construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>KQGFSKDPSTWSVDEVIQFMKHTDPQISGPLADLFRQHEIDGKALFLLKSDVMMKYMGLKLGPALKL
CYYIEKLKEGKYS </INSDSeq_sequence>



</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="58">
<INSDSeq>
<INSDSeq_length>62</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..62 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q554" >

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>RTLVTFKDVFVDFTREEWKLLDTAQQIVYRNVMLENYKNLVSLGYQLTKPDVILRLEKGEEP </INSDS
eqg_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="59">
<INSDSeq>
<INSDSeq_length>98</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..98 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>protein</INSDQualifier_value>

</INSDQualifier>
<INSDQualifier id="g555">



<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>RTLVTFKDVFVDFTREEWKLLDTAQQIVYRNVMLENYKNLVSLGYQLTKPDVILRLEKGEEPWLVEREI
HQETHPDSETAFEIKSSVSSRSIFKDKQS </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="60">
<INSDSeq>
<INSDSeq_length>100</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..100</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g556">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MNNSQGRVTFEDVTVNFTQGEWQRLNPEQRNLYRDVMLENYSNLVSVGQGETTKPDVILRLEQGK
EPWLEEEEVLGSGRAEKNGDIGGQIWKPKDVKESL</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="61">
<INSDSeq>
<INSDSeq_length>95</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>



<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..95</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g557">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>RTLVTFKDVFVDFTREEWKLLDTAQQIVYRNVMLENYKNLVSLGYQLTKPDVILRLEKGEEPWLEEEEV
LGSGRAEKNGDIGGQIWKPKDVKESL </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="62">
<INSDSeq>
<INSDSeq_length>103</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..103 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g558">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>



<INSDSeq_sequence>MNNSQGRVTFEDVTVNFTQGEWQRLNPEQRNLYRDVMLENYSNLVSVGQGETTKPDVILRLEQGK
EPWLVEREIHQETHPDSETAFEIKSSVSSRSIFKDKQS </INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="63">
<INSDSeq>
<INSDSeq_length>75</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..75</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g559">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MNNSQGRVTFEDVTVNFTQGEWQRLNPEQRNLYRDVMLENYSNLVSVGQGETTKPDVILRLEQGK
EPWLEEEEVL</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="64">
<INSDSeq>
<INSDSeq_length>99</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..99</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>



<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g560">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>RTLVTFKDVAVDFTQEEWQQLDPAQKIVYRDVMLENYSNLVSVGYQLTKPDVILRLEQKGEEPWLVE
EEIHQETHPDSETAFEIKSSVSSRSIFKDKQS </INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="65">
<INSDSeq>
<INSDSeq_length>75</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..75</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g561">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MTKSLETVTFKDVAVDLTQEEWQQMKPAQKNLYRDVMLENYSNLVTVGYQVTKPDVIFKLEQREEP
WVIEEEMFG </INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="66">
<INSDSeq>
<INSDSeq_length>75</INSDSeq_length>



<INSDSeq_moltype>AA</INSDSeq_moltype>

<INSDSeq_division>PAT </INSDSeq_division>

<INSDSeq_feature-table>

<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..75</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g562">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MTKSLETVTFKDVAVDLTQEEWQQMKPAQKNLYRDVMLENYSNLVTVGYQVTKPDVIFKLEQREEP
WVIEEEMFG </INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="67">
<INSDSeq>
<INSDSeq_length>71</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..71</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g563">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>



</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MNTSLGPLSFKDVAVAFTQEEWQQLGPEEKTTYRDVMLENYSNLVSVGYHIIKPDVIIKLEQGDEPW
VGEE </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="68">
<INSDSeq>
<INSDSeq_length>98</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..98 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q564" >

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>RTLVTFKDVAVDFTQEEWKLLDPAQQDLYRDVMLENYSNLVSLGYQLTKPDVILRLEQGKEPWLVER
EIHQETHPDSETAFEIKSSVSSRSIFKDKQS </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="69">
<INSDSeq>
<INSDSeq_length>96</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..96</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>



<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g565">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>VTFRDVAIDFSQEEWKWLQPAQRDLYRCVMLENYGHLVSLAGLSISKPDLVSLLEQGKEPWLGKGDI
RRNLFSVSEPTDEIKEFSPENVIYKGDSS </INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="70">
<INSDSeq>
<INSDSeq_length>95</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..95</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="gq566">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>VTFRDVAIDFSQEEWKWLQPAQRDLYRCVMLENYGHLVSLGLSISKPDLVSLLEQGKEPWLGKGDIR
RNLFSVSEPTDEIKEFSPENVIYKGDSS </INSDSeq_sequence>
</INSDSeq>
</SequenceData>



<SequenceData sequencelDNumber="71">
<INSDSeq>

<INSDSeq_length>91</INSDSeq_length>

<INSDSeq_moltype>AA</INSDSeq_moltype>

<INSDSeq_division>PAT </INSDSeq_division>

<INSDSeq_feature-table>

<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..91</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="gq567">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>VTFRDVAIDFSQEEWEWLQPAQRDLYRCVMLENYGHLVSLAGLSISKPDVVSLLEQGKEPWLRKGD
VSRDLFSVSESNCEIKDISSKNDIY </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="72">
<INSDSeq>
<INSDSeq_length>403 </INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..403 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g568">

<INSDQualifier_name>organism</INSDQualifier_name>



<INSDQualifier_value>Ailuropoda
melanoleuca</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MALSPTGTLSVETLDRSDPDPLDEGPWQATCEILLEPDAEHSTDVILVGSSELSAPASPGPRRDLLAYE
VKVNQRDIEDVCICCGSLRVHTQHPLFEGGMCAPCKDKFLDCLFLYDDDGYQSYCSICCAGETLLICENPDCTRPSLMMKLRLF
RECACLIFPSEGMLLQTVWFWKMTVVWQPGLRHLPQENPLETYKTVPVWKREPVRVLSLFGDIRRELMSLGFLESGSAPGRLKH
LDDVTDVVRKDVEGWGPFDLVYGSTPPIGHACDHPPVWYLLQFHRILQYARPRPGSQQPFFWMFVDNLVLSQDDQTAATRF
LEADPVTIQDVCGRAVRNTVHVWSNIPAVRSRHSALALCEELSLLAQDRQRTKPPAQGPAQLVKNCFLPLREYFKYFSTELTSSL
</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="73">
<INSDSeq>
<INSDSeq_length>426</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..426</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g569">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Carlito
syrichta</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MALSCRRTLPLESLHSSNSDLASQLDKEQWRPPCETHGIPVAAAPVLDLEAECSLDVILVGSSELSTSS

SPRLGRDHIAYEVKVNQRNIEDICLCCGSFLVHTQHPLFEGGMCAPCKDKFLDTLFLYDEDGYQSYCSICCSGETLLICENPDCTR
CYCFECLDTLVSPGTSEKVHAMSNWVCFLCLPFTRSGLLQRRRKWRGQLKAFYDRESESSLEMYKTVPVWKREPVRVLSLFGDI

KKELMSLGFVETGSDPGRLRHLDDTTNIVRRNVEEWGPFHLLYGATPPLGHTCDRPPGWYLFQFHRLLQYARPQPGSPQPFFW
MFVDNVMLTREDRAIASRFLETEPVTIPDIHGRALQNAVCVWSNIPAVRSKHSALVSEEELSLLAQDRQRAKLPTQGPTKLVKN

CFLPLREYFKYFSTELTSFL</INSDSeq_sequence>

</INSDSeq>
</SequenceData>



<SequenceData sequencelDNumber="74">
<INSDSeq>

<INSDSeq_length>424</INSDSeq_length>

<INSDSeq_moltype>AA</INSDSeq_moltype>

<INSDSeq_division>PAT </INSDSeq_division>

<INSDSeq_feature-table>

<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..424</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q570" >

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Meriones

unguiculatus</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MGSQETPSTRAKTPGTWNLESTDSSSPESLGHLEEQWANSSPDLKDEHSKDVEPEDSKELISSASPPS
GREIIRYEISVNQRNIEDICLCCGTLQVYKQHPLFEGGICAPCKDKFLETFFLYDEDGHQSYCSICCSGGTLFICESPDCTRCYCFECV
DILVGPGTSERINAMPCWVCFLCLPFTRSGLLQRRRKWRHQLKAFFDEGGASPLEMYKTVSAWKRKPMRVLSLFKNIDKELKNL
GFLESGSGSEEERLKYLEDVTNVVRRDVEKWGPFDLVYGSTRPRGSSCDHCPAWYMFQFHRILQYARPPSGSEQPFFWVFVDN
LLMTEDDQITADRFLQMKAVTLQDVRGRVLQNAVRVWSNIPGVKSKHMALTEKEEQSLEAQAGTRTKLSAQKVDPLVKNCLL
PLREYFKFFSQNSLPLDK</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="75">
<INSDSeq>
<INSDSeq_length>409 </INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..409</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>



</INSDQualifier>
<INSDQualifier id="g571">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Ochotona
princeps</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MALPSPETLDSLDRVPASHPDEQHWTVCDNSDPILEVEAEGSMDVILVDDSPAPSGRDRIELEVKVN
QRSIEDLCLCCGSSQVHRQHPLFQGGLCAPCKDKFLEALFLYDEDGYQSYCSICGLGDTLLVCESPDCTRGYCFACVDGLVGAG
SSGHMHTVSPWVCFLCVPGSRHGLLQRRRRWRTQLKVFHEQEAAQPLEIYETVPACRRKPLRVLSLFEHIEKELASLGFLETGSS
PGRIRHLDDVTDVVRRDVEQWGPFDLVYGSTPPLGHASPRSPGWYLFQFHRMLQYTQPTASTQRPFFWMFVDNLLLTRDDL
VTATRFLEVEPATLQDVRGRVLQGAMRVWSNIPAVNSRHTELAPEAETALLAQSCRRAKASGEGLARLLKSCFLPLREYFKYFPQ
SPLPLRK</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="76">
<INSDSeq>
<INSDSeq_length>224</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..224</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g572">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Neosciurus

carolinensis</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MGGPRPAAVEESPHEIYKTVPAWKREPMRVLSLFGDIGKELTSLGFLETGSEAGRLKHLEDVTDTVRR
DVEEWGPFDLVYGSTPALGHSCDRSPGWYLFQFHRLLQYARPRLGSPKPFFWMFVDNLLLTKDDQAIASRFLEMEPVTLQDVH
GRVLQNAVRVWTNVPAVKSRHSALASEEELLLVQDGQRGRLPAQGPAALVKHCFLPLREYFKYFSQNTLPLYK </INSDSeq_se

quence>



</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="77">
<INSDSeq>
<INSDSeq_length>417 </INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..417 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q573">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Bison
bison</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MARSSPGTLNLEIMDGSDPDPALPPDREQWPPPCEILLDPEPEHSLDIILVGSSELSSPPSPGPRRDFIA
YEVKVNQRDIEDVCICCGSLQLHTQHPLFEGGMCAPCKDKFLECLFLYDDDGYQSYCSICCAGETLLICENPDCTRCYCFECVDT
LVGPGTSGKVHAMSNWVCFLCLPFPRSGLLQRRRKWRTWLKAFYDREAESPLVMYKTVPVWKREPIRVLSLFGDIKKELTSLGF
LEDGSKPGRLKHLDDVTNIVRRDIDEWGPFDLTYGSTPTLGHTCDHPPGWYVYQFHRILQYARPLPGSPQPFFWMFVDNLVLT
EEDLDVATRFLETDPVTIQDVRGRTVQNAVHVWSNIPAVKSRHSALVSQEELSLLAQDRQRVKSPVQGPATLVKNCFLPLREYF
KYFSTELTSSL</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="78">
<INSDSeq>
<INSDSeq_length>443 </INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..443 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>



<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g574">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Equus
przewalskii </INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MALSSPGTLSLETLDSWDPDVAGQLDEERWQPSSEIVGRPMAAAPVLDLEEEPSMDIILVDSSELSSP
PSPGPSRDMCICCGSFQVHTQHPLFEGGMCAACKDKFLSCLFLYDDDGNQSYCSICCSGETLLICENPDCTRCYCFECVDTLVSP
RTSEKVQAMSNWVCFLCLPFPRSGLLQRRRKWRGWLKAFYDQEAVRSRSAWGRRMRSGPHLVGFLWLLVAKCPSALESPLE
MYKTVPVWKREPVRVLSLFGDIKKELTTLGFLENGSDPGRLKHLDDVTNTVRRDVEEWGPFDLVYGSTPPLGHACDHPPGWYL
FQFHRVLQYARPRPGSPQAFFWMFVDNLVLTEDDRAVATRFLETDPVTIQDVCGRAVRNAVHVWSNIPAVKSRHSALFSQEE
SFLRAQDRQRAKPPARGPAKLVKNCFLPLREYFKYFSTEFTSSL</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="79">
<INSDSeq>
<INSDSeq_length>415</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1.415</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q575">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Mus
caroli</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MGSRETPSSFSKTLETLDLETSDSSSPDADSPLEEQWLKSSPALKEDNVDMVLEDCKEPLSPSSPPTGR
EMIRYEVKVNRRSIEDICLCCGTLQVYTQHPLFEGGICAPCKDKFLESLFLYDDDGHQSYCTICCSGGTLFICESPDCTRCYCFECV



DILVGPGTSERINAMACWVCFLCLPFSRSGLLQRRKRWRHQLKAFHDQEGAGPMEIYKTVSTWKRQPVRVLSLFGNIDKVLKSL
GFLESGSGSGGGTLKYVEDVTNVVRRDVEKWGPFDLVYGSTQPLGSSCDRCPGWYMFQFHRILQYALPRQESQRPFFWIFMD
NLLMTEDDQETTARFLQTEAVTLQDVRGRDYQNVMRVWSNIPGLKSKHVPLTPKEEEYLQAQVRTRSKLDAQKVDLLVKNCLL
PLREYFKYFS </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="80">
<INSDSeq>
<INSDSeq_length>387</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..387 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q576">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Pan
troglodytes</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MAAIPALDPEAEPSMDVILVGSSELSSSISPRTGRDLIAYEVKANQRNIEDICICCGSLQVHTQHPLFEG
GICAPCKDKSLDALFLYDDDGYQSYCSICCSGETLLICGNPDCTRCYCFECVDSLVGPGTSGKVHAMSNWYVCYLCLPSSRSGLLQ
RRRKWRSQLKAFYDRESENPLEMFETVPVWRRQPVRVLSLFEDIKKELTSLGFLESGSDPGQLKHVVDVTDTVRKDVEEWGPFD
LVYGATPPLGHTCDRPPSWYLFQFHRLLQYARPKPGSPRPFFWMFVDNLVLNKEDLDVASRFLEMEPVTIPDVHGGSLQNAVR
VWSNIPAIRSSRHWALVSEEELSLLAQNKQSSKLAAKWPTKLVKNCFLPLREYFKYFSTELTSSL</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="81">
<INSDSeq>
<INSDSeq_length>395</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..395</INSDFeature_location>
<INSDFeature_quals>



<INSDQualifier>
<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q577">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Mycoplasma
penetrans</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MNSNKDKIKVIKVFEAFAGIGSQFKALKNIARSKNWEIQHSGMVEWFVDAIVSYVAIHSKNFNPKIEQ
LDKDILSISNDSKMPISEYGIKKINNTIKASYLNYAKKHFNNLFDIKKVNKDNFPKNIDIFTYSFPCQDLSVQGLQKGIDKELNTRS
GLLWEIERILEEIKNSFSKEEMPKYLLMENVKNLLSHKNKKNYNTWLKQLEKFGYKSKTYLLNSKNFDNCQNRERVFCLSIRDDYL
EKTGFKFKELEKVKNPPKKIKDILVDSSNYKYLNLNKYETTTFRETKSNIISRSLKNYTTFNSENYVYNINGIGPTLTASGANSRIKIET
QQGVRYLTPLECFKYMQFDVNDFKKVQSTNLISENKMIYIAGNSIPVKILEAIFNTLEFVNNEE </INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="82">
<INSDSeq>
<INSDSeq_length>386</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..386</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q578">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Spiroplasma
monobiae</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>



<INSDSeq_sequence>MSKVENKTKKLRVFEAFAGIGAQRKALEKVRKDEYEIVGLAEWYVPAIVMYQAIHNNFHTKLEYKSVS
REEMIDYLENKTLSWNSKNPVSNGYWKRKKDDELKITYNAIKLSEKEGNIFDIRDLYKRTLKNIDLLTYSFPCQDLSQQGIQKGMK
RGSGTRSGLLWEIERALDSTEKNDLPKYLLMENVGALLHKKNEEELNQWKQKLESLGYQNSIEVLNAADFGSSQARRRVFMIST
LNEFVELPKGDKKPKSIKKVLNKIVSEKDILNNLLKYNLTEFKKTKSNINKASLIGYSKFNSEGYVYDPEFTGPTLTASGANSRIKIKD
GSNIRKMNSDETFLYIGFDSQDGKRVNEIEFLTENQKIFVCGNSISVEVLEAIIDKIGG </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="83">
<INSDSeq>
<INSDSeq_length>358</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..358 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q579">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Haemophilus
parainfluenzae </INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MKDVLDDNLLEEPAAQYSLFEPESNPNLREKFTFIDLFAGIGGFRIAMQNLGGKCIFSSEWDEQAQKT
YEANFGDLPYGDITLEETKAFIPEKFDILCAGFPCQAFSIAGKRGGFEDTRGTLFFDVAEIIRRHQPKAFFLENVKGLKNHDKGRTLK
TILNVLREDLGYFVPEPAIVNAKNFGVPQNRERIYIVGFHKSTGVNSFSYPEPLDKIVTFADIREEKTVPTKYYLSTQYIDTLRKHKER
HESKGNGFGYEIIPDDGIANAIVVGGMGRERNLVIDHRITDFTPTTNIKGEVNREGIRKMTPREWARLQGFPDSYVIPVSDASAY
KQFGNSVAVPAIQATGKKILEKLGNLYD </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="84">
<INSDSeq>
<INSDSeq_length>521</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..521</INSDFeature_location>



<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g580">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Arthrobacter

luteus</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MSKANAKYSFVDLFAGIGGFHAALAATGGVCEYAVEIDREAAAVYERNWNKPALGDITDDANDEGV
TLRGYDGPIDVLTGGFPCQPFSKSGAQHGMAETRGTLFWNIARIIEEREPTVLILENVRNLVGPRHRHEWLTIIETLRFFGYEVSGA
PAIFSPHLLPAWMGGTPQVRERVFITATLVPERMRDERIPRTETGEIDAEAIGPKPVATMNDRFPIKKGGTELFHPGDRKSGWNL
LTSGIIREGDPEPSNVDLRLTETETLWIDAWDDLESTIRRATGRPLEGFPYWADSWTDFRELSRLVVIRGFQAPEREVVGDRKRYV
ARTDMPEGFVPASVTRPAIDETLPAWKQSHLRRNYDFFERHFAEVVAWAYRWGVYTDLFPASRRKLEWQAQDAPRLWDTV
MHFRPSGIRAKRPTYLPALVAITQTSIVGPLERRLSPRETARLQGLPEWFDFGEQRAAATYKQMGNGVNVGVVRHILREHVRRD
RALLKLTPAGQRIINAVLADEPDATVGALGAAE</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="85">
<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="g581">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Haemophilus

aegyptius</INSDQualifier_value>
</INSDQualifier>

</INSDFeature_quals>



</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MNLISLFSGAGGLDLGFQKAGFRIICANEYDKSIWKTYESNHSAKLIKGDISKISSDEFPKCDGIIGGPPC
QSWSEGGSLRGIDDPRGKLFYEYIRILKQKKPIFFLAENVKGMMAQRHNKAVQEFIQEFDNAGYDVHIILLNANDYGVAQDRK
RVFYIGFRKELNINYLPPIPHLIKPTFKDVIWDLKDNPIPALDKNKTNGNKCIYPNHEYFIGSYSTIFMSRNRVRQWNEPAFTVQAS
GRQCQLHPQAPVMLKVSKNLNKFVEGKEHLYRRLTVRECARVQGFPDDFIFHYESLNDGYKMIGNAVPVNLAYEIAKTIKSALEI
CKGN</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="86">
<INSDSeq>
<INSDSeq_length>327 </INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..327 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g582">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Haemophilus

haemolyticus </INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MIEIKDKQLTGLRFIDLFAGLGGFRLALESCGAECVYSNEWDKYAQEVYEMNFGEKPEGDITQVNEKTI
PDHDILCAGFPCQAFSISGKQKGFEDSRGTLFFDIARIVREKKPKVVFMENVKNFASHDNGNTLEVVKNTMNELDYSFHAKVLN
ALDYGIPQKRERIYMICFRNDLNIQNFQFPKPFELNTFVKDLLLPDSEVEHLVIDRKDLVMTNQEIEQTTPKTVRLGIVGKGGQGE
RIYSTRGIAITLSAYGGGIFAKTGGYLVNGKTRKLHPRECARVMGYPDSYKVHPSTSQAYKQFGNSVVINVLQYIAYNIGSSLNFK
PY</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="87">
<INSDSeq>
<INSDSeq_length>418</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>



<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1.418</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g583">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Moraxella
sp.</INSDQuialifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MKPEILKLIRSKLDLTQKQASEIIEVSDKTWQQWESGKTEMHPAYYSFLQEKLKDKINFEELSAQKTLQ
KKIFDKYNQNQITKNAEELAEITHIEERKDAYSSDFKFIDLFSGIGGIRQSFEVNGGKCVFSSEIDPFAKFTYYTNFGVVPFGDITKVE
ATTIPQHDILCAGFPCQPFSHIGKREGFEHPTQGTMFHEIVRIETKKTPVLFLENVPGLINHDDGNTLKVIIETLEDMGYKVHHTVL
DASHFGIPQKRKRFYLVAFLNQNIHFEFPKPPMISKDIGEVLESDVTGYSISEHLQKSYLFKKDDGKPSLIDKNTTGAVKTLVSTYH
KIQRLTGTFVKDGETGIRLLTTNECKAIMGFPKDFVIPVSRTQMYRQMGNSVVVPVVTKIAEQISLALKTVNQQSPQENFELELV
</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="88">
<INSDSeq>
<INSDSeq_length>529 </INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..529</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g584">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Escherichia
coli</INSDQualifier_value>



</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MNNNDLVAKLWKLCDNLRDGGVSYQNYVNELASLLFLKMCKETGQEAEYLPEGYRWDDLKSRIGQ
EQLQFYRKMLVHLGEDDKKLVQAVFHNVSTTITEPKQITALVSNMDSLDWYNGAHGKSRDDFGDMYEGLLQKNANETKSGA
GQYFTPRPLIKTIIHLLKPQPREVVQDPAAGTAGFLIEADRYVKSQTNDLDDLDGDTQDFQIHRAFIGLELVPGTRRLALMNCLLH
DIEGNLDHGGAIRLGNTLGSDGENLPKAHIVATNPPFGSAAGTNITRTFVHPTSNKQLCFMQHIETLHPGGRAAVVVPDNVLF
EGGKGTDIRRDLMDKCHLHTILRLPTGIFYAQGVKTNVLFFTKGTVANPNQDKNCTDDVWVYDLRTNMPSFGKRTPFTDEHLQ
PFERVYGEDPHGLSPRTEGEWSFNAEETEVADSEENKNTDQHLATSRWRKFSREWIRTAKSDSLDISWLKDKDSIDADSLPEPD

VLAAEAMGELVQALSELDALMRELGASDEADLQRQLLEEAFGGVKE </INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="89">
<INSDSeq>
<INSDSeq_length>464</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..464 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q585">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Escherichia
coli</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MSAGKLPEGWVIAPVSTVTTLIRGVTYKKEQAINYLKDDYLPLIRANNIQNGKFDTTDLVFVPKNLVKE
SQKISPEDIVIAMSSGSKSVVGKSAHQHLPFECSFGAFCGVLRPEKLIFSGFIAHFTKSSLYRNKISSLSAGANINNIKPASFDLINIPI
PPLAEQKIAEKLDTLLAQVDSTKARFEQIPQILKRFRQAVLGGAVNGKLTEKWRNFEPQHSVFKKLNFESILTELRNGLSSKPNES
GVGHPILRISSVRAGHVDQNDIRFLECSESELNRHKLQDGDLLFTRYNGSLEFVGVCGLLKKLQHQNLLYPDKLIRARLTKDALPE
YIEIFFSSPSARNAMMNCVKTTSGQKGISGKDIKSQVVLLPPVKEQAEIVRRVEQLFAYADTIEKQVNNALARVNNLTQSILAKAF

RGELTAQWRAENPDLISGENSAAALLEKIKAERAASGGKKASRKKS </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="90">



<INSDSeq>
<INSDSeq_length>421</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..421</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g586">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Thermus

aquaticus</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MGLPPLLSLPSNSAPRSLGRVETPPEVVDFMVSLAEAPRGGRVLEPACAHGPFLRAFREAHGTAYRFV
GVEIDPKALDLPPWAEGILADFLLWEPGEAFDLILGNPPYGIVGEASKYPIHVFKAVKDLYKKAFSTWKGKYNLYGAFLEKAVRLL
KPGGVLVFVVPATWLVLEDFALLREFLAREGKTSVYYLGEVFPQKKVSAVVIRFQKSGKGLSLWDTQESESGFTPILWAEYPHWE
GEIIRFETEETRKLEISGMPLGDLFHIRFAARSPEFKKHPAVRKEPGPGLVPVLTGRNLKPGWVDYEKNHSGLWMPKERAKELRDF
YATPHLVVAHTKGTRVVAAWDERAYPWREEFHLLPKEGVRLDPSSLVQWLNSEAMQKHVRTLYRDFVPHLTLRMLERLPVRR
EYGFHTSPESARNF</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="91">
<INSDSeq>
<INSDSeq_length>278</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..278</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>



<INSDQualifier id="q587">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Escherichia

coli</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MKKNRAFLKWAGGKYPLLDDIKRHLPKGECLVEPFVGAGSVFLNTDFSRYILADINSDLISLYNIVKMR
TDEYVQAARELFVPETNCAEVYYQFREEFNKSQDPFRRAVLFLYLNRYGYNGLCRYNLRGEFNVPFGRYKKPYFPEAELYHFAEK
AQNAFFYCESYADSMARADDASVVYCDPPYAPLSATANFTAYHTNSFTLEQQAHLAEIAEGLVERHIPVLISNHDTMLTREWY
QRAKLHVVKVRRSISSNGGTRKKVDELLALYKPGVVSPAKK </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="92">
<INSDSeq>
<INSDSeq_length>358</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..358 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>

<INSDQualifier id="gq588">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Caulobacter

crescentus</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MKFGPETIIHGDCIEQMNALPEKSVDLIFADPPYNLQLGGDLLRPDNSKVDAVDDHWDQFESFAAY
DKFTREWLKAARRVLKDDGAIWVIGSYHNIFRVGVAVQDLGFWILNDIVWRKSNPMPNFKGTRFANAHETLIWASKSQNAKR
YTFNYDALKMANDEVQMRSDWTIPLCTGEERIKGADGQKAHPTQKPEALLYRVILSTTKPGDVILDPFFGVGTTGAAAKRLGRK
FIGIEREAEYLEHAKARIAKVVPIAPEDLDVMGSKRAEPRVPFGTIVEAGLLSPGDTLYCSKGTHVAKVRPDGSITVGDLSGSIHKIG
ALVQSAPACNGWTYWHFKTDAGLAPIDVLRAQVRAGMN </INSDSeq_sequence >
</INSDSeq>
</SequenceData>



<SequenceData sequencelDNumber="93">
<INSDSeq>

<INSDSeq_length>577 </INSDSeq_length>

<INSDSeq_moltype>AA</INSDSeq_moltype>

<INSDSeq_division>PAT </INSDSeq_division>

<INSDSeq_feature-table>

<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..577</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g589">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Clostridioides
difficile</INSDQuialifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MDDISQDNFLLSKEYENSLDVDTKKASGIYYTPKIIVDYIVKKTLKNHDIIKNPYPRILDISCGCGNFLLEV
YDILYDLFEENIYELKKKYDENYWTVDNIHRHILNYCIYGADIDEKAISILKDSLTNKKVVNDLDESDIKINLFCCDSLKKKWRYKFD
YIVGNPPYIGHKKLEKKYKKFLLEKYSEVYKDKADLYFCFYKKIDILKQGGIGSVITPRYFLESLSGKDLREYIKSNVNVQEIVDFLGA
NIFKNIGVSSCILTFDKKKTKETYIDVFKIKNEDICINKFETLEELLKSSKFEHFNINQRLLSDEWILVNKDDETFYNKIQEKCKYSLEDI
AISFQGIITGCDKAFILSKDDVKLNLVDDKFLKCWIKSKNINKYIVDKSEYRLIYSNDIDNENTNKRILDEIIGLYKTKLENRRECKSGI
RKWYELQWGREKLFFERKKIMYPYKSNENRFAIDYDNNFSSADVYSFFIKEEYLDKFSYEYLVGILNSSVYDKYFKITAKKMSKNIY
DYYPNKVMKIRIFRDNNYEEIENLSKQIISILLNKSIDKGKVEKLQIKMDNLIMDSLGI</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="94">
<INSDSeq>
<INSDSeq_length>573</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..573 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>



<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g590">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MDAKSLTAWSRTLVTFKDVFVDFTREEWKLLDTAQQIVYRNVMLENYKNLVSLGYQLTKPDVILRLEK
GEEPWLVEREIHQETHPDSETAFEIKSSVSSRSIFKDKQSCDIKMEGMARNDLWYLSLEEVWKCRDQLDKYQENPERHLRQVAF
TQKKVLTQERVSESGKYGGNCLLPAQLVLREYFHKRDSHTKSLKHDLVLNGHQDSCASNSNECGQTFCQNIHLIQFARTHTGD
KSYKCPDNDNSLTHGSSLGISKGIHREKPYECKECGKFFSWRSNLTRHQLIHTGEKPYECKECGKSFSRSSHLIGHQKTHTGEEPY
ECKECGKSFSWFSHLVTHQRTHTGDKLYTCNQCGKSFVHSSRLIRHQRTHTGEKPYECPECGKSFRQSTHLILHQRTHVRVRPY
ECNECGKSYSQRSHLVVHHRIHTGLKPFECKDCGKCFSRSSHLYSHQRTHTGEKPYECHDCGKSFSQSSALIVHQRIHTGEKPYE
CCQCGKAFIRKNDLIKHQRIHVGEETYKCNQCGIIFSQNSPFIVHQIAHTGEQFLTCNQCGTALVNTSNLIGYQTNHIRENAY </1
NSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="95">
<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="g591">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>PKKKRKVPKKKRKV </INSDSeq_sequence>

</INSDSeq>



</SequenceData>
<SequenceData sequencelDNumber="96">
<INSDSeq>
<INSDSeq_length>301</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..301</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g592">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>NHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYIASEVCEDSITVGMVRHQGK
IMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKEGDDRPFFWLFENVVAMGV
SDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKFSKVRTITTRSNSIKQGKDQH
FPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFACV </INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="97">
<INSDSeq>
<INSDSeq_length>213</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..213</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>



<INSDQualifier id="g593">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>NPLEMFETVPVWRRQPVRVLSLFEDIKKELTSLGFLESGSDPGQLKHVVDVTDTVRKDVEEWGPFDLV
YGATPPLGHTCDRPPSWYLFQFHRLLQYARPKPGSPRPFFWMFVDNLVLNKEDLDVASRFLEMEPVTIPDVHGGSLQNAVRV
WSNIPAIRSRHWALVSEEELSLLAQNKQSSKLAAKWPTKLVKNCFLPLREYFKYFSTELTSSL</INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="98">
<INSDSeq>
<INSDSeq_length>133</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..133</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q594" >

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>EVKVNRRSIEDICLCCGTLQVYTRHPLFEGGLCAPCKDKFLESLFLYDDDGHQSYCTICCSGGTLFICES
PDCTRCYCFECVDILVGPGTSERINAMACWVCFLCLPFSRSGLLQRRKRWRHQLKAFHDQEGA </INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="99">
<INSDSeq>
<INSDSeq_length>62</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>



<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..62 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g595">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>RTLVTFKDVFVDFTREEWKLLDTAQQIVYRNVMLENYKNLVSLGYQLTKPDVILRLEKGEEP </INSDS
eqg_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="100">
<INSDSeq>
<INSDSeq_length>96</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..96</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g596">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>



</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MGRVTFEDVTVNFTQGEWQRLNPEQRNLYRDVMLENYSNLVSVGQGETTKPDVILRLEQGKEPWL
EEEEVLGSGRAEKNGDIGGQIWKPKDVKESL</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="101">
<INSDSeq>
<INSDSeq_length>213</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..213</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="gq597">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Ailuropoda
melanoleuca</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>NPLETYKTVPVWKREPVRVLSLFGDIRRELMSLGFLESGSAPGRLKHLDDVTDVVRKDVEGWGPFDL
VYGSTPPIGHACDHPPVWYLLQFHRILQYARPRPGSQQPFFWMFVDNLVLSQDDQTAATRFLEADPVTIQDVCGRAVRNTVH
VWSNIPAVRSRHSALALCEELSLLAQDRQRTKPPAQGPAQLVKNCFLPLREYFKYFSTELTSSL</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="102">
<INSDSeq>
<INSDSeq_length>213</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..213</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>



<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g598">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Carlito
syrichta</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>SSLEMYKTVPVWKREPVRVLSLFGDIKKELMSLGFVETGSDPGRLRHLDDTTNIVRRNVEEWGPFHLL
YGATPPLGHTCDRPPGWYLFQFHRLLQYARPQPGSPQPFFWMFVDNVMLTREDRAIASRFLETEPVTIPDIHGRALQNAVCYV
WSNIPAVRSKHSALVSEEELSLLAQDRQRAKLPTQGPTKLVKNCFLPLREYFKYFSTELTSFL</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="103">
<INSDSeq>
<INSDSeq_length>216</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..216</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g599">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Meriones
unguiculatus</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>SPLEMYKTVSAWKRKPMRVLSLFKNIDKELKNLGFLESGSGSEEERLKYLEDVTNVVRRDVEKWGPFD
LVYGSTRPRGSSCDHCPAWYMFQFHRILQYARPPSGSEQPFFWVFVDNLLMTEDDQITADRFLQMKAVTLQDVRGRVLQNA
VRVWSNIPGVKSKHMALTEKEEQSLEAQAGTRTKLSAQKVDPLVKNCLLPLREYFKFFSQNSLPLDK </INSDSeq_sequence>



</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="104">
<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="g600">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Ochotona
princeps</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>QPLEIYETVPACRRKPLRVLSLFEHIEKELASLGFLETGSSPGRIRHLDDVTDVVRRDVEQWGPFDLVYG
STPPLGHASPRSPGWYLFQFHRMLQYTQPTASTQRPFFWMFVDNLLLTRDDLVTATRFLEVEPATLQDVRGRVLQGAMRVW
SNIPAVNSRHTELAPEAETALLAQSCRRAKASGEGLARLLKSCFLPLREYFKYFPQSPLPLRK </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="105">
<INSDSeq>
<INSDSeq_length>213</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..213</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>



<INSDQualifier id="g601">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Neosciurus
carolinensis</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>SPHEIYKTVPAWKREPMRVLSLFGDIGKELTSLGFLETGSEAGRLKHLEDVTDTVRRDVEEWGPFDLVY
GSTPALGHSCDRSPGWYLFQFHRLLQYARPRLGSPKPFFWMFVDNLLLTKDDQAIASRFLEMEPVTLQDVHGRVLQNAVRVW
TNVPAVKSRHSALASEEELLLVQDGQRGRLPAQGPAALVKHCFLPLREYFKYFSQNTLPLYK </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="106">
<INSDSeq>
<INSDSeq_length>213</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..213</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="gq602">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Bison
bison</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>SPLVMYKTVPVWKREPIRVLSLFGDIKKELTSLGFLEDGSKPGRLKHLDDVTNIVRRDIDEWGPFDLTY
GSTPTLGHTCDHPPGWYVYQFHRILQYARPLPGSPQPFFWMFVDNLVLTEEDLDVATRFLETDPVTIQDVRGRTVQNAVHVW
SNIPAVKSRHSALVSQEELSLLAQDRQRVKSPVQGPATLVKNCFLPLREYFKYFSTELTSSL</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="107">
<INSDSeq>
<INSDSeq_length>213</INSDSeq_length>



<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..213</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g603">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Equus
przewalskii </INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>SPLEMYKTVPVWKREPVRVLSLFGDIKKELTTLGFLENGSDPGRLKHLDDVTNTVRRDVEEWGPFDLV
YGSTPPLGHACDHPPGWYLFQFHRVLQYARPRPGSPQAFFWMFVDNLVLTEDDRAVATRFLETDPVTIQDVCGRAVRNAVH
VWSNIPAVKSRHSALFSQEESFLRAQDRQRAKPPARGPAKLVKNCFLPLREYFKYFSTEFTSSL</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="108">
<INSDSeq>
<INSDSeq_length>208 </INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..208</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g604">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Mus

caroli</INSDQualifier_value>



</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>GPMEIYKTVSTWKRQPVRVLSLFGNIDKVLKSLGFLESGSGSGGGTLKYVEDVTNVVRRDVEKWGPF
DLVYGSTQPLGSSCDRCPGWYMFQFHRILQYALPRQESQRPFFWIFMDNLLMTEDDQETTARFLQTEAVTLQDVRGRDYQN
VMRVWSNIPGLKSKHVPLTPKEEEYLQAQVRTRSKLDAQKVDLLVKNCLLPLREYFKYFS </INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="109">
<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="g605">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Pan
troglodytes</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>NPLEMFETVPVWRRQPVRVLSLFEDIKKELTSLGFLESGSDPGQLKHVVDVTDTVRKDVEEWGPFDLV
YGATPPLGHTCDRPPSWYLFQFHRLLQYARPKPGSPRPFFWMFVDNLVLNKEDLDVASRFLEMEPVTIPDVHGGSLQNAVRV
WSNIPAIRSSRHWALVSEEELSLLAQNKQSSKLAAKWPTKLVKNCFLPLREYFKYFSTELTSSL</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="110">
<INSDSeq>
<INSDSeq_length>2298 </INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>



<INSDFeature_location>1..2298 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="gq606">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MGTMPKKKRKVPKKKRKVYNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYI
ASEVCEDSITVGMVRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKE
GDDRPFFWLFENVVAMGVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKF
SKVRTITTRSNSIKQGKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFAC
VSSGNSNANSRGPSFSSGLVPLSLRGSHMAAIPALDPEAEPSMDVILVGSSELSSSVSPGTGRDLIAYEVKANQRNIEDICICCGS
LQVHTQHPLFEGGICAPCKDKFLDALFLYDDDGYQSYCSICCSGETLLICGNPDCTRCYCFECVDSLVGPGTSGKVHAMSNWVC
YLCLPSSRSGLLQRRRKWRSQLKAFYDRESENPLEMFETVPVWRRQPVRVLSLFEDIKKELTSLGFLESGSDPGQLKHVVDVTDT
VRKDVEEWGPFDLVYGATPPLGHTCDRPPSWYLFQFHRLLQYARPKPGSPRPFFWMFVDNLVLNKEDLDVASRFLEMEPVTIP
DVHGGSLQNAVRVWSNIPAIRSRHWALVSEEELSLLAQNKQSSKLAAKWPTKLVKNCFLPLREYFKYFSTELTSSLGGPSSGAPP
PSGGSPAGSPTSTEEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGSAPGTSTEPSELEDKKYSIGLAIGTNSVG
WAVITDEYKVPSKKFKVLGNTDRHSIKKNLIGALLFDSGETAEATRLKRTARRRYTRRKNRICYLQEIFSNEMAKVDDSFFHRLEES
FLVEEDKKHERHPIFGNIVDEVAYHEKYPTIYHLRKKLYDSTDKADLRLIYLALAHMIKFRGHFLIEGDLNPDNSDVDKLFIQLVQT
YNQLFEENPINASGVDAKAILSARLSKSRRLENLIAQLPGEKKNGLFGNLIALSLGLTPNFKSNFDLAEDAKLQLSKDTYDDDLDN
LLAQIGDQYADLFLAAKNLSDAILLSDILRVNTEITKAPLSASMIKRYDEHHQDLTLLKALVRQQLPEKYKEIFFDQSKNGYAGYID
GGASQEEFYKFIKPILEKMDGTEELLVKLNREDLLRKQRTFDNGSIPHQIHLGELHAILRRQEDFYPFLKDNREKIEKILTFRIPYYVG
PLARGNSRFAWMTRKSEETITPWNFEEVVDKGASAQSFIERMTNFDKNLPNEKVLPKHSLLYEYFTVYNELTKVKYVTEGMRKP
AFLSGEQKKAIVDLLFKTNRKVTVKQLKEDYFKKIECFDSVEISGVEDRFNASLGTYHDLLKIIKDKDFLDNEENEDILEDIVLTLTLFE
DREMIEERLKTYAHLFDDKVMKQLKRRRYTGWGRLSRKLINGIRDKQSGKTILDFLKSDGFANRNFMQLIHDDSLTFKEDIQKA
QVSGQGDSLHEHIANLAGSPAIKKGILQTVKVVDELVKVMGRHKPENIVIEMARENQTTQKGQKNSRERMKRIEEGIKELGSQIL
KEHPVENTQLQNEKLYLYYLQNGRDMYVDQELDINRLSDYDVDAIVPQSFLKDDSIDNKVLTRSDKNRGKSDNVPSEEVVKKM
KNYWRQLLNAKLITQRKFDNLTKAERGGLSELDKAGFIKRQLVETRQITKHVAQILDSRMNTKYDENDKLIREVKVITLKSKLVSD
FRKDFQFYKVREINNYHHAHDAYLNAVVGTALIKKYPKLESEFVYGDYKVYDVRKMIAKSEQEIGKATAKYFFYSNIMNFFKTEIT
LANGEIRKRPLIETNGETGEIVWDKGRDFATVRKVLSMPQVNIVKKTEVQTGGFSKESILPKRNSDKLIARKKDWDPKKYGGFDS
PTVAYSVLVVAKVEKGKSKKLKSVKELLGITIMERSSFEKNPIDFLEAKGYKEVKKDLIIKLPKYSLFELENGRKRMLASAGELQKGN
ELALPSKYVNFLYLASHYEKLKGSPEDNEQKQLFVEQHKHYLDEIEQISEFSKRVILADANLDKVLSAYNKHRDKPIREQAENIIHL
FTLTNLGAPAAFKYFDTTIDRKRYTSTKEVLDATLIHQSITGLYETRIDLSQLGGDSPKKKRKVGVDGSSGSETPGTSESATPESRTL
VTFKDVFVDFTREEWKLLDTAQQIVYRNVMLENYKNLVSLGYQLTKPDVILRLEKGEEPSADYKDDDDKAPKKKRKVPKKKRKY
</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="111">



<INSDSeq>
<INSDSeq_length>6897 </INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..6897 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="g607">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>atgggtaccatgccaaaaaagaagagaaaggtaccgaagaaaaaaagaaaggtatacaatcacgatcaggagttcgacccc
cctaaggtgtacccaccagtgcctgcagagaagaggaagccaatccgggtgctgagcectgtttgatggcatcgccaccggcectgetggtgctgaaggatctg
ggcatccaggtggaccggtacatcgcctccgaggtgtgcgaggattctatcaccgtgggcatggtgcgccaccagggcaagatcatgtatgtgggcgacgt
gcggtccgtgacacagaagcacatccaggagtggggcccattcgatctggtgatcggcggcagceccctgtaatgacctgtccatcgtgaaccctgcaaggaa
gggactgtacgagggaaccggccggctgttctttgagttttatagactgctgcacgacgccaggcctaaggagggcgacgatagaccattcttttggctgttcg
agaatgtggtggctatgggcgtgagcgataagagggacatctccaggtttctggagtctaaccccgtgatgatcgatgcaaaggaggtgtccgcecgcacaca
gagccaggtatttctggggcaatctgccaggaatgaacaggccactggcaagcaccgtgaatgacaagctggagctgcaggagtgcctggagcacggaag
gatcgccaagttttccaaggtgcgcacaatcaccacacggagcaattccatcaagcagggcaaggatcagcacttccccgtgttcatgaacgagaaggaggac
atcctgtggtgtaccgagatggagagagtgttcggctttccagtgcactacacagacgtgtctaacatgagcaggctggcaaggcagcggctgctgggcaga
tcttggagcgtgcccgtgatcaggcacctgttcgeccctctgaaggagtattttgectgcgtgagcagcggcaactccaatgccaacagccggggceccctcettte
agctccggattggtgcctctgagcctgaggggctcccacatggcagcaatccccgecctggaccccgaggccgagcectagcatggacgtgatcctggtgggce
tctagcgagctgtcctctagegtgtctccaggaaccggaagggatctgatcgcatacgaggtgaaggccaatcagcggaacatcgaggacatctgtatctgct
gtggcagcctgcaggtgcacacacagcacccactgttcgagggaggaatctgcgcaccctgtaaggataagttcctggacgcecctgtttctgtacgacgatga
cggctaccagtcctattgctctatctgctgttccggcgagaccctgctgatctgcggcaatccagattgtacaaggtgctattgttttgagtgcgtggactctctggt
gggaccaggcaccagcggaaaggtgcacgccatgtccaactgggtgtgctacctgtgcectgccatectctcgcagcggactgctgcagcggagaaggaagt
ggagatcccagctgaaggccttctatgatagggagtctgagaaccccctggagatgtttgagaccgtgccagtgtggecgecggeageccgtgagggtgcetg
agcctgttcgaggatatcaagaaggagctgacatccctgggctttctggagtccggcetctgaccccggacagctgaagcacgtggtggatgtgaccgacaca
gtgcggaaggatgtggaggagtggggccctttcgacctggtgtacggagcaacccctccactgggacacacatgcgacagacccccttcttggtacctgttec
agtttcaccgcctgctgcagtatgcaaggccaaagccaggcagccctagaccattcttttggatgttcgtggataatctggtgctgaacaaggaggatctggac
gtggccagcaggtttctggagatggagccagtgaccatcccagacgtgcacggeggctccctgcagaatgecgtgcgegtgtggtctaacatccctgcecatea
gaagcaggcactgggcactggtgagcgaggaggagctgtccctgctggcccagaataagcagagcagcaagctggcecgccaagtggectacaaagctgg
tgaagaactgcttcctgccactgcgggagtacttcaagtatttttccaccgagctgacatctagcctgggaggaccctectctggegcecccaccacctageggeg
gctcccctgecggctctccaaccagcacagaggagggcaccagcgagtccgccacaccagagtctggacctggcaccagcacagagccatccgagggctct
gccccaggctctectgcaggceagcecctacctccaccgaagagggcaccagcacagagccttctgagggcagegccccaggcacctctacagagccaagcga



gctcgaggacaagaagtacagcatcggcctggccatcggcaccaactctgtgggctgggcecgtgatcaccgacgagtacaaggtgcccagcaagaaattca
aggtgctgggcaacaccgaccggcacagcatcaagaagaacctgatcggagcecctgctgttcgacagcggcgaaacagccgaggcecacccggctgaaga
gaaccgccagaagaagatacaccagacggaagaaccggatctgctatctgcaagagatcttcagcaacgagatggccaaggtggacgacagcttcttccaca
gactggaagagtccttcctggtggaagaggataagaagcacgagcggcaccccatcttcggcaacatcgtggacgaggtggcctaccacgagaagtacccc
accatctaccacctgagaaagaaactggtggacagcaccgacaaggccgacctgcggctgatctatctggccctggcccacatgatcaagttccggggcecact
tcctgatcgagggcgacctgaaccccgacaacagcgacgtggacaagctgttcatccagctggtgcagacctacaaccagctgttcgaggaaaaccccatcaa
cgccagcggcegtggacgccaaggcecatectgtctgccagactgagcaagagcagacggctggaaaatctgatcgcccagctgcccggcgagaagaagaat
ggcctgttcggcaacctgattgccctgagectgggectgacccccaacttcaagagcaacttcgacctggccgaggatgccaaactgcagctgagcaaggaca
cctacgacgacgacctggacaacctgctggcccagatcggcgaccagtacgccgacctgtttctggccgccaagaacctgtccgacgccatcctgctgagcega
catcctgagagtgaacaccgagatcaccaaggcccccctgagegcctctatgatcaagagatacgacgagcaccaccaggacctgaccctgctgaaagctctc
gtgcggcagcagctgcctgagaagtacaaagagattttcttcgaccagagcaagaacggctacgccggctacattgacggcggagccagccaggaagagtt
ctacaagttcatcaagcccatcctggaaaagatggacggcaccgaggaactgctcgtgaagctgaacagagaggacctgctgcggaagcagcggaccttcg
acaacggcagcatcccccaccagatccacctgggagagctgcacgcecattctgcggcggcaggaagatttttacccattcctgaaggacaaccgggaaaagat
cgagaagatcctgaccttccgcatcccctactacgtgggcecctctggccaggggaaacagcagattcgcctggatgaccagaaagagcgaggaaaccatcac
cccctggaacttcgaggaagtggtggacaagggcgcttccgcccagagcttcatcgagcggatgaccaacttcgataagaacctgcccaacgagaaggtgct
gcccaagcacagcctgctgtacgagtacttcaccgtgtataacgagctgaccaaagtgaaatacgtgaccgagggaatgagaaagcccgcecttcctgagegg
cgagcagaaaaaggccatcgtggacctgctgttcaagaccaaccggaaagtgaccgtgaagcagctgaaagaggactacttcaagaaaatcgagtgcttcg
actccgtggaaatctccggcgtggaagatcggttcaacgcectccctgggcacataccacgatctgctgaaaattatcaaggacaaggacttcctggacaatgag
gaaaacgaggacattctggaagatatcgtgctgaccctgacactgtttgaggacagagagatgatcgaggaacggctgaaaacctatgcccacctgttcgac
gacaaagtgatgaagcagctgaagcggcggagatacaccggctggggcaggctgagccggaagctgatcaacggcatccgggacaagcagtccggcaa
gacaatcctggatttcctgaagtccgacggcttcgccaacagaaacttcatgcagctgatccacgacgacagectgacctttaaagaggacatccagaaagcecc
aggtgtccggccagggcgatagcectgcacgagcacattgccaatctggccggcagcecccgcecattaagaagggcatcctgcagacagtgaaggtggtggac
gagctcgtgaaagtgatgggccggcacaagcccgagaacatcgtgatcgaaatggccagagagaaccagaccacccagaagggacagaagaacagecg
cgagagaatgaagcggatcgaagagggcatcaaagagctgggcagccagatcctgaaagaacaccccgtggaaaacacccagctgcagaacgagaagct
gtacctgtactacctgcagaatgggcgggatatgtacgtggaccaggaactggacatcaaccggctgtccgactacgatgtggacgccatcgtgectcagagce
tttctgaaggacgactccatcgacaacaaggtgctgaccagaagcgacaagaaccggggcaagagcgacaacgtgccctccgaagaggtcgtgaagaaga
tgaagaactactggcggcagctgctgaacgccaagctgattacccagagaaagttcgacaatctgaccaaggccgagagaggcggcectgagcgaactggat
aaggccggcttcatcaagagacagctggtggaaacccggcagatcacaaagcacgtggcacagatcctggactcccggatgaacactaagtacgacgagaa
tgacaagctgatccgggaagtgaaagtgatcaccctgaagtccaagctggtgtccgatttccggaaggatttccagttttacaaagtgcgcgagatcaacaact
accaccacgcccacgacgcctacctgaacgcecgtcgtgggaaccgcecctgatcaaaaagtaccctaagctggaaagcgagttcgtgtacggcgactacaagg
tgtacgacgtgcggaagatgatcgccaagagcgagcaggaaatcggcaaggctaccgccaagtacttcttctacagcaacatcatgaactttttcaagaccga
gattaccctggccaacggcgagatccggaagcggcctctgatcgagacaaacggcgaaaccggggagatcgtgtgggataagggccgggattttgccacc
gtgcggaaagtgctgagcatgccccaagtgaatatcgtgaaaaagaccgaggtgcagacaggceggcttcagcaaagagtctatcctgcccaagaggaaca
gcgataagctgatcgccagaaagaaggactgggaccctaagaagtacggcggcttcgacagccccaccgtggcectattctgtgctggtggtggccaaagtg
gaaaagggcaagtccaagaaactgaagagtgtgaaagagctgctggggatcaccatcatggaaagaagcagcttcgagaagaatcccatcgactttctgga
agccaagggctacaaagaagtgaaaaaggacctgatcatcaagctgcctaagtactccctgttcgagctggaaaacggccggaagagaatgctggcectctgce
cggcgaactgcagaagggaaacgaactggccctgccctccaaatatgtgaacttcctgtacctggccagcecactatgagaagctgaagggctcccccgagga
taatgagcagaaacagctgtttgtggaacagcacaagcactacctggacgagatcatcgagcagatcagcgagttctccaagagagtgatcctggccgacgct
aatctggacaaagtgctgtccgcctacaacaagcaccgggataagcccatcagagagcaggcecgagaatatcatccacctgtttaccctgaccaatctgggag
cccctgecgcecttcaagtactttgacaccaccatcgaccggaagaggtacaccagcaccaaagaggtgctggacgccaccctgatccaccagagcatcaccgg
cctgtacgagacacggatcgacctgtctcagctgggaggcgacagccccaagaagaagagaaaggtgggagtcgacggatccagcggctccgagacccc
aggcacatctgagagcgccacccctgagtcccggaccctggtgaccttcaaggatgtatttgtggacttcaccagggaggagtggaagctgctggacactgcet
cagcagatcgtgtacagaaatgtgatgctggagaactataagaacctggtttccttgggttatcagcttactaagccagatgtgatcctccggttggagaaggg
agaagagcccagcgctgattacaaagatgatgacgataaagccccaaaaaagaagagaaaggtaccgaagaaaaaaagaaaggtctga</INSDSeq_s
equence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="112">
<INSDSeq>



<INSDSeq_length>2318</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..2318</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="gq608">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MGTMPKKKRKVPKKKRKVYNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYI
ASEVCEDSITVGMVRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKE
GDDRPFFWLFENVVAMGVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKF
SKVRTITTRSNSIKQGKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFAC
VSSGNSNANSRGPSFSSGLVPLSLRGSHMAAIPALDPEAEPSMDVILVGSSELSSSVSPGTGRDLIAYEVKANQRNIEDICICCGS
LQVHTQHPLFEGGICAPCKDKFLDALFLYDDDGYQSYCSICCSGETLLICGNPDCTRCYCFECVDSLVGPGTSGKVHAMSNWVC
YLCLPSSRSGLLQRRRKWRSQLKAFYDRESENPLEMFETVPVWRRQPVRVLSLFEDIKKELTSLGFLESGSDPGQLKHVVDVTDT
VRKDVEEWGPFDLVYGATPPLGHTCDRPPSWYLFQFHRLLQYARPKPGSPRPFFWMFVDNLVLNKEDLDVASRFLEMEPVTIP
DVHGGSLQNAVRVWSNIPAIRSRHWALVSEEELSLLAQNKQSSKLAAKWPTKLVKNCFLPLREYFKYFSTELTSSLGGPSSGAPP
PSGGSPAGSPTSTEEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGSAPGTSTEPSELEDKKYSIGLAIGTNSVG
WAVITDEYKVPSKKFKVLGNTDRHSIKKNLIGALLFDSGETAEATRLKRTARRRYTRRKNRICYLQEIFSNEMAKVDDSFFHRLEES
FLVEEDKKHERHPIFGNIVDEVAYHEKYPTIYHLRKKLVDSTDKADLRLIYLALAHMIKFRGHFLIEGDLNPDNSDVDKLFIQLVQT
YNQLFEENPINASGVDAKAILSARLSKSRRLENLIAQLPGEKKNGLFGNLIALSLGLTPNFKSNFDLAEDAKLQLSKDTYDDDLDN
LLAQIGDQYADLFLAAKNLSDAILLSDILRVNTEITKAPLSASMIKRYDEHHQDLTLLKALVRQQLPEKYKEIFFDQSKNGYAGYID
GGASQEEFYKFIKPILEKMDGTEELLVKLNREDLLRKQRTFDNGSIPHQIHLGELHAILRRQEDFYPFLKDNREKIEKILTFRIPYYVG
PLARGNSRFAWMTRKSEETITPWNFEEVVDKGASAQSFIERMTNFDKNLPNEKVLPKHSLLYEYFTVYNELTKVKYVTEGMRKP
AFLSGEQKKAIVDLLFKTNRKVTVKQLKEDYFKKIECFDSVEISGVEDRFNASLGTYHDLLKIIKDKDFLDNEENEDILEDIVLTLTLFE
DREMIEERLKTYAHLFDDKVMKQLKRRRYTGWGRLSRKLINGIRDKQSGKTILDFLKSDGFANRNFMQLIHDDSLTFKEDIQKA
QVSGQGDSLHEHIANLAGSPAIKKGILQTVKVVDELVKVMGRHKPENIVIEMARENQTTQKGQKNSRERMKRIEEGIKELGSQIL
KEHPVENTQLQNEKLYLYYLQNGRDMYVDQELDINRLSDYDVDAIVPQSFLKDDSIDNKVLTRSDKNRGKSDNVPSEEVVKKM
KNYWRQLLNAKLITQRKFDNLTKAERGGLSELDKAGFIKRQLVETRQITKHVAQILDSRMNTKYDENDKLIREVKVITLKSKLVSD
FRKDFQFYKVREINNYHHAHDAYLNAVVGTALIKKYPKLESEFVYGDYKVYDVRKMIAKSEQEIGKATAKYFFYSNIMNFFKTEIT
LANGEIRKRPLIETNGETGEIVWDKGRDFATVRKVLSMPQVNIVKKTEVQTGGFSKESILPKRNSDKLIARKKDWDPKKYGGFDS
PTVAYSVLVVAKVEKGKSKKLKSVKELLGITIMERSSFEKNPIDFLEAKGYKEVKKDLIIKLPKYSLFELENGRKRMLASAGELQKGN
ELALPSKYVNFLYLASHYEKLKGSPEDNEQKQLFVEQHKHYLDEIIEQISEFSKRVILADANLDKVLSAYNKHRDKPIREQAENIIHL



FTLTNLGAPAAFKYFDTTIDRKRYTSTKEVLDATLIHQSITGLYETRIDLSQLGGDSPKKKRKVGVDGSSGSETPGTSESATPESTGN
KKLEAVGTGIEPKAMSQGLVTFGDVAVDFSQEEWEWLNPIQRNLYRKVMLENYRNLASLGLCVSKPDVISSLEQGKEPWSADY
KDDDDKAPKKKRKVPKKKRKV </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="113">
<INSDSeq>
<INSDSeq_length>6957 </INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..6957 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="gq609">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>atgggtaccatgccaaaaaagaagagaaaggtaccgaagaaaaaaagaaaggtatacaatcacgatcaggagttcgacccc
cctaaggtgtacccaccagtgcctgcagagaagaggaagccaatccgggtgctgagcectgtttgatggcatcgccaccggcectgetggtgctgaaggatctg
ggcatccaggtggaccggtacatcgcctccgaggtgtgcgaggattctatcaccgtgggcatggtgcgccaccagggcaagatcatgtatgtgggcgacgt
gcggtccgtgacacagaagcacatccaggagtggggcccattcgatctggtgatcggcggcagceccctgtaatgacctgtccatcgtgaaccctgcaaggaa
gggactgtacgagggaaccggccggctgttctttgagttttatagactgctgcacgacgccaggcctaaggagggcgacgatagaccattcttttggctgttcg
agaatgtggtggctatgggcgtgagcgataagagggacatctccaggtttctggagtctaaccccgtgatgatcgatgcaaaggaggtgtccgcecgcacaca
gagccaggtatttctggggcaatctgccaggaatgaacaggccactggcaagcaccgtgaatgacaagctggagctgcaggagtgcctggagcacggaag
gatcgccaagttttccaaggtgcgcacaatcaccacacggagcaattccatcaagcagggcaaggatcagcacttccccgtgttcatgaacgagaaggaggac
atcctgtggtgtaccgagatggagagagtgttcggctttccagtgcactacacagacgtgtctaacatgagcaggctggcaaggcagcggctgctgggcaga
tcttggagcgtgcccgtgatcaggcacctgttcgeccctctgaaggagtattttgectgcgtgagcagcggcaactccaatgccaacagccggggceccctcettte
agctccggattggtgcctctgagcectgaggggctcccacatggcagcaatccccgecctggaccccgaggccgagcectagcatggacgtgatcctggtgggce
tctagcgagctgtcctctagegtgtctccaggaaccggaagggatctgatcgcatacgaggtgaaggccaatcagcggaacatcgaggacatctgtatctgct
gtggcagcctgcaggtgcacacacagcacccactgttcgagggaggaatctgcgcaccctgtaaggataagttcctggacgcecctgtttctgtacgacgatga
cggctaccagtcctattgctctatctgctgttccggcgagaccctgctgatctgcggcaatccagattgtacaaggtgctattgttttgagtgegtggactctctggt
gggaccaggcaccagcggaaaggtgcacgccatgtccaactgggtgtgctacctgtgcectgccatectctcgcagcggactgctgcagcggagaaggaagt
ggagatcccagctgaaggccttctatgatagggagtctgagaaccccctggagatgtttgagaccgtgccagtgtggecgccggeageccgtgagggtgctg
agcctgttcgaggatatcaagaaggagctgacatccctgggctttctggagtccggcetctgaccccggacagctgaagcacgtggtggatgtgaccgacaca
gtgcggaaggatgtggaggagtggggccctttcgacctggtgtacggagcaacccctccactgggacacacatgcgacagacccccttcttggtacctgttec



agtttcaccgcctgctgcagtatgcaaggccaaagccaggcagccctagaccattcttttggatgttcgtggataatctggtgctgaacaaggaggatctggac
gtggccagcaggtttctggagatggagccagtgaccatcccagacgtgcacggeggctccctgcagaatgecgtgegcegtgtggtctaacatccctgcecatea
gaagcaggcactgggcactggtgagcgaggaggagctgtccctgctggcccagaataagcagagcagcaagctggcecgccaagtggectacaaagctgg
tgaagaactgcttcctgccactgcgggagtacttcaagtatttttccaccgagctgacatctagcctgggaggaccctectctggegcecccaccacctageggeg
gctcccctgecggctctccaaccagcacagaggagggcaccagcgagtccgccacaccagagtctggacctggcaccagcacagagcecatccgagggctct
gcccecgggctctectgcaggcagecctacctccaccgaagagggcaccagcacagagccttctgagggcagegccccaggcacctctacagagccaagcga
gctcgaggacaagaagtacagcatcggcctggccatcggcaccaactctgtgggctgggcecgtgatcaccgacgagtacaaggtgcccagcaagaaattca
aggtgctgggcaacaccgaccggcacagcatcaagaagaacctgatcggagcecctgctgttcgacagcggcgaaacagccgaggcecacccggctgaaga
gaaccgccagaagaagatacaccagacggaagaaccggatctgctatctgcaagagatcttcagcaacgagatggccaaggtggacgacagcttcttccaca
gactggaagagtccttcctggtggaagaggataagaagcacgagcggcaccccatcttcggcaacatcgtggacgaggtggcctaccacgagaagtacccc
accatctaccacctgagaaagaaactggtggacagcaccgacaaggccgacctgcggctgatctatctggccctggcccacatgatcaagttccggggcecact
tcctgatcgagggcgacctgaaccccgacaacagcgacgtggacaagctgttcatccagctggtgcagacctacaaccagctgttcgaggaaaaccccatcaa
cgccagcggcegtggacgccaaggcecatectgtctgccagactgagcaagagcagacggctggaaaatctgatcgcccagctgcccggcgagaagaagaat
ggcctgttcggcaacctgattgccctgagectgggcectgacccccaacttcaagagcaacttcgacctggccgaggatgccaaactgcagctgagcaaggaca
cctacgacgacgacctggacaacctgctggcccagatcggcgaccagtacgccgacctgtttctggccgccaagaacctgtccgacgccatcctgctgagcega
catcctgagagtgaacaccgagatcaccaaggcccccctgagegcctctatgatcaagagatacgacgagcaccaccaggacctgaccctgctgaaagctctc
gtgcggcagcagctgcctgagaagtacaaagagattttcttcgaccagagcaagaacggctacgccggctacattgacggcggagccagccaggaagagtt
ctacaagttcatcaagcccatcctggaaaagatggacggcaccgaggaactgctcgtgaagctgaacagagaggacctgctgcggaagcagcggaccttcg
acaacggcagcatcccccaccagatccacctgggagagctgcacgcecattctgcggcggcaggaagatttttacccattcctgaaggacaaccgggaaaagat
cgagaagatcctgaccttccgcatcccctactacgtgggcecctctggccaggggaaacagcagattcgcctggatgaccagaaagagcgaggaaaccatcac
cccctggaacttcgaggaagtggtggacaagggcgcttccgcccagagcttcatcgagcggatgaccaacttcgataagaacctgcccaacgagaaggtgct
gcccaagcacagcctgctgtacgagtacttcaccgtgtataacgagctgaccaaagtgaaatacgtgaccgagggaatgagaaagcccgcecttcctgagegg
cgagcagaaaaaggccatcgtggacctgctgttcaagaccaaccggaaagtgaccgtgaagcagctgaaagaggactacttcaagaaaatcgagtgcttcg
actccgtggaaatctccggcgtggaagatcggttcaacgcectccctgggcacataccacgatctgctgaaaattatcaaggacaaggacttcctggacaatgag
gaaaacgaggacattctggaagatatcgtgctgaccctgacactgtttgaggacagagagatgatcgaggaacggctgaaaacctatgcccacctgttcgac
gacaaagtgatgaagcagctgaagcggcggagatacaccggctggggcaggctgagccggaagctgatcaacggcatccgggacaagcagtccggcaa
gacaatcctggatttcctgaagtccgacggcttcgccaacagaaacttcatgcagctgatccacgacgacagectgacctttaaagaggacatccagaaagcecc
aggtgtccggccagggcgatagcectgcacgagcacattgccaatctggccggcagcecccgcecattaagaagggcatcctgcagacagtgaaggtggtggac
gagctcgtgaaagtgatgggccggcacaagcccgagaacatcgtgatcgaaatggccagagagaaccagaccacccagaagggacagaagaacagecg
cgagagaatgaagcggatcgaagagggcatcaaagagctgggcagccagatcctgaaagaacaccccgtggaaaacacccagctgcagaacgagaagct
gtacctgtactacctgcagaatgggcgggatatgtacgtggaccaggaactggacatcaaccggctgtccgactacgatgtggacgccatcgtgectcagagce
tttctgaaggacgactccatcgacaacaaggtgctgaccagaagcgacaagaaccggggcaagagcgacaacgtgccctccgaagaggtcgtgaagaaga
tgaagaactactggcggcagctgctgaacgccaagctgattacccagagaaagttcgacaatctgaccaaggccgagagaggcggcectgagcgaactggat
aaggccggcttcatcaagagacagctggtggaaacccggcagatcacaaagcacgtggcacagatcctggactcccggatgaacactaagtacgacgagaa
tgacaagctgatccgggaagtgaaagtgatcaccctgaagtccaagctggtgtccgatttccggaaggatttccagttttacaaagtgcgcgagatcaacaact
accaccacgcccacgacgcctacctgaacgcecgtcgtgggaaccgcecctgatcaaaaagtaccctaagctggaaagcgagttcgtgtacggcgactacaagg
tgtacgacgtgcggaagatgatcgccaagagcgagcaggaaatcggcaaggctaccgccaagtacttcttctacagcaacatcatgaactttttcaagaccga
gattaccctggccaacggcgagatccggaagcggcctctgatcgagacaaacggcgaaaccggggagatcgtgtgggataagggccgggattttgccacc
gtgcggaaagtgctgagcatgccccaagtgaatatcgtgaaaaagaccgaggtgcagacaggceggcttcagcaaagagtctatcctgcccaagaggaaca
gcgataagctgatcgccagaaagaaggactgggaccctaagaagtacggcggcttcgacagccccaccgtggcectattctgtgctggtggtggccaaagtg
gaaaagggcaagtccaagaaactgaagagtgtgaaagagctgctggggatcaccatcatggaaagaagcagcttcgagaagaatcccatcgactttctgga
agccaagggctacaaagaagtgaaaaaggacctgatcatcaagctgcctaagtactccctgttcgagctggaaaacggccggaagagaatgctggcectctgce
cggcgaactgcagaagggaaacgaactggccctgccctccaaatatgtgaacttcctgtacctggccagccactatgagaagctgaagggctcccccgagga
taatgagcagaaacagctgtttgtggaacagcacaagcactacctggacgagatcatcgagcagatcagcgagttctccaagagagtgatcctggccgacgct
aatctggacaaagtgctgtccgcctacaacaagcaccgggataagcccatcagagagcaggcecgagaatatcatccacctgtttaccctgaccaatctgggag
cccctgecgcecttcaagtactttgacaccaccatcgaccggaagaggtacaccagcaccaaagaggtgctggacgccaccctgatccaccagagcatcaccgg
cctgtacgagacacggatcgacctgtctcagctgggaggcgacagccccaagaagaagagaaaggtgggagtcgacggatccagcggctccgagacccc
aggcacatctgagagcgccacccctgagtccaccggtaacaaaaagcttgaggcecgtcggaaccggaatcgaaccaaaagcaatgtcccagggtttggtgac
atttggcgacgtggctgtcgatttttcccaggaagagtgggagtggctcaatcctatccagaggaacttgtaccggaaggtgatgctggagaattatagaaatt



tggcatcactggggttgtgcgttagcaaaccagatgttatatcttccctggaacagggaaaggagcecctggagcgctgattacaaagatgatgacgataaagc
ccccaagaagaaaaggaaggtcccaaagaaaaaaagaaaggtgtga</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="114">
<INSDSeq>
<INSDSeq_length>2338</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..2338 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g610">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MGTMPKKKRKVPKKKRKVYNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYI
ASEVCEDSITVGMVRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKE
GDDRPFFWLFENVVAMGVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKF
SKVRTITTRSNSIKQGKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFAC
VSSGNSNANSRGPSFSSGLVPLSLRGSHMAAIPALDPEAEPSMDVILVGSSELSSSVSPGTGRDLIAYEVKANQRNIEDICICCGS
LQVHTQHPLFEGGICAPCKDKFLDALFLYDDDGYQSYCSICCSGETLLICGNPDCTRCYCFECVDSLVGPGTSGKVHAMSNWYVC
YLCLPSSRSGLLQRRRKWRSQLKAFYDRESENPLEMFETVPVWRRQPVRVLSLFEDIKKELTSLGFLESGSDPGQLKHVVDVTDT
VRKDVEEWGPFDLVYGATPPLGHTCDRPPSWYLFQFHRLLQYARPKPGSPRPFFWMFVDNLVLNKEDLDVASRFLEMEPVTIP
DVHGGSLQNAVRVWSNIPAIRSRHWALVSEEELSLLAQNKQSSKLAAKWPTKLVKNCFLPLREYFKYFSTELTSSLGGPSSGAPP
PSGGSPAGSPTSTEEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGSAPGTSTEPSELEDKKYSIGLAIGTNSVG
WAVITDEYKVPSKKFKVLGNTDRHSIKKNLIGALLFDSGETAEATRLKRTARRRYTRRKNRICYLQEIFSNEMAKVDDSFFHRLEES
FLVEEDKKHERHPIFGNIVDEVAYHEKYPTIYHLRKKLVDSTDKADLRLIYLALAHMIKFRGHFLIEGDLNPDNSDVDKLFIQLVQT
YNQLFEENPINASGVDAKAILSARLSKSRRLENLIAQLPGEKKNGLFGNLIALSLGLTPNFKSNFDLAEDAKLQLSKDTYDDDLDN
LLAQIGDQYADLFLAAKNLSDAILLSDILRVNTEITKAPLSASMIKRYDEHHQDLTLLKALVRQQLPEKYKEIFFDQSKNGYAGYID
GGASQEEFYKFIKPILEKMDGTEELLVKLNREDLLRKQRTFDNGSIPHQIHLGELHAILRRQEDFYPFLKDNREKIEKILTFRIPYYVG
PLARGNSRFAWMTRKSEETITPWNFEEVVDKGASAQSFIERMTNFDKNLPNEKVLPKHSLLYEYFTVYNELTKVKYVTEGMRKP
AFLSGEQKKAIVDLLFKTNRKVTVKQLKEDYFKKIECFDSVEISGVEDRFNASLGTYHDLLKIIKDKDFLDNEENEDILEDIVLTLTLFE
DREMIEERLKTYAHLFDDKVMKQLKRRRYTGWGRLSRKLINGIRDKQSGKTILDFLKSDGFANRNFMQLIHDDSLTFKEDIQKA
QVSGQGDSLHEHIANLAGSPAIKKGILQTVKVVDELVKVMGRHKPENIVIEMARENQTTQKGQKNSRERMKRIEEGIKELGSQIL



KEHPVENTQLQNEKLYLYYLQNGRDMYVDQELDINRLSDYDVDAIVPQSFLKDDSIDNKVLTRSDKNRGKSDNVPSEEVVKKM
KNYWRQLLNAKLITQRKFDNLTKAERGGLSELDKAGFIKRQLVETRQITKHVAQILDSRMNTKYDENDKLIREVKVITLKSKLVSD
FRKDFQFYKVREINNYHHAHDAYLNAVVGTALIKKYPKLESEFVYGDYKVYDVRKMIAKSEQEIGKATAKYFFYSNIMNFFKTEIT
LANGEIRKRPLIETNGETGEIVWDKGRDFATVRKVLSMPQVNIVKKTEVQTGGFSKESILPKRNSDKLIARKKDWDPKKYGGFDS
PTVAYSVLVVAKVEKGKSKKLKSVKELLGITIMERSSFEKNPIDFLEAKGYKEVKKDLIIKLPKYSLFELENGRKRMLASAGELQKGN
ELALPSKYVNFLYLASHYEKLKGSPEDNEQKQLFVEQHKHYLDEIEQISEFSKRVILADANLDKVLSAYNKHRDKPIREQAENIIHL
FTLTNLGAPAAFKYFDTTIDRKRYTSTKEVLDATLIHQSITGLYETRIDLSQLGGDSPKKKRKVGVYDGSSGSETPGTSESATPESTG
MNNSQGRVTFEDVTVNFTQGEWQRLNPEQRNLYRDVMLENYSNLVSVGQGETTKPDVILRLEQGKEPWLEEEEVLGSGRAEK
NGDIGGQIWKPKDVKESLSADYKDDDDKAPKKKRKVPKKKRKYV </INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="115">
<INSDSeq>
<INSDSeq_length>7017 </INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..7017 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="g611">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>atgggtaccatgccaaaaaagaagagaaaggtaccgaagaaaaaaagaaaggtatacaatcacgatcaggagttcgacccc
cctaaggtgtacccaccagtgcctgcagagaagaggaagccaatccgggtgctgagcectgtttgatggcatcgccaccggcectgetggtgctgaaggatctg
ggcatccaggtggaccggtacatcgcctccgaggtgtgcgaggattctatcaccgtgggcatggtgcgccaccagggcaagatcatgtatgtgggcgacgt
gcggtccgtgacacagaagcacatccaggagtggggcccattcgatctggtgatcggcggcagceccctgtaatgacctgtccatcgtgaaccctgcaaggaa
gggactgtacgagggaaccggccggctgttctttgagttttatagactgctgcacgacgccaggcctaaggagggcgacgatagaccattcttttggctgttcg
agaatgtggtggctatgggcgtgagcgataagagggacatctccaggtttctggagtctaaccccgtgatgatcgatgcaaaggaggtgtccgcecgcacaca
gagccaggtatttctggggcaatctgccaggaatgaacaggccactggcaagcaccgtgaatgacaagctggagctgcaggagtgcctggagcacggaag
gatcgccaagttttccaaggtgcgcacaatcaccacacggagcaattccatcaagcagggcaaggatcagcacttccccgtgttcatgaacgagaaggaggac
atcctgtggtgtaccgagatggagagagtgttcggctttccagtgcactacacagacgtgtctaacatgagcaggctggcaaggcagcggctgctgggcaga
tcttggagcgtgcccgtgatcaggcacctgttcgeccctctgaaggagtattttgectgcgtgagcagcggcaactccaatgccaacagccggggceccctcettte
agctccggattggtgcctctgagcctgaggggctcccacatggcagcaatccccgecctggaccccgaggccgagcectagcatggacgtgatcctggtgggce
tctagcgagctgtcctctagegtgtctccaggaaccggaagggatctgatcgcatacgaggtgaaggccaatcagcggaacatcgaggacatctgtatctgct



gtggcagcctgcaggtgcacacacagcacccactgttcgagggaggaatctgcgcaccctgtaaggataagttcctggacgcecctgtttctgtacgacgatga
cggctaccagtcctattgctctatctgctgttccggcgagaccctgctgatctgcggcaatccagattgtacaaggtgctattgttttgagtgcgtggactctctggt
gggaccaggcaccagcggaaaggtgcacgccatgtccaactgggtgtgctacctgtgcectgccatectctcgcagcggactgctgcagcggagaaggaagt
ggagatcccagctgaaggccttctatgatagggagtctgagaaccccctggagatgtttgagaccgtgccagtgtggecgccggeageccgtgagggtgctg
agcctgttcgaggatatcaagaaggagctgacatccctgggctttctggagtccggcetctgaccccggacagctgaagcacgtggtggatgtgaccgacaca
gtgcggaaggatgtggaggagtggggccctttcgacctggtgtacggagcaacccctccactgggacacacatgcgacagacccccttcttggtacctgttec
agtttcaccgcctgctgcagtatgcaaggccaaagccaggcagccctagaccattcttttggatgttcgtggataatctggtgctgaacaaggaggatctggac
gtggccagcaggtttctggagatggagccagtgaccatcccagacgtgcacggeggctccctgcagaatgecgtgcgegtgtggtctaacatcecctgcecatea
gaagcaggcactgggcactggtgagcgaggaggagctgtccctgctggcccagaataagcagagcagcaagctggcecgccaagtggcectacaaagctgg
tgaagaactgcttcctgccactgcgggagtacttcaagtatttttccaccgagctgacatctagcctgggaggaccctectctggegcecccaccacctageggeg
gctcccctgecggctctccaaccagcacagaggagggcaccagcgagtccgccacaccagagtctggacctggcaccagcacagagcecatccgagggctct
gccccaggctctectgcaggceagcecctacctccaccgaagagggcaccagcacagagccttctgagggcagegccccaggcacctctacagagccaagcga
gctcgaggacaagaagtacagcatcggcctggccatcggcaccaactctgtgggctgggcecgtgatcaccgacgagtacaaggtgcccagcaagaaattca
aggtgctgggcaacaccgaccggcacagcatcaagaagaacctgatcggagcecctgctgttcgacagcggcgaaacagccgaggcecacccggctgaaga
gaaccgccagaagaagatacaccagacggaagaaccggatctgctatctgcaagagatcttcagcaacgagatggccaaggtggacgacagcttcttccaca
gactggaagagtccttcctggtggaagaggataagaagcacgagcggcaccccatcttcggcaacatcgtggacgaggtggcctaccacgagaagtacccc
accatctaccacctgagaaagaaactggtggacagcaccgacaaggccgacctgcggctgatctatctggccctggcccacatgatcaagttccggggcecact
tcctgatcgagggcgacctgaaccccgacaacagcgacgtggacaagctgttcatccagctggtgcagacctacaaccagctgttcgaggaaaaccccatcaa
cgccagcggcgtggacgccaaggcecatectgtctgccagactgagcaagagcagacggctggaaaatctgatcgcccagctgcccggcgagaagaagaat
ggcctgttcggcaacctgattgccctgagectgggectgacccccaacttcaagagcaacttcgacctggccgaggatgccaaactgcagctgagcaaggaca
cctacgacgacgacctggacaacctgctggcccagatcggcgaccagtacgccgacctgtttctggccgccaagaacctgtccgacgecatcctgctgagcega
catcctgagagtgaacaccgagatcaccaaggcccccctgagegcctctatgatcaagagatacgacgagcaccaccaggacctgaccctgctgaaagctctc
gtgcggcagcagctgcctgagaagtacaaagagattttcttcgaccagagcaagaacggctacgccggctacattgacggcggagccagccaggaagagtt
ctacaagttcatcaagcccatcctggaaaagatggacggcaccgaggaactgctcgtgaagctgaacagagaggacctgctgcggaagcagcggaccttcg
acaacggcagcatcccccaccagatccacctgggagagctgcacgcecattctgcggcggcaggaagatttttacccattcctgaaggacaaccgggaaaagat
cgagaagatcctgaccttccgcatcccctactacgtgggcecctctggccaggggaaacagcagattcgcctggatgaccagaaagagcgaggaaaccatcac
cccctggaacttcgaggaagtggtggacaagggcgcttccgcccagagcttcatcgagcggatgaccaacttcgataagaacctgcccaacgagaaggtgct
gcccaagcacagcctgctgtacgagtacttcaccgtgtataacgagctgaccaaagtgaaatacgtgaccgagggaatgagaaagcccgcecttcctgagegg
cgagcagaaaaaggccatcgtggacctgctgttcaagaccaaccggaaagtgaccgtgaagcagctgaaagaggactacttcaagaaaatcgagtgcttcg
actccgtggaaatctccggcgtggaagatcggttcaacgcectccctgggcacataccacgatctgctgaaaattatcaaggacaaggacttcctggacaatgag
gaaaacgaggacattctggaagatatcgtgctgaccctgacactgtttgaggacagagagatgatcgaggaacggctgaaaacctatgcccacctgttcgac
gacaaagtgatgaagcagctgaagcggcggagatacaccggctggggcaggctgagccggaagctgatcaacggcatccgggacaagcagtccggcaa
gacaatcctggatttcctgaagtccgacggcttcgccaacagaaacttcatgcagctgatccacgacgacagectgacctttaaagaggacatccagaaagcecc
aggtgtccggccagggcgatagcectgcacgagcacattgccaatctggccggcagcecccgcecattaagaagggcatcctgcagacagtgaaggtggtggac
gagctcgtgaaagtgatgggccggcacaagcccgagaacatcgtgatcgaaatggccagagagaaccagaccacccagaagggacagaagaacagecg
cgagagaatgaagcggatcgaagagggcatcaaagagctgggcagccagatcctgaaagaacaccccgtggaaaacacccagctgcagaacgagaagct
gtacctgtactacctgcagaatgggcgggatatgtacgtggaccaggaactggacatcaaccggctgtccgactacgatgtggacgccatcgtgectcagagce
tttctgaaggacgactccatcgacaacaaggtgctgaccagaagcgacaagaaccggggcaagagcgacaacgtgccctccgaagaggtcgtgaagaaga
tgaagaactactggcggcagctgctgaacgccaagctgattacccagagaaagttcgacaatctgaccaaggccgagagaggceggcectgagcgaactggat
aaggccggcttcatcaagagacagctggtggaaacccggcagatcacaaagcacgtggcacagatcctggactcccggatgaacactaagtacgacgagaa
tgacaagctgatccgggaagtgaaagtgatcaccctgaagtccaagctggtgtccgatttccggaaggatttccagttttacaaagtgcgcgagatcaacaact
accaccacgcccacgacgcctacctgaacgcecgtcgtgggaaccgcecctgatcaaaaagtaccctaagctggaaagcgagttcgtgtacggcgactacaagg
tgtacgacgtgcggaagatgatcgccaagagcgagcaggaaatcggcaaggctaccgccaagtacttcttctacagcaacatcatgaactttttcaagaccga
gattaccctggccaacggcgagatccggaagcggcctctgatcgagacaaacggcgaaaccggggagatcgtgtgggataagggccgggattttgccacc
gtgcggaaagtgctgagcatgccccaagtgaatatcgtgaaaaagaccgaggtgcagacaggceggcttcagcaaagagtctatcctgcccaagaggaaca
gcgataagctgatcgccagaaagaaggactgggaccctaagaagtacggcggcttcgacagccccaccgtggcectattctgtgctggtggtggccaaagtg
gaaaagggcaagtccaagaaactgaagagtgtgaaagagctgctggggatcaccatcatggaaagaagcagcttcgagaagaatcccatcgactttctgga
agccaagggctacaaagaagtgaaaaaggacctgatcatcaagctgcctaagtactccctgttcgagctggaaaacggccggaagagaatgctggcectctgce
cggcgaactgcagaagggaaacgaactggccctgccctccaaatatgtgaacttcctgtacctggccagccactatgagaagctgaagggctcccccgagga



taatgagcagaaacagctgtttgtggaacagcacaagcactacctggacgagatcatcgagcagatcagcgagttctccaagagagtgatcctggccgacgct
aatctggacaaagtgctgtccgcctacaacaagcaccgggataagcccatcagagagcaggcecgagaatatcatccacctgtttaccctgaccaatctgggag
cccctgecgcecttcaagtactttgacaccaccatcgaccggaagaggtacaccagcaccaaagaggtgctggacgccaccctgatccaccagagcatcaccgg
cctgtacgagacacggatcgacctgtctcagctgggaggcgacagccccaagaagaagagaaaggtgggagtcgacggatccagcggctccgagacccc
aggcacatctgagagcgccacccctgagtccaccggtatgaacaattcacaggggagagtgacattcgaagacgtgaccgtgaacttcacccagggagaatg
gcagcgcttgaacccagaacaaaggaacctctatcgggacgtgatgctggaaaactactcaaatttggtgagcgttgggcagggtgagaccactaagcectga
cgtgatcctgagattggaacagggcaaggagccttggctcgaggaagaggaagtcctgggctcagggagggccgagaaaaacggtgatataggaggcec
agatatggaagcctaaggacgtcaaggagagcctgagcgctgattacaaagatgatgacgataaagcccccaagaagaaaaggaaggtcccaaagaaaaa
aagaaaggtgtga</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="116">
<INSDSeq>
<INSDSeq_length>2318</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..2318</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g612">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MGTMPKKKRKVPKKKRKVYNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYI
ASEVCEDSITVGMVRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKE
GDDRPFFWLFENVVAMGVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKF
SKVRTITTRSNSIKQGKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFAC
VSSGNSNANSRGPSFSSGLVPLSLRGSHMAAIPALDPEAEPSMDVILVGSSELSSSVSPGTGRDLIAYEVKANQRNIEDICICCGS
LQVHTQHPLFEGGICAPCKDKFLDALFLYDDDGYQSYCSICCSGETLLICGNPDCTRCYCFECVDSLVGPGTSGKVHAMSNWYVC
YLCLPSSRSGLLQRRRKWRSQLKAFYDRESENPLEMFETVPVWRRQPVRVLSLFEDIKKELTSLGFLESGSDPGQLKHVVDVTDT
VRKDVEEWGPFDLVYGATPPLGHTCDRPPSWYLFQFHRLLQYARPKPGSPRPFFWMFVDNLVLNKEDLDVASRFLEMEPVTIP
DVHGGSLQNAVRVWSNIPAIRSRHWALVSEEELSLLAQNKQSSKLAAKWPTKLVKNCFLPLREYFKYFSTELTSSLGGPSSGAPP
PSGGSPAGSPTSTEEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGSAPGTSTEPSELEDKKYSIGLAIGTNSVG
WAVITDEYKVPSKKFKVLGNTDRHSIKKNLIGALLFDSGETAEATRLKRTARRRYTRRKNRICYLQEIFSNEMAKVDDSFFHRLEES
FLVEEDKKHERHPIFGNIVDEVAYHEKYPTIYHLRKKLVDSTDKADLRLIYLALAHMIKFRGHFLIEGDLNPDNSDVDKLFIQLVQT



YNQLFEENPINASGVDAKAILSARLSKSRRLENLIAQLPGEKKNGLFGNLIALSLGLTPNFKSNFDLAEDAKLQLSKDTYDDDLDN
LLAQIGDQYADLFLAAKNLSDAILLSDILRVNTEITKAPLSASMIKRYDEHHQDLTLLKALVRQQLPEKYKEIFFDQSKNGYAGYID
GGASQEEFYKFIKPILEKMDGTEELLVKLNREDLLRKQRTFDNGSIPHQIHLGELHAILRRQEDFYPFLKDNREKIEKILTFRIPYYVG
PLARGNSRFAWMTRKSEETITPWNFEEVVDKGASAQSFIERMTNFDKNLPNEKVLPKHSLLYEYFTVYNELTKVKYVTEGMRKP
AFLSGEQKKAIVDLLFKTNRKVTVKQLKEDYFKKIECFDSVEISGVEDRFNASLGTYHDLLKIIKDKDFLDNEENEDILEDIVLTLTLFE
DREMIEERLKTYAHLFDDKVMKQLKRRRYTGWGRLSRKLINGIRDKQSGKTILDFLKSDGFANRNFMQLIHDDSLTFKEDIQKA
QVSGQGDSLHEHIANLAGSPAIKKGILQTVKVVDELVKVMGRHKPENIVIEMARENQTTQKGQKNSRERMKRIEEGIKELGSQIL
KEHPVENTQLQNEKLYLYYLQNGRDMYVDQELDINRLSDYDVDAIVPQSFLKDDSIDNKVLTRSDKNRGKSDNVPSEEVVKKM
KNYWRQLLNAKLITQRKFDNLTKAERGGLSELDKAGFIKRQLVETRQITKHVAQILDSRMNTKYDENDKLIREVKVITLKSKLVSD
FRKDFQFYKVREINNYHHAHDAYLNAVVGTALIKKYPKLESEFVYGDYKVYDVRKMIAKSEQEIGKATAKYFFYSNIMNFFKTEIT
LANGEIRKRPLIETNGETGEIVWDKGRDFATVRKVLSMPQVNIVKKTEVQTGGFSKESILPKRNSDKLIARKKDWDPKKYGGFDS
PTVAYSVLVVAKVEKGKSKKLKSVKELLGITIMERSSFEKNPIDFLEAKGYKEVKKDLIIKLPKYSLFELENGRKRMLASAGELQKGN
ELALPSKYVNFLYLASHYEKLKGSPEDNEQKQLFVEQHKHYLDEIEQISEFSKRVILADANLDKVLSAYNKHRDKPIREQAENIIHL
FTLTNLGAPAAFKYFDTTIDRKRYTSTKEVLDATLIHQSITGLYETRIDLSQLGGDSPKKKRKVGVDGSSGSETPGTSESATPESTGD
SVAFEDVAVNFTLEEWALLDPSQKNLYRDVMRETFRNLASVGKQWEDQNIEDPFKIPRRNISHIPERLCESKEGGQGEESADYK
DDDDKAPKKKRKVPKKKRKYV </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="117">
<INSDSeq>
<INSDSeq_length>6957 </INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..6957 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="g613">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>atgggtaccatgccaaaaaagaagagaaaggtaccgaagaaaaaaagaaaggtatacaatcacgatcaggagttcgacccc
cctaaggtgtacccaccagtgcctgcagagaagaggaagccaatccgggtgctgagcectgtttgatggcatcgccaccggcectgetggtgctgaaggatctg
ggcatccaggtggaccggtacatcgcctccgaggtgtgcgaggattctatcaccgtgggcatggtgcgccaccagggcaagatcatgtatgtgggcgacgt
gcggtccgtgacacagaagcacatccaggagtggggcccattcgatctggtgatcggcggcagceccctgtaatgacctgtccatcgtgaaccctgcaaggaa
gggactgtacgagggaaccggccggctgttctttgagttttatagactgctgcacgacgccaggcctaaggagggcgacgatagaccattcttttggctgttcg



agaatgtggtggctatgggcgtgagcgataagagggacatctccaggtttctggagtctaaccccgtgatgatcgatgcaaaggaggtgtccgcecgcacaca
gagccaggtatttctggggcaatctgccaggaatgaacaggccactggcaagcaccgtgaatgacaagctggagctgcaggagtgcctggagcacggaag
gatcgccaagttttccaaggtgcgcacaatcaccacacggagcaattccatcaagcagggcaaggatcagcacttccccgtgttcatgaacgagaaggaggac
atcctgtggtgtaccgagatggagagagtgttcggctttccagtgcactacacagacgtgtctaacatgagcaggctggcaaggcagcggctgctgggcaga
tcttggagcgtgcccgtgatcaggcacctgttcgeccctctgaaggagtattttgectgcgtgagcagcggcaactccaatgccaacagccggggceccctcettte
agctccggattggtgcctctgagcctgaggggctcccacatggcagcaatccccgecctggaccccgaggccgagcectagcatggacgtgatcctggtgggce
tctagcgagctgtcctctagegtgtctccaggaaccggaagggatctgatcgcatacgaggtgaaggccaatcagcggaacatcgaggacatctgtatctgct
gtggcagcctgcaggtgcacacacagcacccactgttcgagggaggaatctgcgcaccctgtaaggataagttcctggacgcecctgtttctgtacgacgatga
cggctaccagtcctattgctctatctgctgttccggcgagaccctgctgatctgcggcaatccagattgtacaaggtgctattgttttgagtgegtggactctctggt
gggaccaggcaccagcggaaaggtgcacgccatgtccaactgggtgtgctacctgtgcectgccatectctcgcagcggactgctgcagcggagaaggaagt
ggagatcccagctgaaggccttctatgatagggagtctgagaaccccctggagatgtttgagaccgtgccagtgtggecgccggeageccgtgagggtgctg
agcctgttcgaggatatcaagaaggagctgacatccctgggctttctggagtccggcetctgaccccggacagctgaagcacgtggtggatgtgaccgacaca
gtgcggaaggatgtggaggagtggggccctttcgacctggtgtacggagcaacccctccactgggacacacatgcgacagacccccttcttggtacctgttec
agtttcaccgcctgctgcagtatgcaaggccaaagccaggcagccctagaccattcttttggatgttcgtggataatctggtgctgaacaaggaggatctggac
gtggccagcaggtttctggagatggagccagtgaccatcccagacgtgcacggeggctccctgcagaatgecgtgegegtgtggtctaacatcecctgcecatea
gaagcaggcactgggcactggtgagcgaggaggagctgtccctgctggcccagaataagcagagcagcaagctggcecgccaagtggectacaaagctgg
tgaagaactgcttcctgccactgcgggagtacttcaagtatttttccaccgagctgacatctagcctgggaggaccctectctggegcecccaccacctageggeg
gctcccctgecggctctccaaccagcacagaggagggcaccagcgagtccgccacaccagagtctggacctggcaccagcacagagcecatccgagggctct
gccccaggctctectgcaggceagcecctacctccaccgaagagggcaccagcacagagccttctgagggcagegccccaggcacctctacagagccaagcga
gctcgaggacaagaagtacagcatcggcctggccatcggcaccaactctgtgggctgggcecgtgatcaccgacgagtacaaggtgcccagcaagaaattca
aggtgctgggcaacaccgaccggcacagcatcaagaagaacctgatcggagcecctgctgttcgacagcggcgaaacagccgaggcecacccggctgaaga
gaaccgccagaagaagatacaccagacggaagaaccggatctgctatctgcaagagatcttcagcaacgagatggccaaggtggacgacagcttcttccaca
gactggaagagtccttcctggtggaagaggataagaagcacgagcggcaccccatcttcggcaacatcgtggacgaggtggcctaccacgagaagtacccc
accatctaccacctgagaaagaaactggtggacagcaccgacaaggccgacctgcggctgatctatctggccctggcccacatgatcaagttccggggcecact
tcctgatcgagggcgacctgaaccccgacaacagcgacgtggacaagctgttcatccagctggtgcagacctacaaccagctgttcgaggaaaaccccatcaa
cgccagcggcegtggacgccaaggcecatcctgtctgccagactgagcaagagcagacggctggaaaatctgatcgceccagctgcccggcgagaagaagaat
ggcctgttcggcaacctgattgccctgagectgggcectgacccccaacttcaagagcaacttcgacctggccgaggatgccaaactgcagctgagcaaggaca
cctacgacgacgacctggacaacctgctggcccagatcggcgaccagtacgccgacctgtttctggccgccaagaacctgtccgacgccatcctgctgagcega
catcctgagagtgaacaccgagatcaccaaggcccccctgagegcctctatgatcaagagatacgacgagcaccaccaggacctgaccctgctgaaagctctc
gtgcggcagcagctgcctgagaagtacaaagagattttcttcgaccagagcaagaacggctacgccggctacattgacggcggagccagccaggaagagtt
ctacaagttcatcaagcccatcctggaaaagatggacggcaccgaggaactgctcgtgaagctgaacagagaggacctgctgcggaagcagcggaccttcg
acaacggcagcatcccccaccagatccacctgggagagctgcacgcecattctgcggcggcaggaagatttttacccattcctgaaggacaaccgggaaaagat
cgagaagatcctgaccttccgeatcccctactacgtgggcecctctggccaggggaaacagcagattcgcectggatgaccagaaagagcgaggaaaccatcac
cccctggaacttcgaggaagtggtggacaagggcgcttccgcccagagcttcatcgagcggatgaccaacttcgataagaacctgcccaacgagaaggtgct
gcccaagcacagcctgctgtacgagtacttcaccgtgtataacgagctgaccaaagtgaaatacgtgaccgagggaatgagaaagcccgcecttcctgagegg
cgagcagaaaaaggccatcgtggacctgctgttcaagaccaaccggaaagtgaccgtgaagcagctgaaagaggactacttcaagaaaatcgagtgcttcg
actccgtggaaatctccggcgtggaagatcggttcaacgcectccctgggcacataccacgatctgctgaaaattatcaaggacaaggacttcctggacaatgag
gaaaacgaggacattctggaagatatcgtgctgaccctgacactgtttgaggacagagagatgatcgaggaacggctgaaaacctatgcccacctgttcgac
gacaaagtgatgaagcagctgaagcggcggagatacaccggctggggcaggctgagccggaagctgatcaacggcatccgggacaagcagtccggcaa
gacaatcctggatttcctgaagtccgacggcttcgccaacagaaacttcatgcagctgatccacgacgacagectgacctttaaagaggacatccagaaagcecc
aggtgtccggccagggcgatagcectgcacgagcacattgccaatctggccggcagcecccgcecattaagaagggcatcctgcagacagtgaaggtggtggac
gagctcgtgaaagtgatgggccggcacaagcccgagaacatcgtgatcgaaatggccagagagaaccagaccacccagaagggacagaagaacagecg
cgagagaatgaagcggatcgaagagggcatcaaagagctgggcagccagatcctgaaagaacaccccgtggaaaacacccagctgcagaacgagaagct
gtacctgtactacctgcagaatgggcgggatatgtacgtggaccaggaactggacatcaaccggctgtccgactacgatgtggacgccatcgtgectcagagce
tttctgaaggacgactccatcgacaacaaggtgctgaccagaagcgacaagaaccggggcaagagcgacaacgtgccctccgaagaggtcgtgaagaaga
tgaagaactactggcggcagctgctgaacgccaagctgattacccagagaaagttcgacaatctgaccaaggccgagagaggcggcectgagcgaactggat
aaggccggcttcatcaagagacagctggtggaaacccggcagatcacaaagcacgtggcacagatcctggactcccggatgaacactaagtacgacgagaa
tgacaagctgatccgggaagtgaaagtgatcaccctgaagtccaagctggtgtccgatttccggaaggatttccagttttacaaagtgcgcgagatcaacaact
accaccacgcccacgacgcctacctgaacgcecgtcgtgggaaccgcecctgatcaaaaagtaccctaagctggaaagcgagttcgtgtacggcgactacaagg



tgtacgacgtgcggaagatgatcgccaagagcgagcaggaaatcggcaaggctaccgccaagtacttcttctacagcaacatcatgaactttttcaagaccga
gattaccctggccaacggcgagatccggaagcggcctctgatcgagacaaacggcgaaaccggggagatcgtgtgggataagggccgggattttgccacc
gtgcggaaagtgctgagcatgccccaagtgaatatcgtgaaaaagaccgaggtgcagacaggceggcttcagcaaagagtctatcctgcccaagaggaaca
gcgataagctgatcgccagaaagaaggactgggaccctaagaagtacggcggcttcgacagccccaccgtggcectattctgtgctggtggtggccaaagtg
gaaaagggcaagtccaagaaactgaagagtgtgaaagagctgctggggatcaccatcatggaaagaagcagcttcgagaagaatcccatcgactttctgga
agccaagggctacaaagaagtgaaaaaggacctgatcatcaagctgcctaagtactccctgttcgagctggaaaacggccggaagagaatgctggcectctgce
cggcgaactgcagaagggaaacgaactggccctgccctccaaatatgtgaacttcctgtacctggccagccactatgagaagctgaagggctcccccgagga
taatgagcagaaacagctgtttgtggaacagcacaagcactacctggacgagatcatcgagcagatcagcgagttctccaagagagtgatcctggccgacgct
aatctggacaaagtgctgtccgcctacaacaagcaccgggataagcccatcagagagcaggcecgagaatatcatccacctgtttaccctgaccaatctgggag
cccctgecgcecttcaagtactttgacaccaccatcgaccggaagaggtacaccagcaccaaagaggtgctggacgccaccctgatccaccagagcatcaccgg
cctgtacgagacacggatcgacctgtctcagctgggaggcgacagccccaagaagaagagaaaggtgggagtcgacggatccagcggctccgagacccc
aggcacatctgagagcgccacccctgagtccaccggtgactcegttgctttcgaggacgtggccgtgaacttcacacttgaggaatgggccttgctcgacccaa
gtcagaagaatctgtacagagacgtgatgcgggagacattcaggaatctcgccagtgtcggaaagcagtgggaagaccagaacatcgaagatcctttcaag
ataccacggcgcaatatctcccacattcctgagaggctgtgtgaatctaaggaaggcggacaaggtgaggaaagcgctgattacaaagatgatgacgataaa
gcccccaagaagaaaaggaaggtcccaaagaaaaaaagaaaggtgtga</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="118">
<INSDSeq>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_moltype>RNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
RNA </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g614">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>actgcctggctcactcctcc</INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="119">
<INSDSeq>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_moltype>RNA</INSDSeq_moltype>



<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other

RNA </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g615">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic

construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>tgcggaaaccttctagggtg </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="120">
<INSDSeq>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_moltype>RNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other

RNA </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g616">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic

construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>



<INSDSeq_sequence>aacctgatcctccagtccgg </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="121">
<INSDSeq>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_moltype>RNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
RNA </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="gq617">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>atcgtccgatggggctctgg </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="122">
<INSDSeq>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_moltype>RNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
RNA </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="gq618">



<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>ggtgtgggtgcttgacgcct</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="123">
<INSDSeq>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_moltype>RNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
RNA </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g619">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>caaatcctaactgggctgga</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="124">
<INSDSeq>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_moltype>RNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>



<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other

RNA </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g620">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic

construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>gggcgccgccgttcagttca</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="125">
<INSDSeq>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_moltype>RNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other

RNA </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g621">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic

construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>gcggaaaccttctagggtgt</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="126">
<INSDSeq>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_moltype>RNA</INSDSeq_moltype>



<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other

RNA </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g622">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic

construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>gtgtgggtgcttgacgcctg </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="127">
<INSDSeq>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_moltype>RNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other

RNA </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g623">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic

construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>



<INSDSeq_sequence>aggatcgtccgatggggctc</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="128">
<INSDSeq>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_moltype>RNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
RNA </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g624">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>agttcagggtctgagcctgg </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="129">
<INSDSeq>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_moltype>RNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
RNA </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g625">



<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>tcaagcacccacaccctaga</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="130">
<INSDSeq>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_moltype>RNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
RNA </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g626">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>tcagataggatcgtccgatg </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="131">
<INSDSeq>
<INSDSeq_length>18</INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..18 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>



<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="q627">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>gatggggctctggtggcg </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="132">
<INSDSeq>
<INSDSeq_length>176</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..176</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g628">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>SRPGERPFQCRICMRNFSRTDTLARHLRTHTGEKPFQCRICMRNFSRKTALNRHLKTHTGSQKPFQC
RICMRNFSRNESLKVHLRTHTGEKPFQCRICMRNFSVKNTLTRHLKTHTGSQKPFQCRICMRNFSRREHLVRHLRTHTGEKPFQ
CRICMRNFSLTHNLRRHLKTHLRGS </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="133">



<INSDSeq>

<INSDSeq_length>909 </INSDSeq_length>

<INSDSeq_moltype>AA</INSDSeq_moltype>

<INSDSeq_division>PAT </INSDSeq_division>

<INSDSeq_feature-table>

<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..909</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g629">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MGTMYNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYIASEVCEDSITVGM
VRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKEGDDRPFFWLFENV
VAMGVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKFSKVRTITTRSNSIKQ
GKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFACVSSGNSNANSRGP
SFSSGLVPLSLRGSHMGPMEIYKTVSAWKRQPVRVLSLFRNIDKVLKSLGFLESGSGSGGGTLKYVEDVTNVVRRDVEKWGPFD
LVYGSTQPLGSSCDRCPGWYMFQFHRILQYALPRQESQRPFFWIFMDNLLLTEDDQETTTRFLQTEAVTLQDVRGRDYQNAM
RVWSNIPGLKSKHAPLTPKEEEYLQAQVRSRSKLDAPKVDLLVKNCLLPLREYFKYFSQNSLPLGGPSSGAPPPSGGSPAGSPTST
EEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGSAPGTSTEPSEPKKKRKVSRPGERPFQCRICMRNFSRTDTL
ARHLRTHTGEKPFQCRICMRNFSRKTALNRHLKTHTGSQKPFQCRICMRNFSRNESLKVHLRTHTGEKPFQCRICMRNFSVKN
TLTRHLKTHTGSQKPFQCRICMRNFSRREHLVRHLRTHTGEKPFQCRICMRNFSLTHNLRRHLKTHLRGSPKKKRKVSGSETPGT
SESATPESTGRTLVTFKDVFVDFTREEWKLLDTAQQIVYRNVMLENYKNLVSLGYQLTKPDVILRLEKGEEPSADYKDDDDKA</1
NSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="134">
<INSDSeq>
<INSDSeq_length>923 </INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..923 </INSDFeature_location>
<INSDFeature_quals>



<INSDQualifier>
<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="gq630">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MGTMPKKKRKVPKKKRKVYNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYI
ASEVCEDSITVGMVRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKE
GDDRPFFWLFENVVAMGVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKF
SKVRTITTRSNSIKQGKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFAC
VSSGNSNANSRGPSFSSGLVPLSLRGSHMGPMEIYKTVSAWKRQPVRVLSLFRNIDKVLKSLGFLESGSGSGGGTLKYVEDVTN
VVRRDVEKWGPFDLVYGSTQPLGSSCDRCPGWYMFQFHRILQYALPRQESQRPFFWIFMDNLLLTEDDQETTTRFLQTEAVTL
QDVRGRDYQNAMRVWSNIPGLKSKHAPLTPKEEEYLQAQVRSRSKLDAPKVDLLVKNCLLPLREYFKYFSQNSLPLGGPSSGA
PPPSGGSPAGSPTSTEEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGSAPGTSTEPSESRPGERPFQCRICMR
NFSRTDTLARHLRTHTGEKPFQCRICMRNFSRKTALNRHLKTHTGSQKPFQCRICMRNFSRNESLKVHLRTHTGEKPFQCRICM
RNFSVKNTLTRHLKTHTGSQKPFQCRICMRNFSRREHLVRHLRTHTGEKPFQCRICMRNFSLTHNLRRHLKTHLRGSSGSETPG
TSESATPESTGRTLVTFKDVFVDFTREEWKLLDTAQQIVYRNVMLENYKNLVSLGYQLTKPDVILRLEKGEEPSADYKDDDDKAP
KKKRKVPKKKRKYV </INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="135">
<INSDSeq>
<INSDSeq_length>19</INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..19</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>unassigned
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="g632">

<INSDQualifier_name>note</INSDQualifier_name>



<INSDQualifier_value>mammalian target
sequence </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="gq631">

<INSDQualifier_name>organism</INSDQualifier_name>

<INSDQualifier_value>unidentified </INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>gcagaggccggagggggtc</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="136">
<INSDSeq>
<INSDSeq_length>179</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..179</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g633">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>SRPGERPFQCRICMRNFSDPSVLKRHLRTHTGEKPFQCRICMRNFSRTEHLARHLKTHTGGGGSQKP
FQCRICMRNFSQSPHLKRHLRTHTGEKPFQCRICMRNFSDQTTLRRHLKTHTGSQKPFQCRICMRNFSKHSNLTRHTRTHTGE
KPFQCRICMRNFSQMETLKRHLRTHLRGS </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="137">
<INSDSeq>
<INSDSeq_length>912</INSDSeq_length>



<INSDSeq_moltype>AA</INSDSeq_moltype>

<INSDSeq_division>PAT </INSDSeq_division>

<INSDSeq_feature-table>

<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..912</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g634">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MGTMYNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYIASEVCEDSITVGM
VRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKEGDDRPFFWLFENV
VAMGVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKFSKVRTITTRSNSIKQ
GKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFACVSSGNSNANSRGP
SFSSGLVPLSLRGSHMGPMEIYKTVSAWKRQPVRVLSLFRNIDKVLKSLGFLESGSGSGGGTLKYVEDVTNVVRRDVEKWGPFD
LVYGSTQPLGSSCDRCPGWYMFQFHRILQYALPRQESQRPFFWIFMDNLLLTEDDQETTTRFLQTEAVTLQDVRGRDYQNAM
RVWSNIPGLKSKHAPLTPKEEEYLQAQVRSRSKLDAPKVDLLVKNCLLPLREYFKYFSQNSLPLGGPSSGAPPPSGGSPAGSPTST
EEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGSAPGTSTEPSEPKKKRKVSRPGERPFQCRICMRNFSDPSV
LKRHLRTHTGEKPFQCRICMRNFSRTEHLARHLKTHTGGGGSQKPFQCRICMRNFSQSPHLKRHLRTHTGEKPFQCRICMRNF
SDQTTLRRHLKTHTGSQKPFQCRICMRNFSKHSNLTRHTRTHTGEKPFQCRICMRNFSQMETLKRHLRTHLRGSPKKKRKVSG
SETPGTSESATPESTGRTLVTFKDVFVDFTREEWKLLDTAQQIVYRNVMLENYKNLVSLGYQLTKPDVILRLEKGEEPSADYKDDD
DKA</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="138">
<INSDSeq>
<INSDSeq_length>926 </INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..926 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>



<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g635">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MGTMPKKKRKVPKKKRKVYNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYI
ASEVCEDSITVGMVRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKE
GDDRPFFWLFENVVAMGVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKF
SKVRTITTRSNSIKQGKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFAC
VSSGNSNANSRGPSFSSGLVPLSLRGSHMGPMEIYKTVSAWKRQPVRVLSLFRNIDKVLKSLGFLESGSGSGGGTLKYVEDVTN
VVRRDVEKWGPFDLVYGSTQPLGSSCDRCPGWYMFQFHRILQYALPRQESQRPFFWIFMDNLLLTEDDQETTTRFLQTEAVTL
QDVRGRDYQNAMRVWSNIPGLKSKHAPLTPKEEEYLQAQVRSRSKLDAPKVDLLVKNCLLPLREYFKYFSQNSLPLGGPSSGA
PPPSGGSPAGSPTSTEEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGSAPGTSTEPSESRPGERPFQCRICMR
NFSDPSVLKRHLRTHTGEKPFQCRICMRNFSRTEHLARHLKTHTGGGGSQKPFQCRICMRNFSQSPHLKRHLRTHTGEKPFQC
RICMRNFSDQTTLRRHLKTHTGSQKPFQCRICMRNFSKHSNLTRHTRTHTGEKPFQCRICMRNFSQMETLKRHLRTHLRGSSG
SETPGTSESATPESTGRTLVTFKDVFVDFTREEWKLLDTAQQIVYRNVMLENYKNLVSLGYQLTKPDVILRLEKGEEPSADYKDDD
DKAPKKKRKVPKKKRKYV </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="139">
<INSDSeq>
<INSDSeq_length>18</INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..18 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>unassigned
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="g637">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>mammalian target
sequence </INSDQualifier_value>



</INSDQualifier>
<INSDQualifier id="g636">

<INSDQualifier_name>organism</INSDQualifier_name>

<INSDQualifier_value>unidentified </INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>ggtggggaggactgtgca</INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="140">
<INSDSeq>
<INSDSeq_length>176</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..176</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g638">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>SRPGERPFQCRICMRNFSQSTTLKRHLRTHTGEKPFQCRICMRNFSGAHGLAGHLKTHTGSQKPFQC
RICMRNFSDQTNLRRHLRTHTGEKPFQCRICMRNFSRQDNLQRHLKTHTGSQKPFQCRICMRNFSKGDHLRRHTRTHTGEKP
FQCRICMRNFSEAHHLSRHLRTHLRGS </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="141">
<INSDSeq>
<INSDSeq_length>909 </INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>



<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..909 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="gq639">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MGTMYNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYIASEVCEDSITVGM
VRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKEGDDRPFFWLFENV
VAMGVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKFSKVRTITTRSNSIKQ
GKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFACVSSGNSNANSRGP
SFSSGLVPLSLRGSHMGPMEIYKTVSAWKRQPVRVLSLFRNIDKVLKSLGFLESGSGSGGGTLKYVEDVTNVVRRDVEKWGPFD
LVYGSTQPLGSSCDRCPGWYMFQFHRILQYALPRQESQRPFFWIFMDNLLLTEDDQETTTRFLQTEAVTLQDVRGRDYQNAM
RVWSNIPGLKSKHAPLTPKEEEYLQAQVRSRSKLDAPKVDLLVKNCLLPLREYFKYFSQNSLPLGGPSSGAPPPSGGSPAGSPTST
EEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGSAPGTSTEPSEPKKKRKVSRPGERPFQCRICMRNFSQSTTL
KRHLRTHTGEKPFQCRICMRNFSGAHGLAGHLKTHTGSQKPFQCRICMRNFSDQTNLRRHLRTHTGEKPFQCRICMRNFSRQ
DNLQRHLKTHTGSQKPFQCRICMRNFSKGDHLRRHTRTHTGEKPFQCRICMRNFSEAHHLSRHLRTHLRGSPKKKRKVSGSET
PGTSESATPESTGRTLVTFKDVFVDFTREEWKLLDTAQQIVYRNVMLENYKNLVSLGYQLTKPDVILRLEKGEEPSADYKDDDDK
A</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="142">
<INSDSeq>
<INSDSeq_length>923 </INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..923 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>



<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="gq640">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MGTMPKKKRKVPKKKRKVYNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYI
ASEVCEDSITVGMVRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKE
GDDRPFFWLFENVVAMGVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKF
SKVRTITTRSNSIKQGKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFAC
VSSGNSNANSRGPSFSSGLVPLSLRGSHMGPMEIYKTVSAWKRQPVRVLSLFRNIDKVLKSLGFLESGSGSGGGTLKYVEDVTN
VVRRDVEKWGPFDLVYGSTQPLGSSCDRCPGWYMFQFHRILQYALPRQESQRPFFWIFMDNLLLTEDDQETTTRFLQTEAVTL
QDVRGRDYQNAMRVWSNIPGLKSKHAPLTPKEEEYLQAQVRSRSKLDAPKVDLLVKNCLLPLREYFKYFSQNSLPLGGPSSGA
PPPSGGSPAGSPTSTEEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGSAPGTSTEPSESRPGERPFQCRICMR
NFSQSTTLKRHLRTHTGEKPFQCRICMRNFSGAHGLAGHLKTHTGSQKPFQCRICMRNFSDQTNLRRHLRTHTGEKPFQCRIC
MRNFSRQDNLQRHLKTHTGSQKPFQCRICMRNFSKGDHLRRHTRTHTGEKPFQCRICMRNFSEAHHLSRHLRTHLRGSSGSE
TPGTSESATPESTGRTLVTFKDVFVDFTREEWKLLDTAQQIVYRNVMLENYKNLVSLGYQLTKPDVILRLEKGEEPSADYKDDDD
KAPKKKRKVPKKKRKYV </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="143">
<INSDSeq>
<INSDSeq_length>19</INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..19</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>unassigned
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="g642">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>mammalian target
sequence </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="gq641">



<INSDQualifier_name>organism</INSDQualifier_name>

<INSDQualifier_value>unidentified </INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>gcaggaggacgaggacggc</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="144">
<INSDSeq>
<INSDSeq_length>179</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..179</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q643">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>SRPGERPFQCRICMRNFSTPSKLDRHTRTHTGEKPFQCRICMRNFSLAENLRRHLRTHTGSQKPFQC
RICMRNFSRQDNLGRHLRTHTGEKPFQCRICMRNFSDGGNLGRHLKTHTGGGGSQKPFQCRICMRNFSQSPHLKRHLRTHT
GEKPFQCRICMRNFSQSTSLQRHLKTHLRGS </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="145">
<INSDSeq>
<INSDSeq_length>912</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>



<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..912</INSDFeature_location>
<INSDFeature_quals>

<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q644">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MGTMYNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYIASEVCEDSITVGM
VRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKEGDDRPFFWLFENV
VAMGVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKFSKVRTITTRSNSIKQ
GKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFACVSSGNSNANSRGP
SFSSGLVPLSLRGSHMGPMEIYKTVSAWKRQPVRVLSLFRNIDKVLKSLGFLESGSGSGGGTLKYVEDVTNVVRRDVEKWGPFD
LVYGSTQPLGSSCDRCPGWYMFQFHRILQYALPRQESQRPFFWIFMDNLLLTEDDQETTTRFLQTEAVTLQDVRGRDYQNAM
RVWSNIPGLKSKHAPLTPKEEEYLQAQVRSRSKLDAPKVDLLVKNCLLPLREYFKYFSQNSLPLGGPSSGAPPPSGGSPAGSPTST
EEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGSAPGTSTEPSEPKKKRKVSRPGERPFQCRICMRNFSTPSKL
DRHTRTHTGEKPFQCRICMRNFSLAENLRRHLRTHTGSQKPFQCRICMRNFSRQDNLGRHLRTHTGEKPFQCRICMRNFSDG
GNLGRHLKTHTGGGGSQKPFQCRICMRNFSQSPHLKRHLRTHTGEKPFQCRICMRNFSQSTSLQRHLKTHLRGSPKKKRKVSG
SETPGTSESATPESTGRTLVTFKDVFVDFTREEWKLLDTAQQIVYRNVMLENYKNLVSLGYQLTKPDVILRLEKGEEPSADYKDDD
DKA</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="146">
<INSDSeq>
<INSDSeq_length>926 </INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..926 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>



<INSDQualifier id="q645">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MGTMPKKKRKVPKKKRKVYNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYI
ASEVCEDSITVGMVRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKE
GDDRPFFWLFENVVAMGVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKF
SKVRTITTRSNSIKQGKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFAC
VSSGNSNANSRGPSFSSGLVPLSLRGSHMGPMEIYKTVSAWKRQPVRVLSLFRNIDKVLKSLGFLESGSGSGGGTLKYVEDVTN
VVRRDVEKWGPFDLVYGSTQPLGSSCDRCPGWYMFQFHRILQYALPRQESQRPFFWIFMDNLLLTEDDQETTTRFLQTEAVTL
QDVRGRDYQNAMRVWSNIPGLKSKHAPLTPKEEEYLQAQVRSRSKLDAPKVDLLVKNCLLPLREYFKYFSQNSLPLGGPSSGA
PPPSGGSPAGSPTSTEEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGSAPGTSTEPSESRPGERPFQCRICMR
NFSTPSKLDRHTRTHTGEKPFQCRICMRNFSLAENLRRHLRTHTGSQKPFQCRICMRNFSRQDNLGRHLRTHTGEKPFQCRIC
MRNFSDGGNLGRHLKTHTGGGGSQKPFQCRICMRNFSQSPHLKRHLRTHTGEKPFQCRICMRNFSQSTSLQRHLKTHLRGSS
GSETPGTSESATPESTGRTLVTFKDVFVDFTREEWKLLDTAQQIVYRNVMLENYKNLVSLGYQLTKPDVILRLEKGEEPSADYKDD
DDKAPKKKRKVPKKKRKYV </INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="147">
<INSDSeq>
<INSDSeq_length>19</INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..19</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>unassigned
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="q647">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>mammalian target
sequence </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q646">

<INSDQualifier_name>organism</INSDQualifier_name>



<INSDQualifier_value>unidentified </INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>gcaggaggacgaggacggc</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="148">
<INSDSeq>
<INSDSeq_length>179</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..179</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q648">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>SRPGERPFQCRICMRNFSERAKLIRHLRTHTGEKPFQCRICMRNFSDPSNLRRHLKTHTGSQKPFQCR
ICMRNFSRQDNLGRHLRTHTGEKPFQCRICMRNFSDQGNLGRHLKTHTGGGGSQKPFQCRICMRNFSQSAHLKRHLRTHTG
EKPFQCRICMRNFSQDVSLVRHLKTHLRGS </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="149">
<INSDSeq>
<INSDSeq_length>912</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..912</INSDFeature_location>



<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q649">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MGTMYNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYIASEVCEDSITVGM
VRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKEGDDRPFFWLFENV
VAMGVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKFSKVRTITTRSNSIKQ
GKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFACVSSGNSNANSRGP
SFSSGLVPLSLRGSHMGPMEIYKTVSAWKRQPVRVLSLFRNIDKVLKSLGFLESGSGSGGGTLKYVEDVTNVVRRDVEKWGPFD
LVYGSTQPLGSSCDRCPGWYMFQFHRILQYALPRQESQRPFFWIFMDNLLLTEDDQETTTRFLQTEAVTLQDVRGRDYQNAM
RVWSNIPGLKSKHAPLTPKEEEYLQAQVRSRSKLDAPKVDLLVKNCLLPLREYFKYFSQNSLPLGGPSSGAPPPSGGSPAGSPTST
EEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGSAPGTSTEPSEPKKKRKVSRPGERPFQCRICMRNFSERAKL
IRHLRTHTGEKPFQCRICMRNFSDPSNLRRHLKTHTGSQKPFQCRICMRNFSRQDNLGRHLRTHTGEKPFQCRICMRNFSDQG
NLGRHLKTHTGGGGSQKPFQCRICMRNFSQSAHLKRHLRTHTGEKPFQCRICMRNFSQDVSLVRHLKTHLRGSPKKKRKVSGS
ETPGTSESATPESTGRTLVTFKDVFVDFTREEWKLLDTAQQIVYRNVMLENYKNLVSLGYQLTKPDVILRLEKGEEPSADYKDDD
DKA</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="150">
<INSDSeq>
<INSDSeq_length>926 </INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..926 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>protein</INSDQualifier_value>

</INSDQualifier>
<INSDQualifier id="g650">



<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MGTMPKKKRKVPKKKRKVYNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYI
ASEVCEDSITVGMVRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKE
GDDRPFFWLFENVVAMGVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKF
SKVRTITTRSNSIKQGKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFAC
VSSGNSNANSRGPSFSSGLVPLSLRGSHMGPMEIYKTVSAWKRQPVRVLSLFRNIDKVLKSLGFLESGSGSGGGTLKYVEDVTN
VVRRDVEKWGPFDLVYGSTQPLGSSCDRCPGWYMFQFHRILQYALPRQESQRPFFWIFMDNLLLTEDDQETTTRFLQTEAVTL
QDVRGRDYQNAMRVWSNIPGLKSKHAPLTPKEEEYLQAQVRSRSKLDAPKVDLLVKNCLLPLREYFKYFSQNSLPLGGPSSGA
PPPSGGSPAGSPTSTEEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGSAPGTSTEPSESRPGERPFQCRICMR
NFSERAKLIRHLRTHTGEKPFQCRICMRNFSDPSNLRRHLKTHTGSQKPFQCRICMRNFSRQDNLGRHLRTHTGEKPFQCRICM
RNFSDQGNLGRHLKTHTGGGGSQKPFQCRICMRNFSQSAHLKRHLRTHTGEKPFQCRICMRNFSQDVSLVRHLKTHLRGSSG
SETPGTSESATPESTGRTLVTFKDVFVDFTREEWKLLDTAQQIVYRNVMLENYKNLVSLGYQLTKPDVILRLEKGEEPSADYKDDD
DKAPKKKRKVPKKKRKYV </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="151">
<INSDSeq>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>unassigned
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="g652">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>mammalian target
sequence </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g651">

<INSDQualifier_name>organism</INSDQualifier_name>

<INSDQualifier_value>unidentified </INSDQualifier_value>



</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>ggcggaagtgctgcctgata</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="152">
<INSDSeq>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>unassigned
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="q654" >

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>mammalian target
sequence </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g653">

<INSDQualifier_name>organism</INSDQualifier_name>

<INSDQualifier_value>unidentified </INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>gcaacaccgcctagaccgac</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="153">
<INSDSeq>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>



<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>unassigned
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="g656">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>mammalian target
sequence </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g655">

<INSDQualifier_name>organism</INSDQualifier_name>

<INSDQualifier_value>unidentified </INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>ggaggttcagaaagcctaag </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="154">
<INSDSeq>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>unassigned
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="g658">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>mammalian target
sequence </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g657">



<INSDQualifier_name>organism</INSDQualifier_name>

<INSDQualifier_value>unidentified </INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>gcagcactagagtcccctca</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="155">
<INSDSeq>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>unassigned
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="g660">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>mammalian target
sequence </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g659">

<INSDQualifier_name>organism</INSDQualifier_name>

<INSDQualifier_value>unidentified </INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>gaacaactcgtgactggggt</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="156">
<INSDSeq>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>



<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>unassigned
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="g662">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>mammalian target
sequence </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g661">

<INSDQualifier_name>organism</INSDQualifier_name>

<INSDQualifier_value>unidentified </INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>gggagaggaggacaagcgcc</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="157">
<INSDSeq>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>unassigned
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="gq664">

<INSDQualifier_name>note</INSDQualifier_name>



<INSDQualifier_value>mammalian target
sequence </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g663">

<INSDQualifier_name>organism</INSDQualifier_name>

<INSDQualifier_value>unidentified </INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>ggacccaccgacaccacgcc</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="158">
<INSDSeq>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>unassigned
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="g666">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>mammalian target
sequence </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g665">

<INSDQualifier_name>organism</INSDQualifier_name>

<INSDQualifier_value>unidentified </INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>

</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>cgcgggaaaatgcaagacga</INSDSeq_sequence>

</INSDSeq>
</SequenceData>



<SequenceData sequencelDNumber="159">
<INSDSeq>
<INSDSeq_length>69</INSDSeq_length>
<INSDSeq_moltype>RNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..69</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
RNA </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="gq667">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>taatacgactcactataaggggcgctcgagcaggttcagaaggagatcaaaaacccccaaggatcaaac</INSDSeq_se
quence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="160">
<INSDSeq>
<INSDSeq_length>2326</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..2326 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g668">

<INSDQualifier_name>organism</INSDQualifier_name>



<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MPKKKRKVPKKKRKVYNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYIASE
VCEDSITVGMVRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKEGD
DRPFFWLFENVVAMGVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKFSKV
RTITTRSNSIKQGKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFACVSS
GNSNANSRGPSFSSGLVPLSLRGSHMAAIPALDPEAEPSMDVILVGSSELSSSVSPGTGRDLIAYEVKANQRNIEDICICCGSLQV
HTQHPLFEGGICAPCKDKFLDALFLYDDDGYQSYCSICCSGETLLICGNPDCTRCYCFECVDSLVGPGTSGKVHAMSNWVCYLC
LPSSRSGLLQRRRKWRSQLKAFYDRESENPLEMFETVPVWRRQPVRVLSLFEDIKKELTSLGFLESGSDPGQLKHVVDVTDTVRK
DVEEWGPFDLVYGATPPLGHTCDRPPSWYLFQFHRLLQYARPKPGSPRPFFWMFVDNLVLNKEDLDVASRFLEMEPVTIPDVH
GGSLQNAVRVWSNIPAIRSRHWALVSEEELSLLAQNKQSSKLAAKWPTKLVKNCFLPLREYFKYFSTELTSSLGGPSSGAPPPSG
GSPAGSPTSTEEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGSAPGTSTEPSELEDKKYSIGLAIGTNSVGWA
VITDEYKVPSKKFKVLGNTDRHSIKKNLIGALLFDSGETAEATRLKRTARRRYTRRKNRICYLQEIFSNEMAKVDDSFFHRLEESFLV
EEDKKHERHPIFGNIVDEVAYHEKYPTIYHLRKKLVDSTDKADLRLIYLALAHMIKFRGHFLIEGDLNPDNSDVDKLFIQLVQTYN
QLFEENPINASGVDAKAILSARLSKSRRLENLIAQLPGEKKNGLFGNLIALSLGLTPNFKSNFDLAEDAKLQLSKDTYDDDLDNLL
AQIGDQYADLFLAAKNLSDAILLSDILRVNTEITKAPLSASMIKRYDEHHQDLTLLKALVRQQLPEKYKEIFFDQSKNGYAGYIDG
GASQEEFYKFIKPILEKMDGTEELLVKLNREDLLRKQRTFDNGSIPHQIHLGELHAILRRQEDFYPFLKDNREKIEKILTFRIPYYVGPL
ARGNSRFAWMTRKSEETITPWNFEEVVDKGASAQSFIERMTNFDKNLPNEKVLPKHSLLYEYFTVYNELTKVKYVTEGMRKPAF
LSGEQKKAIVDLLFKTNRKVTVKQLKEDYFKKIECFDSVEISGVEDRFNASLGTYHDLLKIIKDKDFLDNEENEDILEDIVLTLTLFED
REMIEERLKTYAHLFDDKVMKQLKRRRYTGWGRLSRKLINGIRDKQSGKTILDFLKSDGFANRNFMQLIHDDSLTFKEDIQKAQ
VSGQGDSLHEHIANLAGSPAIKKGILQTVKVVDELVKVMGRHKPENIVIEMARENQTTQKGQKNSRERMKRIEEGIKELGSQILK
EHPVENTQLQNEKLYLYYLQNGRDMYVDQELDINRLSDYDVDAIVPQSFLKDDSIDNKVLTRSDKNRGKSDNVPSEEVVKKMK
NYWRQLLNAKLITQRKFDNLTKAERGGLSELDKAGFIKRQLVETRQITKHVAQILDSRMNTKYDENDKLIREVKVITLKSKLVSDF
RKDFQFYKVREINNYHHAHDAYLNAVVGTALIKKYPKLESEFVYGDYKVYDVRKMIAKSEQEIGKATAKYFFYSNIMNFFKTEITL
ANGEIRKRPLIETNGETGEIVWDKGRDFATVRKVLSMPQVNIVKKTEVQTGGFSKESILPKRNSDKLIARKKDWDPKKYGGFDSP
TVAYSVLVVAKVEKGKSKKLKSVKELLGITIMERSSFEKNPIDFLEAKGYKEVKKDLIIKLPKYSLFELENGRKRMLASAGELQKGNEL
ALPSKYVNFLYLASHYEKLKGSPEDNEQKQLFVEQHKHYLDEIEQISEFSKRVILADANLDKVLSAYNKHRDKPIREQAENIIHLFT
LTNLGAPAAFKYFDTTIDRKRYTSTKEVLDATLIHQSITGLYETRIDLSQLGGDSPKKKRKVGVDGSSGSETPGTSESATPESTGMN
NSQGRVTFEDVTVNFTQGEWQRLNPEQRNLYRDVMLENYSNLVSVGQGETTKPDVILRLEQGKEPWLEEEEVLGSGRAEKNG
DIGGQIWKPKDVKESLSAPKKKRKVPKKKRKV </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="161">
<INSDSeq>
<INSDSeq_length>6981</INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..6981</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>



<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="gq669">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>atgccaaaaaagaagagaaaggtaccgaagaaaaaaagaaaggtatacaatcacgatcaggagttcgacccccctaaggtg
tacccaccagtgcctgcagagaagaggaagccaatccgggtgctgagcectgtttgatggcatcgccaccggcectgctggtgctgaaggatctgggceatccag
gtggaccggtacatcgcctccgaggtgtgcgaggattctatcaccgtgggcatggtgcgccaccagggcaagatcatgtatgtgggcgacgtgecggtecgtg
acacagaagcacatccaggagtggggcccattcgatctggtgatcggcggcagcccctgtaatgacctgtccatcgtgaaccctgcaaggaagggactgtac
gagggaaccggccggctgttctttgagttttatagactgctgcacgacgccaggcctaaggagggcgacgatagaccattcttttggctgttcgagaatgtggt
ggctatgggcgtgagcgataagagggacatctccaggtttctggagtctaaccccgtgatgatcgatgcaaaggaggtgtccgccgcacacagagcecaggt
atttctggggcaatctgccaggaatgaacaggccactggcaagcaccgtgaatgacaagctggagctgcaggagtgcctggagcacggaaggatcgccaa
gttttccaaggtgcgcacaatcaccacacggagcaattccatcaagcagggcaaggatcagcacttccccgtgttcatgaacgagaaggaggacatcctgtgg
tgtaccgagatggagagagtgttcggctttccagtgcactacacagacgtgtctaacatgagcaggctggcaaggcagcggctgctgggcagatcttggagce
gtgcccgtgatcaggcacctgttcgeccctctgaaggagtattttgcctgcgtgagcagcggcaactccaatgccaacagccggggceccctctttcagctccgg
attggtgcctctgagcctgaggggctcccacatggcagcaatccccgecctggaccccgaggccgagcectagcatggacgtgatcctggtgggctctagega
gctgtcctctagcgtgtctccaggaaccggaagggatctgatcgcatacgaggtgaaggccaatcagcggaacatcgaggacatctgtatctgctgtggcagce
ctgcaggtgcacacacagcacccactgttcgagggaggaatctgcgcaccctgtaaggataagttcctggacgcecctgtttctgtacgacgatgacggctacca
gtcctattgctctatctgctgttccggcgagaccctgctgatctgcggcaatccagattgtacaaggtgctattgttttgagtgcgtggactctctggtgggaccag
gcaccagcggaaaggtgcacgccatgtccaactgggtgtgctacctgtgcctgccatcctctcgcagecggactgctgcagcggagaaggaagtggagatccc
agctgaaggccttctatgatagggagtctgagaaccccctggagatgtttgagaccgtgccagtgtggcgccggcagcccgtgagggtgctgagectgttcg
aggatatcaagaaggagctgacatccctgggctttctggagtccggctctgaccccggacagctgaagcacgtggtggatgtgaccgacacagtgcggaag
gatgtggaggagtggggccctttcgacctggtgtacggagcaacccctccactgggacacacatgcgacagacccccttcttggtacctgttccagtttcaccgce
ctgctgcagtatgcaaggccaaagccaggcagccctagaccattcttttggatgttcgtggataatctggtgctgaacaaggaggatctggacgtggccagca
ggtttctggagatggagccagtgaccatcccagacgtgcacggcggctccctgcagaatgccgtgegegtgtggtctaacatccctgccatcagaagcaggce
actgggcactggtgagcgaggaggagctgtccctgctggcccagaataagcagagcagcaagctggcecgccaagtggcectacaaagctggtgaagaactg
cttcctgccactgcgggagtacttcaagtatttttccaccgagctgacatctagecctgggaggaccctcctctggcgcecccaccacctagecggcggctcccctgec
ggctctccaaccagcacagaggagggcaccagcgagtccgccacaccagagtctggacctggcaccagcacagagccatccgagggctctgcecccaggctc
tcctgcaggcagccctacctccaccgaagagggcaccagcacagagccttctgagggcagegccccaggcacctctacagagccaagcgagctcgaggaca
agaagtacagcatcggcctggccatcggcaccaactctgtgggctgggecgtgatcaccgacgagtacaaggtgcccagcaagaaattcaaggtgctgggce
aacaccgaccggcacagcatcaagaagaacctgatcggagccctgctgttcgacagcggcgaaacagccgaggccacccggctgaagagaaccgccagaa
gaagatacaccagacggaagaaccggatctgctatctgcaagagatcttcagcaacgagatggccaaggtggacgacagcttcttccacagactggaagagt
ccttcctggtggaagaggataagaagcacgagcggcaccccatcttcggcaacatcgtggacgaggtggcectaccacgagaagtaccccaccatctaccacct
gagaaagaaactggtggacagcaccgacaaggccgacctgcggctgatctatctggccctggeccacatgatcaagttccggggcecacttcctgatcgaggg
cgacctgaaccccgacaacagcgacgtggacaagctgttcatccagctggtgcagacctacaaccagctgttcgaggaaaaccccatcaacgccagcggcegt
ggacgccaaggccatcctgtctgccagactgagcaagagcagacggctggaaaatctgatcgcccagctgcccggcgagaagaagaatggcectgttcggcea
acctgattgccctgagcectgggcectgacccccaacttcaagagcaacttcgacctggccgaggatgccaaactgcagctgagcaaggacacctacgacgacg
acctggacaacctgctggcccagatcggcgaccagtacgccgacctgtttctggeccgccaagaacctgtccgacgcecatectgctgagcgacatcctgagagt
gaacaccgagatcaccaaggcccccctgagcegcectctatgatcaagagatacgacgagcaccaccaggacctgaccctgctgaaagctctcgtgcggcagea
gctgcctgagaagtacaaagagattttcttcgaccagagcaagaacggctacgccggctacattgacggcggagccagccaggaagagttctacaagttcate



aagcccatcctggaaaagatggacggcaccgaggaactgctcgtgaagctgaacagagaggacctgctgcggaagcagcggaccttcgacaacggcagce
atcccccaccagatccacctgggagagctgcacgccattctgcggcggcaggaagatttttacccattcctgaaggacaaccgggaaaagatcgagaagatcec
tgaccttccgcatcccctactacgtgggcecctctggccaggggaaacagcagattcgectggatgaccagaaagagcgaggaaaccatcaccccctggaactt
cgaggaagtggtggacaagggcgcttccgcccagagcttcatcgagcggatgaccaacttcgataagaacctgcccaacgagaaggtgctgcccaagcaca
gcctgctgtacgagtacttcaccgtgtataacgagctgaccaaagtgaaatacgtgaccgagggaatgagaaagcccgcecttcctgagcggcgagcagaaaa
aggccatcgtggacctgctgttcaagaccaaccggaaagtgaccgtgaagcagctgaaagaggactacttcaagaaaatcgagtgcttcgactccgtggaaa
tctccggegtggaagatcggttcaacgectccctgggceacataccacgatctgctgaaaattatcaaggacaaggacttcctggacaatgaggaaaacgagga
cattctggaagatatcgtgctgaccctgacactgtttgaggacagagagatgatcgaggaacggctgaaaacctatgcccacctgttcgacgacaaagtgatg
aagcagctgaagcggcggagatacaccggctggggcaggctgagccggaagctgatcaacggcatccgggacaagcagtccggcaagacaatcctggat
ttcctgaagtccgacggcttcgccaacagaaacttcatgcagctgatccacgacgacagectgacctttaaagaggacatccagaaagcccaggtgtccggceca
gggcgatagcctgcacgagcacattgccaatctggccggcagecccgccattaagaagggcatcctgcagacagtgaaggtggtggacgagctcgtgaaa
gtgatgggccggcacaagcccgagaacatcgtgatcgaaatggccagagagaaccagaccacccagaagggacagaagaacagccgcgagagaatgaa
gcggatcgaagagggcatcaaagagctgggcagccagatcctgaaagaacaccccgtggaaaacacccagctgcagaacgagaagctgtacctgtactac
ctgcagaatgggcgggatatgtacgtggaccaggaactggacatcaaccggctgtccgactacgatgtggacgccatcgtgectcagagctttctgaaggac
gactccatcgacaacaaggtgctgaccagaagcgacaagaaccggggcaagagcgacaacgtgccctccgaagaggtcgtgaagaagatgaagaactact
ggcggcagctgctgaacgccaagctgattacccagagaaagttcgacaatctgaccaaggccgagagaggcggcctgagcgaactggataaggccggctt
catcaagagacagctggtggaaacccggcagatcacaaagcacgtggcacagatcctggactcccggatgaacactaagtacgacgagaatgacaagctga
tccgggaagtgaaagtgatcaccctgaagtccaagctggtgtccgatttccggaaggatttccagttttacaaagtgcgcgagatcaacaactaccaccacgcec
cacgacgcctacctgaacgccgtcgtgggaaccgcecctgatcaaaaagtaccctaagctggaaagcgagttcgtgtacggcgactacaaggtgtacgacgtg
cggaagatgatcgccaagagcgagcaggaaatcggcaaggctaccgccaagtacttcttctacagcaacatcatgaactttttcaagaccgagattaccctggce
caacggcgagatccggaagcggcctctgatcgagacaaacggcgaaaccggggagatcgtgtgggataagggccgggattttgccaccgtgcggaaagt
gctgagcatgccccaagtgaatatcgtgaaaaagaccgaggtgcagacaggcggcttcagcaaagagtctatcctgcccaagaggaacagcgataagctga
tcgccagaaagaaggactgggaccctaagaagtacggcggcttcgacagccccaccgtggcectattctgtgctggtggtggccaaagtggaaaagggcaag
tccaagaaactgaagagtgtgaaagagctgctggggatcaccatcatggaaagaagcagcttcgagaagaatcccatcgactttctggaagccaagggctac
aaagaagtgaaaaaggacctgatcatcaagctgcctaagtactccctgttcgagctggaaaacggccggaagagaatgctggcectctgccggcgaactgcag
aagggaaacgaactggccctgccctccaaatatgtgaacttcctgtacctggccagccactatgagaagctgaagggctcccccgaggataatgagcagaaac
agctgtttgtggaacagcacaagcactacctggacgagatcatcgagcagatcagcgagttctccaagagagtgatcctggccgacgctaatctggacaaagt
gctgtccgcctacaacaagcaccgggataagcccatcagagagcaggccgagaatatcatccacctgtttaccctgaccaatctgggagceccctgecgccttca
agtactttgacaccaccatcgaccggaagaggtacaccagcaccaaagaggtgctggacgccaccctgatccaccagagcatcaccggcectgtacgagacac
ggatcgacctgtctcagctgggaggcgacagccccaagaagaagagaaaggtgggagtcgacggatccagcggctccgagaccccaggcacatctgaga
gcgccacccctgagtccaccggtatgaacaattcacaggggagagtgacattcgaagacgtgaccgtgaacttcacccagggagaatggcagcegcttgaacc
cagaacaaaggaacctctatcgggacgtgatgctggaaaactactcaaatttggtgagcgttgggcagggtgagaccactaagcctgacgtgatcctgagatt
ggaacagggcaaggagccttggctcgaggaagaggaagtcctgggctcagggagggccgagaaaaacggtgatataggaggccagatatggaagcecta
aggacgtcaaggagagcctgagcgctcccaagaagaaaaggaaggtcccaaagaaaaaaagaaaggtgtga </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="162">
<INSDSeq>
<INSDSeq_length>2306</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..2306 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>



<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="gq670">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MPKKKRKVPKKKRKVYNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYIASE
VCEDSITVGMVRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKEGD
DRPFFWLFENVVAMGVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKFSKV
RTITTRSNSIKQGKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFACVSS
GNSNANSRGPSFSSGLVPLSLRGSHMAAIPALDPEAEPSMDVILVGSSELSSSVSPGTGRDLIAYEVKANQRNIEDICICCGSLQV
HTQHPLFEGGICAPCKDKFLDALFLYDDDGYQSYCSICCSGETLLICGNPDCTRCYCFECVDSLVGPGTSGKVHAMSNWVCYLC
LPSSRSGLLQRRRKWRSQLKAFYDRESENPLEMFETVPVWRRQPVRVLSLFEDIKKELTSLGFLESGSDPGQLKHVVDVTDTVRK
DVEEWGPFDLVYGATPPLGHTCDRPPSWYLFQFHRLLQYARPKPGSPRPFFWMFVDNLVLNKEDLDVASRFLEMEPVTIPDVH
GGSLQNAVRVWSNIPAIRSRHWALVSEEELSLLAQNKQSSKLAAKWPTKLVKNCFLPLREYFKYFSTELTSSLGGPSSGAPPPSG
GSPAGSPTSTEEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGSAPGTSTEPSELEDKKYSIGLAIGTNSVGWA
VITDEYKVPSKKFKVLGNTDRHSIKKNLIGALLFDSGETAEATRLKRTARRRYTRRKNRICYLQEIFSNEMAKVDDSFFHRLEESFLV
EEDKKHERHPIFGNIVDEVAYHEKYPTIYHLRKKLYDSTDKADLRLIYLALAHMIKFRGHFLIEGDLNPDNSDVDKLFIQLVQTYN
QLFEENPINASGVDAKAILSARLSKSRRLENLIAQLPGEKKNGLFGNLIALSLGLTPNFKSNFDLAEDAKLQLSKDTYDDDLDNLL
AQIGDQYADLFLAAKNLSDAILLSDILRVNTEITKAPLSASMIKRYDEHHQDLTLLKALVRQQLPEKYKEIFFDQSKNGYAGYIDG
GASQEEFYKFIKPILEKMDGTEELLVKLNREDLLRKQRTFDNGSIPHQIHLGELHAILRRQEDFYPFLKDNREKIEKILTFRIPYYVGPL
ARGNSRFAWMTRKSEETITPWNFEEVVDKGASAQSFIERMTNFDKNLPNEKVLPKHSLLYEYFTVYNELTKVKYVTEGMRKPAF
LSGEQKKAIVDLLFKTNRKVTVKQLKEDYFKKIECFDSVEISGVEDRFNASLGTYHDLLKIIKDKDFLDNEENEDILEDIVLTLTLFED
REMIEERLKTYAHLFDDKVMKQLKRRRYTGWGRLSRKLINGIRDKQSGKTILDFLKSDGFANRNFMQLIHDDSLTFKEDIQKAQ
VSGQGDSLHEHIANLAGSPAIKKGILQTVKVVDELVKVMGRHKPENIVIEMARENQTTQKGQKNSRERMKRIEEGIKELGSQILK
EHPVENTQLQNEKLYLYYLQNGRDMYVDQELDINRLSDYDVDAIVPQSFLKDDSIDNKVLTRSDKNRGKSDNVPSEEVVKKMK
NYWRQLLNAKLITQRKFDNLTKAERGGLSELDKAGFIKRQLVETRQITKHVAQILDSRMNTKYDENDKLIREVKVITLKSKLVSDF
RKDFQFYKVREINNYHHAHDAYLNAVVGTALIKKYPKLESEFVYGDYKVYDVRKMIAKSEQEIGKATAKYFFYSNIMNFFKTEITL
ANGEIRKRPLIETNGETGEIVWDKGRDFATVRKVLSMPQVNIVKKTEVQTGGFSKESILPKRNSDKLIARKKDWDPKKYGGFDSP
TVAYSVLVVAKVEKGKSKKLKSVKELLGITIMERSSFEKNPIDFLEAKGYKEVKKDLIIKLPKYSLFELENGRKRMLASAGELQKGNEL
ALPSKYVNFLYLASHYEKLKGSPEDNEQKQLFVEQHKHYLDEIEQISEFSKRVILADANLDKVLSAYNKHRDKPIREQAENIIHLFT
LTNLGAPAAFKYFDTTIDRKRYTSTKEVLDATLIHQSITGLYETRIDLSQLGGDSPKKKRKVGVDGSSGSETPGTSESATPESTGDSV
AFEDVAVNFTLEEWALLDPSQKNLYRDVMRETFRNLASVGKQWEDQNIEDPFKIPRRNISHIPERLCESKEGGQGEESAPKKKR
KVPKKKRKV </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="163">
<INSDSeq>

<INSDSeq_length>6921</INSDSeq_length>

<INSDSeq_moltype>DNA</INSDSeq_moltype>

<INSDSeq_division>PAT </INSDSeq_division>

<INSDSeq_feature-table>



<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..6921</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="gq671">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>atgccaaaaaagaagagaaaggtaccgaagaaaaaaagaaaggtatacaatcacgatcaggagttcgacccccctaaggtg
tacccaccagtgcctgcagagaagaggaagccaatccgggtgctgagcectgtttgatggcatcgccaccggcectgctggtgctgaaggatctgggceatccag
gtggaccggtacatcgcctccgaggtgtgcgaggattctatcaccgtgggceatggtgcgccaccagggcaagatcatgtatgtgggcgacgtgeggtecgtg
acacagaagcacatccaggagtggggcccattcgatctggtgatcggcggcagcccctgtaatgacctgtccatcgtgaaccctgcaaggaagggactgtac
gagggaaccggccggctgttctttgagttttatagactgctgcacgacgccaggcctaaggagggcgacgatagaccattcttttggctgttcgagaatgtggt
ggctatgggcgtgagcgataagagggacatctccaggtttctggagtctaaccccgtgatgatcgatgcaaaggaggtgtccgccgcacacagagcecaggt
atttctggggcaatctgccaggaatgaacaggccactggcaagcaccgtgaatgacaagctggagctgcaggagtgcctggagcacggaaggatcgccaa
gttttccaaggtgcgcacaatcaccacacggagcaattccatcaagcagggcaaggatcagcacttccccgtgttcatgaacgagaaggaggacatcctgtgg
tgtaccgagatggagagagtgttcggctttccagtgcactacacagacgtgtctaacatgagcaggctggcaaggcagcggctgctgggcagatcttggagce
gtgcccgtgatcaggcacctgttcgeccctctgaaggagtattttgcctgcgtgagcagcggcaactccaatgccaacagccggggceccctctttcagctccgg
attggtgcctctgagcctgaggggctcccacatggcagcaatccccgecctggaccccgaggccgagcectagcatggacgtgatcctggtgggctctagega
gctgtcctctagcgtgtctccaggaaccggaagggatctgatcgcatacgaggtgaaggccaatcagcggaacatcgaggacatctgtatctgctgtggcagce
ctgcaggtgcacacacagcacccactgttcgagggaggaatctgcgcaccctgtaaggataagttcctggacgcecctgtttctgtacgacgatgacggctacca
gtcctattgctctatctgctgttccggcgagaccctgctgatctgcggcaatccagattgtacaaggtgctattgttttgagtgcgtggactctctggtgggaccag
gcaccagcggaaaggtgcacgccatgtccaactgggtgtgctacctgtgcctgcecatcctctcgcagecggactgctgcagcggagaaggaagtggagatccc
agctgaaggccttctatgatagggagtctgagaaccccctggagatgtttgagaccgtgccagtgtggcgccggcagcccgtgagggtgctgagectgttcg
aggatatcaagaaggagctgacatccctgggctttctggagtccggctctgaccccggacagctgaagcacgtggtggatgtgaccgacacagtgcggaag
gatgtggaggagtggggccctttcgacctggtgtacggagcaacccctccactgggacacacatgcgacagacccccttcttggtacctgttccagtttcaccgce
ctgctgcagtatgcaaggccaaagccaggcagccctagaccattcttttggatgttcgtggataatctggtgctgaacaaggaggatctggacgtggccagca
ggtttctggagatggagccagtgaccatcccagacgtgcacggcggctccctgcagaatgccgtgegegtgtggtctaacatccctgccatcagaagcaggce
actgggcactggtgagcgaggaggagctgtccctgctggcccagaataagcagagcagcaagctggcecgccaagtggcectacaaagctggtgaagaactg
cttcctgccactgcgggagtacttcaagtatttttccaccgagctgacatctagectgggaggaccctcctctggcgcecccaccacctagecggceggcteccctgec
ggctctccaaccagcacagaggagggcaccagcgagtccgccacaccagagtctggacctggcaccagcacagagccatccgagggctctgecccaggctc
tcctgcaggcagccctacctccaccgaagagggcaccagcacagagccttctgagggcagegccccaggcacctctacagagccaagcgagctcgaggaca
agaagtacagcatcggcctggccatcggcaccaactctgtgggctgggecgtgatcaccgacgagtacaaggtgcccagcaagaaattcaaggtgctgggce
aacaccgaccggcacagcatcaagaagaacctgatcggagccctgctgttcgacagcggcgaaacagccgaggccacccggctgaagagaaccgccagaa
gaagatacaccagacggaagaaccggatctgctatctgcaagagatcttcagcaacgagatggccaaggtggacgacagcttcttccacagactggaagagt
ccttcctggtggaagaggataagaagcacgagcggcaccccatcttcggcaacatcgtggacgaggtggcectaccacgagaagtaccccaccatctaccacct
gagaaagaaactggtggacagcaccgacaaggccgacctgcggctgatctatctggccctggeccacatgatcaagttccggggcecacttcctgatcgaggg



cgacctgaaccccgacaacagcgacgtggacaagctgttcatccagctggtgcagacctacaaccagctgttcgaggaaaaccccatcaacgccagcggcegt
ggacgccaaggccatcctgtctgccagactgagcaagagcagacggctggaaaatctgatcgcccagctgcccggcgagaagaagaatggcectgttcggcea
acctgattgccctgagcectgggcectgacccccaacttcaagagcaacttcgacctggccgaggatgccaaactgcagctgagcaaggacacctacgacgacg
acctggacaacctgctggcccagatcggcgaccagtacgccgacctgtttctggccgccaagaacctgtccgacgccatectgctgagcgacatcctgagagt
gaacaccgagatcaccaaggcccccctgagcegcectctatgatcaagagatacgacgagcaccaccaggacctgaccctgctgaaagctctcgtgcggcagcea
gctgcctgagaagtacaaagagattttcttcgaccagagcaagaacggctacgccggctacattgacggcggagccagccaggaagagttctacaagttcate
aagcccatcctggaaaagatggacggcaccgaggaactgctcgtgaagctgaacagagaggacctgctgcggaagcagcggaccttcgacaacggcagce
atcccccaccagatccacctgggagagctgcacgccattctgcggcggcaggaagatttttacccattcctgaaggacaaccgggaaaagatcgagaagatcec
tgaccttccgcatcccctactacgtgggcecctctggccaggggaaacagcagattcgectggatgaccagaaagagcgaggaaaccatcaccccctggaactt
cgaggaagtggtggacaagggcgcttccgcccagagcttcatcgagcggatgaccaacttcgataagaacctgcccaacgagaaggtgctgcccaagcaca
gcctgctgtacgagtacttcaccgtgtataacgagctgaccaaagtgaaatacgtgaccgagggaatgagaaagcccgcecttcctgagcggcgagcagaaaa
aggccatcgtggacctgctgttcaagaccaaccggaaagtgaccgtgaagcagctgaaagaggactacttcaagaaaatcgagtgcttcgactccgtggaaa
tctccggegtggaagatcggttcaacgcctccctgggceacataccacgatctgctgaaaattatcaaggacaaggacttcctggacaatgaggaaaacgagga
cattctggaagatatcgtgctgaccctgacactgtttgaggacagagagatgatcgaggaacggctgaaaacctatgcccacctgttcgacgacaaagtgatg
aagcagctgaagcggcggagatacaccggctggggcaggctgagccggaagctgatcaacggcatccgggacaagcagtccggcaagacaatcctggat
ttcctgaagtccgacggcttcgccaacagaaacttcatgcagctgatccacgacgacagectgacctttaaagaggacatccagaaagcccaggtgtccggceca
gggcgatagcctgcacgagcacattgccaatctggccggcagecccgccattaagaagggcatcctgcagacagtgaaggtggtggacgagctcgtgaaa
gtgatgggccggcacaagcccgagaacatcgtgatcgaaatggccagagagaaccagaccacccagaagggacagaagaacagccgcgagagaatgaa
gcggatcgaagagggcatcaaagagctgggcagccagatcctgaaagaacaccccgtggaaaacacccagctgcagaacgagaagctgtacctgtactac
ctgcagaatgggcgggatatgtacgtggaccaggaactggacatcaaccggctgtccgactacgatgtggacgccatcgtgectcagagctttctgaaggac
gactccatcgacaacaaggtgctgaccagaagcgacaagaaccggggcaagagcgacaacgtgccctccgaagaggtcgtgaagaagatgaagaactact
ggcggcagctgctgaacgccaagctgattacccagagaaagttcgacaatctgaccaaggccgagagaggcggcctgagcgaactggataaggccggctt
catcaagagacagctggtggaaacccggcagatcacaaagcacgtggcacagatcctggactcccggatgaacactaagtacgacgagaatgacaagctga
tccgggaagtgaaagtgatcaccctgaagtccaagctggtgtccgatttccggaaggatttccagttttacaaagtgcgcgagatcaacaactaccaccacgcec
cacgacgcctacctgaacgccgtcgtgggaaccgcecctgatcaaaaagtaccctaagctggaaagcgagttcgtgtacggcgactacaaggtgtacgacgtg
cggaagatgatcgccaagagcgagcaggaaatcggcaaggctaccgccaagtacttcttctacagcaacatcatgaactttttcaagaccgagattaccctggc
caacggcgagatccggaagcggcctctgatcgagacaaacggcgaaaccggggagatcgtgtgggataagggccgggattttgccaccgtgcggaaagt
gctgagcatgccccaagtgaatatcgtgaaaaagaccgaggtgcagacaggcggcttcagcaaagagtctatcctgcccaagaggaacagcgataagctga
tcgccagaaagaaggactgggaccctaagaagtacggcggcttcgacagccccaccgtggcectattctgtgctggtggtggccaaagtggaaaagggcaag
tccaagaaactgaagagtgtgaaagagctgctggggatcaccatcatggaaagaagcagcttcgagaagaatcccatcgactttctggaagccaagggctac
aaagaagtgaaaaaggacctgatcatcaagctgcctaagtactccctgttcgagctggaaaacggccggaagagaatgctggcectctgccggcgaactgcag
aagggaaacgaactggccctgccctccaaatatgtgaacttcctgtacctggccagccactatgagaagctgaagggctcccccgaggataatgagcagaaac
agctgtttgtggaacagcacaagcactacctggacgagatcatcgagcagatcagcgagttctccaagagagtgatcctggccgacgctaatctggacaaagt
gctgtccgcectacaacaagcaccgggataagcccatcagagagcaggccgagaatatcatccacctgtttaccctgaccaatctgggagceccctgecgccttca
agtactttgacaccaccatcgaccggaagaggtacaccagcaccaaagaggtgctggacgccaccctgatccaccagagcatcaccggcectgtacgagacac
ggatcgacctgtctcagctgggaggcgacagccccaagaagaagagaaaggtgggagtcgacggatccagcggctccgagaccccaggcacatctgaga
gcgccacccctgagtccaccggtgactccgttgctttcgaggacgtggecgtgaacttcacacttgaggaatgggcecttgctcgacccaagtcagaagaatctg
tacagagacgtgatgcgggagacattcaggaatctcgccagtgtcggaaagcagtgggaagaccagaacatcgaagatcctttcaagataccacggcgcaa
tatctcccacattcctgagaggctgtgtgaatctaaggaaggcggacaaggtgaggaaagcgctcccaagaagaaaaggaaggtcccaaagaaaaaaaga
aaggtgtga</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="164">
<INSDSeq>

<INSDSeq_length>2286</INSDSeq_length>

<INSDSeq_moltype>AA</INSDSeq_moltype>

<INSDSeq_division>PAT </INSDSeq_division>

<INSDSeq_feature-table>

<INSDFeature>



<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..2286 </INSDFeature_location>
<INSDFeature_quals>

<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q672">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MPKKKRKVPKKKRKVYNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYIASE
VCEDSITVGMVRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKEGD
DRPFFWLFENVVAMGVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKFSKV
RTITTRSNSIKQGKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFACVSS
GNSNANSRGPSFSSGLVPLSLRGSHMAAIPALDPEAEPSMDVILVGSSELSSSVSPGTGRDLIAYEVKANQRNIEDICICCGSLQV
HTQHPLFEGGICAPCKDKFLDALFLYDDDGYQSYCSICCSGETLLICGNPDCTRCYCFECVDSLVGPGTSGKVHAMSNWVCYLC
LPSSRSGLLQRRRKWRSQLKAFYDRESENPLEMFETVPVWRRQPVRVLSLFEDIKKELTSLGFLESGSDPGQLKHVVDVTDTVRK
DVEEWGPFDLVYGATPPLGHTCDRPPSWYLFQFHRLLQYARPKPGSPRPFFWMFVDNLVLNKEDLDVASRFLEMEPVTIPDVH
GGSLQNAVRVWSNIPAIRSRHWALVSEEELSLLAQNKQSSKLAAKWPTKLVKNCFLPLREYFKYFSTELTSSLGGPSSGAPPPSG
GSPAGSPTSTEEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGSAPGTSTEPSELEDKKYSIGLAIGTNSVGWA
VITDEYKVPSKKFKVLGNTDRHSIKKNLIGALLFDSGETAEATRLKRTARRRYTRRKNRICYLQEIFSNEMAKVDDSFFHRLEESFLV
EEDKKHERHPIFGNIVDEVAYHEKYPTIYHLRKKLYDSTDKADLRLIYLALAHMIKFRGHFLIEGDLNPDNSDVDKLFIQLVQTYN
QLFEENPINASGVDAKAILSARLSKSRRLENLIAQLPGEKKNGLFGNLIALSLGLTPNFKSNFDLAEDAKLQLSKDTYDDDLDNLL
AQIGDQYADLFLAAKNLSDAILLSDILRVNTEITKAPLSASMIKRYDEHHQDLTLLKALVRQQLPEKYKEIFFDQSKNGYAGYIDG
GASQEEFYKFIKPILEKMDGTEELLVKLNREDLLRKQRTFDNGSIPHQIHLGELHAILRRQEDFYPFLKDNREKIEKILTFRIPYYVGPL
ARGNSRFAWMTRKSEETITPWNFEEVVDKGASAQSFIERMTNFDKNLPNEKVLPKHSLLYEYFTVYNELTKVKYVTEGMRKPAF
LSGEQKKAIVDLLFKTNRKVTVKQLKEDYFKKIECFDSVEISGVEDRFNASLGTYHDLLKIIKDKDFLDNEENEDILEDIVLTLTLFED
REMIEERLKTYAHLFDDKVMKQLKRRRYTGWGRLSRKLINGIRDKQSGKTILDFLKSDGFANRNFMQLIHDDSLTFKEDIQKAQ
VSGQGDSLHEHIANLAGSPAIKKGILQTVKVVDELVKVMGRHKPENIVIEMARENQTTQKGQKNSRERMKRIEEGIKELGSQILK
EHPVENTQLQNEKLYLYYLQNGRDMYVDQELDINRLSDYDVDAIVPQSFLKDDSIDNKVLTRSDKNRGKSDNVPSEEVVKKMK
NYWRQLLNAKLITQRKFDNLTKAERGGLSELDKAGFIKRQLVETRQITKHVAQILDSRMNTKYDENDKLIREVKVITLKSKLVSDF
RKDFQFYKVREINNYHHAHDAYLNAVVGTALIKKYPKLESEFVYGDYKVYDVRKMIAKSEQEIGKATAKYFFYSNIMNFFKTEITL
ANGEIRKRPLIETNGETGEIVWDKGRDFATVRKVLSMPQVNIVKKTEVQTGGFSKESILPKRNSDKLIARKKDWDPKKYGGFDSP
TVAYSVLVVAKVEKGKSKKLKSVKELLGITIMERSSFEKNPIDFLEAKGYKEVKKDLIIKLPKYSLFELENGRKRMLASAGELQKGNEL
ALPSKYVNFLYLASHYEKLKGSPEDNEQKQLFVEQHKHYLDEIIEQISEFSKRVILADANLDKVLSAYNKHRDKPIREQAENIIHLFT
LTNLGAPAAFKYFDTTIDRKRYTSTKEVLDATLIHQSITGLYETRIDLSQLGGDSPKKKRKVGVDGSSGSETPGTSESATPESRTLVT
FKDVFVDFTREEWKLLDTAQQIVYRNVMLENYKNLVSLGYQLTKPDVILRLEKGEEPSAPKKKRKVPKKKRKY </INSDSeq_seq
uence>
</INSDSeq>
</SequenceData>



<SequenceData sequencelDNumber="165">
<INSDSeq>

<INSDSeq_length>6861</INSDSeq_length>

<INSDSeq_moltype>DNA</INSDSeq_moltype>

<INSDSeq_division>PAT </INSDSeq_division>

<INSDSeq_feature-table>

<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..6861</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="g673">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>atgccaaaaaagaagagaaaggtaccgaagaaaaaaagaaaggtatacaatcacgatcaggagttcgacccccctaaggtg
tacccaccagtgcctgcagagaagaggaagccaatccgggtgctgagcectgtttgatggcatcgccaccggcectgctggtgctgaaggatctgggceatccag
gtggaccggtacatcgcctccgaggtgtgcgaggattctatcaccgtgggcatggtgcgccaccagggcaagatcatgtatgtgggcgacgtgeggtecgtg
acacagaagcacatccaggagtggggcccattcgatctggtgatcggcggcagcccctgtaatgacctgtccatcgtgaaccctgcaaggaagggactgtac
gagggaaccggccggctgttctttgagttttatagactgctgcacgacgccaggcctaaggagggcgacgatagaccattcttttggctgttcgagaatgtggt
ggctatgggcgtgagcgataagagggacatctccaggtttctggagtctaaccccgtgatgatcgatgcaaaggaggtgtccgccgcacacagagcecaggt
atttctggggcaatctgccaggaatgaacaggccactggcaagcaccgtgaatgacaagctggagctgcaggagtgcctggagcacggaaggatcgccaa
gttttccaaggtgcgcacaatcaccacacggagcaattccatcaagcagggcaaggatcagcacttccccgtgttcatgaacgagaaggaggacatcctgtgg
tgtaccgagatggagagagtgttcggctttccagtgcactacacagacgtgtctaacatgagcaggctggcaaggcagcggctgctgggcagatcttggagce
gtgcccgtgatcaggcacctgttcgeccctctgaaggagtattttgcctgcgtgagcagcggcaactccaatgccaacagccggggceccctctttcagctccgg
attggtgcctctgagcctgaggggctcccacatggcagcaatccccgecctggaccccgaggccgagcectagcatggacgtgatcctggtgggctctagega
gctgtcctctagcgtgtctccaggaaccggaagggatctgatcgcatacgaggtgaaggccaatcagcggaacatcgaggacatctgtatctgctgtggcagce
ctgcaggtgcacacacagcacccactgttcgagggaggaatctgcgcaccctgtaaggataagttcctggacgcecctgtttctgtacgacgatgacggctacca
gtcctattgctctatctgctgttccggcgagaccctgctgatctgcggcaatccagattgtacaaggtgctattgttttgagtgcgtggactctctggtgggaccag
gcaccagcggaaaggtgcacgccatgtccaactgggtgtgctacctgtgcctgccatcctctcgcagecggactgctgcagcggagaaggaagtggagatccc
agctgaaggccttctatgatagggagtctgagaaccccctggagatgtttgagaccgtgccagtgtggcgccggcagcccgtgagggtgctgagectgttcg
aggatatcaagaaggagctgacatccctgggctttctggagtccggctctgaccccggacagctgaagcacgtggtggatgtgaccgacacagtgcggaag
gatgtggaggagtggggccctttcgacctggtgtacggagcaacccctccactgggacacacatgcgacagacccccttcttggtacctgttccagtttcaccgce
ctgctgcagtatgcaaggccaaagccaggcagccctagaccattcttttggatgttcgtggataatctggtgctgaacaaggaggatctggacgtggccagca
ggtttctggagatggagccagtgaccatcccagacgtgcacggcggctccctgcagaatgccgtgegegtgtggtctaacatccctgccatcagaagcaggce
actgggcactggtgagcgaggaggagctgtccctgctggcccagaataagcagagcagcaagctggcecgccaagtggcectacaaagctggtgaagaactg
cttcctgccactgcgggagtacttcaagtatttttccaccgagctgacatctagecctgggaggaccctcctctggcgcecccaccacctagecggeggctecectgec
ggctctccaaccagcacagaggagggcaccagcgagtccgccacaccagagtctggacctggcaccagcacagagccatccgagggctctgecccaggctc



tcctgcaggcagccctacctccaccgaagagggcaccagcacagagccttctgagggcagegccccaggcacctctacagagccaagcgagctcgaggaca
agaagtacagcatcggcctggccatcggcaccaactctgtgggctgggecgtgatcaccgacgagtacaaggtgcccagcaagaaattcaaggtgctgggce
aacaccgaccggcacagcatcaagaagaacctgatcggagccctgctgttcgacagcggcgaaacagccgaggccacccggctgaagagaaccgccagaa
gaagatacaccagacggaagaaccggatctgctatctgcaagagatcttcagcaacgagatggccaaggtggacgacagcttcttccacagactggaagagt
ccttcctggtggaagaggataagaagcacgagcggcaccccatcttcggcaacatcgtggacgaggtggcectaccacgagaagtaccccaccatctaccacct
gagaaagaaactggtggacagcaccgacaaggccgacctgcggctgatctatctggccctggceccacatgatcaagttccggggcecacttcctgatcgaggg
cgacctgaaccccgacaacagcgacgtggacaagctgttcatccagctggtgcagacctacaaccagctgttcgaggaaaaccccatcaacgccagcggcegt

ggacgccaaggccatcctgtctgccagactgagcaagagcagacggctggaaaatctgatcgcccagctgcccggcgagaagaagaatggcectgttcggcea
acctgattgccctgagcectgggcectgacccccaacttcaagagcaacttcgacctggccgaggatgccaaactgcagctgagcaaggacacctacgacgacg

acctggacaacctgctggcccagatcggcgaccagtacgccgacctgtttctggccgccaagaacctgtccgacgccatectgctgagcgacatcctgagagt

gaacaccgagatcaccaaggcccccctgagcegcectctatgatcaagagatacgacgagcaccaccaggacctgaccctgctgaaagctctcgtgcggcagcea
gctgcctgagaagtacaaagagattttcttcgaccagagcaagaacggctacgccggctacattgacggcggagccagccaggaagagttctacaagttcate
aagcccatcctggaaaagatggacggcaccgaggaactgctcgtgaagctgaacagagaggacctgctgcggaagcagcggaccttcgacaacggcagce

atcccccaccagatccacctgggagagctgcacgccattctgcggcggcaggaagatttttacccattcctgaaggacaaccgggaaaagatcgagaagatec
tgaccttccgcatcccctactacgtgggcecctctggccaggggaaacagcagattcgectggatgaccagaaagagcgaggaaaccatcaccccctggaactt
cgaggaagtggtggacaagggcgcttccgcccagagcttcatcgagcggatgaccaacttcgataagaacctgcccaacgagaaggtgctgcccaagcaca
gcctgctgtacgagtacttcaccgtgtataacgagctgaccaaagtgaaatacgtgaccgagggaatgagaaagcccgcecttcctgagcggcgagcagaaaa
aggccatcgtggacctgctgttcaagaccaaccggaaagtgaccgtgaagcagctgaaagaggactacttcaagaaaatcgagtgcttcgactccgtggaaa
tctccggegtggaagatcggttcaacgectccctgggceacataccacgatctgctgaaaattatcaaggacaaggacttcctggacaatgaggaaaacgagga
cattctggaagatatcgtgctgaccctgacactgtttgaggacagagagatgatcgaggaacggctgaaaacctatgcccacctgttcgacgacaaagtgatg

aagcagctgaagcggcggagatacaccggctggggcaggctgagccggaagctgatcaacggcatccgggacaagcagtccggcaagacaatcctggat
ttcctgaagtccgacggcttcgccaacagaaacttcatgcagctgatccacgacgacagectgacctttaaagaggacatccagaaagcccaggtgtccggceca
gggcgatagcctgcacgagcacattgccaatctggccggcagecccgccattaagaagggcatcctgcagacagtgaaggtggtggacgagctcgtgaaa

gtgatgggccggcacaagcccgagaacatcgtgatcgaaatggccagagagaaccagaccacccagaagggacagaagaacagccgcgagagaatgaa
gcggatcgaagagggcatcaaagagctgggcagccagatcctgaaagaacaccccgtggaaaacacccagctgcagaacgagaagctgtacctgtactac

ctgcagaatgggcgggatatgtacgtggaccaggaactggacatcaaccggctgtccgactacgatgtggacgccatcgtgcctcagagctttctgaaggac
gactccatcgacaacaaggtgctgaccagaagcgacaagaaccggggcaagagcgacaacgtgccctccgaagaggtcgtgaagaagatgaagaactact
ggcggcagctgctgaacgccaagctgattacccagagaaagttcgacaatctgaccaaggccgagagaggcggcectgagcgaactggataaggccggctt
catcaagagacagctggtggaaacccggcagatcacaaagcacgtggcacagatcctggactcccggatgaacactaagtacgacgagaatgacaagctga
tccgggaagtgaaagtgatcaccctgaagtccaagctggtgtccgatttccggaaggatttccagttttacaaagtgcgcgagatcaacaactaccaccacgcec
cacgacgcctacctgaacgccgtcgtgggaaccgcecctgatcaaaaagtaccctaagctggaaagcgagttcgtgtacggcgactacaaggtgtacgacgtg
cggaagatgatcgccaagagcgagcaggaaatcggcaaggctaccgccaagtacttcttctacagcaacatcatgaactttttcaagaccgagattaccctggce
caacggcgagatccggaagcggcctctgatcgagacaaacggcgaaaccggggagatcgtgtgggataagggccgggattttgccaccgtgcggaaagt
gctgagcatgccccaagtgaatatcgtgaaaaagaccgaggtgcagacaggcggcttcagcaaagagtctatcctgcccaagaggaacagcgataagctga
tcgccagaaagaaggactgggaccctaagaagtacggcggcttcgacagccccaccgtggcectattctgtgctggtggtggccaaagtggaaaagggcaag
tccaagaaactgaagagtgtgaaagagctgctggggatcaccatcatggaaagaagcagcttcgagaagaatcccatcgactttctggaagccaagggctac
aaagaagtgaaaaaggacctgatcatcaagctgcctaagtactccctgttcgagctggaaaacggccggaagagaatgctggcectctgccggcgaactgcag
aagggaaacgaactggccctgccctccaaatatgtgaacttcctgtacctggccagccactatgagaagctgaagggctcccccgaggataatgagcagaaac
agctgtttgtggaacagcacaagcactacctggacgagatcatcgagcagatcagcgagttctccaagagagtgatcctggccgacgctaatctggacaaagt
gctgtccgcctacaacaagcaccgggataagcccatcagagagcaggccgagaatatcatccacctgtttaccctgaccaatctgggagceccctgecgccttca
agtactttgacaccaccatcgaccggaagaggtacaccagcaccaaagaggtgctggacgccaccctgatccaccagagcatcaccggcectgtacgagacac
ggatcgacctgtctcagctgggaggcgacagccccaagaagaagagaaaggtgggagtcgacggatccagcggctccgagaccccaggcacatctgaga
gcgccacccctgagtcccggaccctggtgaccttcaaggatgtatttgtggacttcaccagggaggagtggaagctgctggacactgctcagcagatcgtgta
cagaaatgtgatgctggagaactataagaacctggtttccttgggttatcagcttactaagccagatgtgatcctccggttggagaagggagaagagcccagce
gctccaaaaaagaagagaaaggtaccgaagaaaaaaagaaaggtctga</INSDSeq_sequence>

</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="166">
<INSDSeq>



<INSDSeq_length>2266</INSDSeq_length>

<INSDSeq_moltype>AA</INSDSeq_moltype>

<INSDSeq_division>PAT </INSDSeq_division>

<INSDSeq_feature-table>

<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..2266 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="gq674">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MSPKKKRKVNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYIASEVCEDSITV
GMVRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKEGDDRPFFWLF
ENVVAMGVSDKRDISRFLESNPVYMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKFSKVRTITTRSNS
IKQGKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFACVSSGNSNANSR
GPSFSSGLVPLSLRGSHMAAIPALDPEAEPSMDVILVGSSELSSSVSPGTGRDLIAYEVKANQRNIEDICICCGSLQVHTQHPLFE
GGICAPCKDKFLDALFLYDDDGYQSYCSICCSGETLLICGNPDCTRCYCFECVDSLVGPGTSGKVHAMSNWVCYLCLPSSRSGLL
QRRRKWRSQLKAFYDRESENPLEMFETVPVWRRQPVRVLSLFEDIKKELTSLGFLESGSDPGQLKHVVDVTDTVRKDVEEWGPF
DLVYGATPPLGHTCDRPPSWYLFQFHRLLQYARPKPGSPRPFFWMFVDNLVLNKEDLDVASRFLEMEPVTIPDVHGGSLQNAV
RVWSNIPAIRSRHWALVSEEELSLLAQNKQSSKLAAKWPTKLVKNCFLPLREYFKYFSTELTSSLGGPSSGAPPPSGGSPAGSPTS
TEEGTSESATPESGPGTSTEPSEGSAPGSPAGSPTSTEEGTSTEPSEGSAPGTSTEPSELEDKKYSIGLAIGTNSVGWAVITDEYKVPS
KKFKVLGNTDRHSIKKNLIGALLFDSGETAEATRLKRTARRRYTRRKNRICYLQEIFSNEMAKVDDSFFHRLEESFLVEEDKKHERH
PIFGNIVDEVAYHEKYPTIYHLRKKLYDSTDKADLRLIYLALAHMIKFRGHFLIEGDLNPDNSDVDKLFIQLVQTYNQLFEENPINA
SGVDAKAILSARLSKSRRLENLIAQLPGEKKNGLFGNLIALSLGLTPNFKSNFDLAEDAKLQLSKDTYDDDLDNLLAQIGDQYADL
FLAAKNLSDAILLSDILRVNTEITKAPLSASMIKRYDEHHQDLTLLKALVRQQLPEKYKEIFFDQSKNGYAGYIDGGASQEEFYKFIK
PILEKMDGTEELLVKLNREDLLRKQRTFDNGSIPHQIHLGELHAILRRQEDFYPFLKDNREKIEKILTFRIPYYVGPLARGNSRFAW
MTRKSEETITPWNFEEVVDKGASAQSFIERMTNFDKNLPNEKVLPKHSLLYEYFTVYNELTKVKYVTEGMRKPAFLSGEQKKAIV
DLLFKTNRKVTVKQLKEDYFKKIECFDSVEISGVEDRFNASLGTYHDLLKIKDKDFLDNEENEDILEDIVLTLTLFEDREMIEERLKTY
AHLFDDKVMKQLKRRRYTGWGRLSRKLINGIRDKQSGKTILDFLKSDGFANRNFMQLIHDDSLTFKEDIQKAQVSGQGDSLHE
HIANLAGSPAIKKGILQTVKVVDELVKVMGRHKPENIVIEMARENQTTQKGQKNSRERMKRIEEGIKELGSQILKEHPVENTQLQ
NEKLYLYYLQNGRDMYVDQELDINRLSDYDVDAIVPQSFLKDDSIDNKVLTRSDKNRGKSDNVPSEEVVKKMKNYWRQLLNA
KLITQRKFDNLTKAERGGLSELDKAGFIKRQLVETRQITKHVAQILDSRMNTKYDENDKLIREVKVITLKSKLVSDFRKDFQFYKVR
EINNYHHAHDAYLNAVVGTALIKKYPKLESEFVYGDYKVYDVRKMIAKSEQEIGKATAKYFFYSNIMNFFKTEITLANGEIRKRPLI
ETNGETGEIVWDKGRDFATVRKVLSMPQVNIVKKTEVQTGGFSKESILPKRNSDKLIARKKDWDPKKYGGFDSPTVAYSVLVVA
KVEKGKSKKLKSVKELLGITIMERSSFEKNPIDFLEAKGYKEVKKDLIIKLPKYSLFELENGRKRMLASAGELQKGNELALPSKYVNFL
YLASHYEKLKGSPEDNEQKQLFVEQHKHYLDEIIEQISEFSKRVILADANLDKVLSAYNKHRDKPIREQAENIIHLFTLTNLGAPAA



FKYFDTTIDRKRYTSTKEVLDATLIHQSITGLYETRIDLSQLGGDSPKKKRKVGVDGSSGSETPGTSESATPESRTLVTFKDVFVDFT
REEWKLLDTAQQIVYRNVMLENYKNLVSLGYQLTKPDVILRLEKGEEPWLYV </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="167">
<INSDSeq>
<INSDSeq_length>6801</INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..6801</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="q675">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>atgtcgccgaagaaaaagcgcaaggtcaatcacgatcaggagttcgacccccctaaggtgtacccaccagtgectgcagaga
agaggaagccaatccgggtgctgagcectgtttgatggcatcgccaccggectgctggtgctgaaggatctgggcatccaggtggaccggtacatcgectccg

aggtgtgcgaggattctatcaccgtgggcatggtgcgccaccagggcaagatcatgtatgtgggcgacgtgcggtccgtgacacagaagcacatccaggag
tggggcccattcgatctggtgatcggcggcagceccctgtaatgacctgtccatcgtgaaccctgcaaggaagggactgtacgagggaaccggcecggcetgttct
ttgagttttatagactgctgcacgacgccaggcctaaggagggcgacgatagaccattcttttggctgttcgagaatgtggtggctatgggcgtgagcgataa

gagggacatctccaggtttctggagtctaaccccgtgatgatcgatgcaaaggaggtgtccgccgcacacagagccaggtatttctggggcaatctgccagga
atgaacaggccactggcaagcaccgtgaatgacaagctggagctgcaggagtgcctggagcacggaaggatcgccaagttttccaaggtgcgcacaatcac
cacacggagcaattccatcaagcagggcaaggatcagcacttccccgtgttcatgaacgagaaggaggacatcctgtggtgtaccgagatggagagagtgtt
cggctttccagtgcactacacagacgtgtctaacatgagcaggctggcaaggcagcggctgctgggcagatcttggagegtgcccgtgatcaggcacctgttc
gcccctctgaaggagtattttgectgcgtgagcagcggcaactccaatgccaacagccggggceccctctttcagctccggattggtgcectctgagectgagggg
ctcccacatggcagcaatccccgecctggaccccgaggecgagcctagcatggacgtgatcctggtgggctctagcgagctgtectctagegtgtctccagga

accggaagggatctgatcgcatacgaggtgaaggccaatcagcggaacatcgaggacatctgtatctgctgtggcagectgcaggtgcacacacagcaccc

actgttcgagggaggaatctgcgcaccctgtaaggataagttcctggacgcecctgtttctgtacgacgatgacggctaccagtcctattgctctatctgctgttccg
gcgagaccctgctgatctgcggcaatccagattgtacaaggtgctattgttttgagtgcgtggactctctggtgggaccaggcaccagcggaaaggtgcacgc
catgtccaactgggtgtgctacctgtgcctgccatcctctcgcagcggactgctgcagcggagaaggaagtggagatcccagctgaaggccttctatgatagg

gagtctgagaaccccctggagatgtttgagaccgtgccagtgtggcgccggcagcccgtgagggtgctgagcectgttcgaggatatcaagaaggagctgac
atccctgggctttctggagtccggctctgaccccggacagctgaagcacgtggtggatgtgaccgacacagtgcggaaggatgtggaggagtggggceccttt
cgacctggtgtacggagcaacccctccactgggacacacatgcgacagacccccttcttggtacctgttccagtttcaccgectgctgcagtatgcaaggccaaa
gccaggcagccctagaccattcttttggatgttcgtggataatctggtgctgaacaaggaggatctggacgtggccagcaggtttctggagatggagcecagtg



accatcccagacgtgcacggcggctccctgcagaatgccgtgegegtgtggtctaacatccctgccatcagaagcaggcactgggceactggtgagcgagga
ggagctgtccctgctggcccagaataagcagagcagcaagctggccgccaagtggcctacaaagctggtgaagaactgcttcctgccactgcgggagtactt
caagtatttttccaccgagctgacatctagcctgggaggaccctectctggcgcecccaccacctagcggeggctcccctgecggctctccaaccagcacagagg
agggcaccagcgagtccgccacaccagagtctggacctggcaccagcacagagccatccgagggctctgecccaggcetctcctgcaggcagcecctaccteca
ccgaagagggcaccagcacagagccttctgagggcagcgccccaggcacctctacagagccaagcgagctcgaggacaagaagtacagcatcggectgg
ccatcggcaccaactctgtgggctgggcecgtgatcaccgacgagtacaaggtgcccagcaagaaattcaaggtgctgggcaacaccgaccggcacagcatc
aagaagaacctgatcggagccctgctgttcgacagcggcgaaacagccgaggccacccggctgaagagaaccgccagaagaagatacaccagacggaag
aaccggatctgctatctgcaagagatcttcagcaacgagatggccaaggtggacgacagcttcttccacagactggaagagtccttcctggtggaagaggata
agaagcacgagcggcaccccatcttcggcaacatcgtggacgaggtggcctaccacgagaagtaccccaccatctaccacctgagaaagaaactggtggaca
gcaccgacaaggccgacctgcggctgatctatctggccctggeccacatgatcaagttccggggcecacttcctgatcgagggcgacctgaaccccgacaacag
cgacgtggacaagctgttcatccagctggtgcagacctacaaccagctgttcgaggaaaaccccatcaacgccagcggcegtggacgccaaggccatectgtct
gccagactgagcaagagcagacggctggaaaatctgatcgcccagctgcccggcgagaagaagaatggcectgttcggcaacctgattgecctgagcectggg
cctgacccccaacttcaagagcaacttcgacctggccgaggatgccaaactgcagctgagcaaggacacctacgacgacgacctggacaacctgctggecca
gatcggcgaccagtacgccgacctgtttctggccgccaagaacctgtccgacgccatectgctgagcgacatcctgagagtgaacaccgagatcaccaaggcec
cccctgagcegcectctatgatcaagagatacgacgagcaccaccaggacctgaccctgctgaaagctctcgtgcggcagcagcetgcectgagaagtacaaagag
attttcttcgaccagagcaagaacggctacgccggctacattgacggcggagccagccaggaagagttctacaagttcatcaagcccatcctggaaaagatgg
acggcaccgaggaactgctcgtgaagctgaacagagaggacctgctgcggaagcagcggaccttcgacaacggcagcatcccccaccagatccacctggg
agagctgcacgccattctgcggcggcaggaagatttttacccattcctgaaggacaaccgggaaaagatcgagaagatcctgaccttccgcatcccctactacg
tgggccctctggccaggggaaacagcagattcgectggatgaccagaaagagcgaggaaaccatcaccccctggaacttcgaggaagtggtggacaaggg
cgcttccgeccagagcttcatcgagcggatgaccaacttcgataagaacctgcccaacgagaaggtgctgcccaagcacagcectgctgtacgagtacttcaccg
tgtataacgagctgaccaaagtgaaatacgtgaccgagggaatgagaaagcccgcecttcctgagcggcgagcagaaaaaggccatcgtggacctgcetgttc
aagaccaaccggaaagtgaccgtgaagcagctgaaagaggactacttcaagaaaatcgagtgcttcgactccgtggaaatctccggcgtggaagatcggttc
aacgcctccctgggcacataccacgatctgctgaaaattatcaaggacaaggacttcctggacaatgaggaaaacgaggacattctggaagatatcgtgctga
ccctgacactgtttgaggacagagagatgatcgaggaacggctgaaaacctatgcccacctgttcgacgacaaagtgatgaagcagctgaagcggcggaga
tacaccggctggggcaggctgagccggaagctgatcaacggcatccgggacaagcagtccggcaagacaatcctggatttcctgaagtccgacggcettege
caacagaaacttcatgcagctgatccacgacgacagcctgacctttaaagaggacatccagaaagcccaggtgtccggccagggcgatagcectgcacgagcea
cattgccaatctggccggcagccccgccattaagaagggcatcctgcagacagtgaaggtggtggacgagctcgtgaaagtgatgggccggcacaagcecc
gagaacatcgtgatcgaaatggccagagagaaccagaccacccagaagggacagaagaacagccgcgagagaatgaagcggatcgaagagggcatcaa
agagctgggcagccagatcctgaaagaacaccccgtggaaaacacccagctgcagaacgagaagctgtacctgtactacctgcagaatgggcgggatatgt
acgtggaccaggaactggacatcaaccggctgtccgactacgatgtggacgccatcgtgcectcagagctttctgaaggacgactccatcgacaacaaggtgcet
gaccagaagcgacaagaaccggggcaagagcgacaacgtgccctccgaagaggtcgtgaagaagatgaagaactactggcggcagctgctgaacgccaa
gctgattacccagagaaagttcgacaatctgaccaaggccgagagaggcggcctgagcgaactggataaggccggcttcatcaagagacagctggtggaa
acccggcagatcacaaagcacgtggcacagatcctggactcccggatgaacactaagtacgacgagaatgacaagctgatccgggaagtgaaagtgatcac
cctgaagtccaagctggtgtccgatttccggaaggatttccagttttacaaagtgcgcgagatcaacaactaccaccacgcccacgacgcctacctgaacgecgt
cgtgggaaccgccctgatcaaaaagtaccctaagctggaaagcgagttcgtgtacggcgactacaaggtgtacgacgtgcggaagatgatcgccaagagceg
agcaggaaatcggcaaggctaccgccaagtacttcttctacagcaacatcatgaactttttcaagaccgagattaccctggccaacggcgagatccggaagceg
gcctctgatcgagacaaacggcgaaaccggggagatcgtgtgggataagggccgggattttgccaccgtgcggaaagtgctgagcatgccccaagtgaat
atcgtgaaaaagaccgaggtgcagacaggcggcttcagcaaagagtctatcctgcccaagaggaacagcgataagctgatcgccagaaagaaggactggg
accctaagaagtacggcggcttcgacagccccaccgtggcctattctgtgctggtggtggccaaagtggaaaagggcaagtccaagaaactgaagagtgtg
aaagagctgctggggatcaccatcatggaaagaagcagcttcgagaagaatcccatcgactttctggaagccaagggctacaaagaagtgaaaaaggacct
gatcatcaagctgcctaagtactccctgttcgagctggaaaacggccggaagagaatgctggcectctgccggcgaactgcagaagggaaacgaactggcecct
gccctccaaatatgtgaacttcctgtacctggccagccactatgagaagctgaagggctcccccgaggataatgagcagaaacagctgtttgtggaacagcac
aagcactacctggacgagatcatcgagcagatcagcgagttctccaagagagtgatcctggccgacgctaatctggacaaagtgctgtccgectacaacaagce
accgggataagcccatcagagagcaggccgagaatatcatccacctgtttaccctgaccaatctgggagceccctgecgcecttcaagtactttgacaccaccatcg
accggaagaggtacaccagcaccaaagaggtgctggacgccaccctgatccaccagagcatcaccggcectgtacgagacacggatcgacctgtctcagctg
ggaggcgacagccccaagaagaagagaaaggtgggagtcgacggatccagcggctccgagaccccaggcacatctgagagcegccacccctgagteccg
gaccctggtgacattcaaggacgtgttcgtggacttcacccgggaggagtggaagctgctggacacagcccagcagatcgtgtacaggaacgtgatgctgg
agaactataagaatctggtgtctctgggctaccagctgacaaagccagatgtgatcctgcggctggagaagggagaggagccctggctggtgtag </INSD
Seq_sequence>



</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="168">
<INSDSeq>
<INSDSeq_length>112</INSDSeq_length>
<INSDSeq_moltype>RNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..112</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
RNA </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q676">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>actgcctggctcactcctccgtttaagagctaagctggaaacagcatagcaagtttaaataaggctagtccgttatcaacttgaa
aaagtggcaccgagtcggtgctttttt</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="169">
<INSDSeq>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>genomic
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="gq677">



<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Mus
sp.</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>actgcctggctcactcctcc</INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="170">
<INSDSeq>
<INSDSeq_length>112</INSDSeq_length>
<INSDSeq_moltype>RNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..112</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>other
RNA </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="gq678">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>atcgtccgatggggctctgggtttaagagctaagctggaaacagcatagcaagtttaaataaggctagtccgttatcaacttga
aaaagtggcaccgagtcggtgctttttt</INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="171">
<INSDSeq>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_moltype>DNA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>



<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>genomic
DNA </INSDQuialifier_value>
</INSDQualifier>
<INSDQualifier id="gq679">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Mus
sp.</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>atcgtccgatggggctctgg </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="172">
<INSDSeq>
<INSDSeq_length>150</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..150</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="gq680">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>VARIANT </INSDFeature_key>
<INSDFeature_location>6..150</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q1000" >



<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>EAAAK repeats may
be deleted </INSDQuialifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>EAAAKEAAAKEAAAKEAAAKEAAAKEAAAKEAAAKEAAAKEAAAKEAAAKEAAAKEAAAKEAAAKE
AAAKEAAAKEAAAKEAAAKEAAAKEAAAKEAAAKEAAAKEAAAKEAAAKEAAAKEAAAKEAAAKEAAAKEAAAKEAAAKEAA
AK</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="173">
<INSDSeq>
<INSDSeq_length>120</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..120</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="gq1001" >

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>VARIANT </INSDFeature_key>
<INSDFeature_location>5..120</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q1002" >

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>SGGS repeats may
be deleted </INSDQuialifier_value>
</INSDQualifier>
</INSDFeature_quals>



</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>SGGSSGGSSGGSSGGSSGGSSGGSSGGSSGGSSGGSSGGSSGGSSGGSSGGSSGGSSGGSSGGSSG
GSSGGSSGGSSGGSSGGSSGGSSGGSSGGSSGGSSGGSSGGSSGGSSGGSSGGS </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="174">
<INSDSeq>
<INSDSeq_length>60</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_|location>1..60</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="gq1003" >

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>VARIANT </INSDFeature_key>
<INSDFeature_location>3..60</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="gq2004" >

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>XP repeats may be
deleted and wherein X can be any amino acid </INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>XPXPXPXPXPXPXPXPXPXPXPXPXPXPXPXPXPXPXPXPXPXPXPXPXPXPXPXPXPXP</INSDSeq_s
equence>
</INSDSeq>
</SequenceData>



<SequenceData sequencelDNumber="175">
<INSDSeq>

<INSDSeq_length>21</INSDSeq_length>

<INSDSeq_moltype>AA</INSDSeq_moltype>

<INSDSeq_division>PAT </INSDSeq_division>

<INSDSeq_feature-table>

<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..21</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g2005" >

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>VARIANT </INSDFeature_key>
<INSDFeature_location>4..21</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="g2006" >

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>4 or 6 GGS repeats
may be deleted </INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGSGGSGGSGGSGGSGGSGGS </INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="176">
<INSDSeq>
<INSDSeq_length>25</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..25</INSDFeature_location>



<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g2007" >

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>VARIANT </INSDFeature_key>
<INSDFeature_location>2..5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="g2008" >

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Any amino
acid</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>VARIANT </INSDFeature_key>
<INSDFeature_location>4..5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="g2009" >

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Residue may be
deleted </INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>VARIANT </INSDFeature_key>
<INSDFeature_location>7..18 </INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="g2010" >

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Any amino
acid </INSDQualifier_value>
</INSDQualifier>



</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>VARIANT </INSDFeature_key>
<INSDFeature_location>20..24</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="g2011">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Any amino
acid</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>VARIANT </INSDFeature_key>
<INSDFeature_location>23..24</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="g2500" >

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Residue may be
deleted </INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence> CXXXXCXXXXXXXXXXXXHXXXXXH </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="177">
<INSDSeq>

<INSDSeq_length>20</INSDSeq_length>

<INSDSeq_moltype>AA</INSDSeq_moltype>

<INSDSeq_division>PAT </INSDSeq_division>

<INSDSeq_feature-table>

<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g3000" >

<INSDQualifier_name>organism</INSDQualifier_name>



<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGGSGGGGSGGGGSGGGGS </INSDSeq_sequence >
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="178">
<INSDSeq>
<INSDSeq_length>10</INSDSeq_length>
<INSDSeq_moltype>RNA</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>other
RNA </INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g3001" >

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>aaaaaaaaaa</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="179">
<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="g3002" >

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic
construct</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>VARIANT </INSDFeature_key>
<INSDFeature_location>2..30</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="g3003" >

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Residue may be
deleted </INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>GGGGGGGGGGGGGGEGEGEGEGGGGGGEGGEGGGGG </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="180">
<INSDSeq>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT </INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type </INSDQualifier_name>
<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g3005" >

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>WRPW motif of the



hairy-related basic helix-loop-helix (bHLH) repressor proteins</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="gq3004" >

<INSDQualifier_name>organism</INSDQualifier_name>

<INSDQualifier_value>unidentified </INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>WRPW </INSDSeq_sequence>
</INSDSeq>
</SequenceData>
</ST26Sequencelisting>



