Protein Sequences

Tags and linkers underlined, mutations bolded, and fusions in respective colors.

>>1wa3
MHHHHHHGGMKMEELFKKHKIVAVLRANSVEEAKEKALAVFEGGVHLIEITFTVPDADTVIKELSFLKEKGAIIGAGTV
TSVEQCRKAVESGAEFIVSPHLDEEISQFCKEKGVEFYMPGVMTPTELVKAMKLGHTILKLFPGEVVGPQFVKAMKGPFEP
NVKEFVPTGGVNLDNVCEWFKAGVLAVGVGSALVKGTPDEVREKAKAFVEKIRGCTE

>>I3-01
MHHHHHHGGSGGSGGSGGSMKMEELFKKHKIVAVLRANSVEEAKKKALAVEFLGGVHLIEITFTVPDADTVIKELSFLKE

MGAIIGAGTVTSVEQCRKAVESGAEFIVSPHLDEEISQFCKEKGVEYMPGVMTPTELVKAMKLGHTILKLEPGEVVGPQ
FVKAMKGPEPNVKFVPTGGVNLDNVCEWEFKAGVLAVGVGSALVKGTPVEVAEKAKAFVEKIRGCTE

>>I3-01(L33R)
MHHHHHHGGMKMEELFKKHKIVAVLRANSVEEAKKKALAVFRGGVHLIEITFTVPDADTVIKELSFLKEMGAIIGAGTV
TSVEQCRKAVESGAEFIVSPHLDEEISQFCKEKGVEYMPGVMTPTELVKAMKLGHTILKLEFPGEVVGPQFVKAMKGPEP
NVKEVPTGGVNLDNVCEWFKAGVLAVGVGSALVKGTPVEVAEKAKAFVEKIRGCTE

>>I3-01(K129A)
MHHHHHHGGSGGSGGSGGSMKMEELFKKHKIVAVLRANSVEEAKKKALAVEFLGGVHLIEITFTVPDADTVIKELSFLKE

MGAIIGAGTVTSVEQCRKAVESGAEFIVSPHLDEEISQFCKEKGVEFYMPGVMTPTELVKAMKLGHTILALFPGEVVGPQ
FVKAMKGPEPNVKFVPTGGVNLDNVCEWEFKAGVLAVGVGSALVKGTPVEVAEKAKAFVEKIRGCTE

>>T33-21(12-mer)
A:MRITTKVGDKGSTRLFGGEEVWKDSPIIEANGTLDELTSFIGEAKHYVDEEMKGILEEIQNDIYKIMGEIGSKGKIE
GISEERIAWLLKLILRYMEMVNLKSFVLPGGTLESAKLDVCRTIARRALRKVLTVTREFGIGAEAAAYLLALSDLLFLL
ARVIEIEKNKLKEVRSGSGSGSSKGEELFTGVVPILVELDGDVNGHKFSVRGEGEGDATNGKLTLKFICTTGKLPVPWP
TLVTTLTYGVQCFARYPDHMKOQHDFFKSAMPEGYVQERTISFKDDGTYKTRAEVKFEGDTLVNRIELKGIDFKEDGNIL
GHKLEYNEFNSHNVYITADKOKNGIKANFKIRHNVEDGSVQLADHYQONTPIGDGPVLLPDNHYLSTQSVLSKDPNEKRD
HMVLLEFVTAAGITHGMDELY
B:MPHLVIEATANLRLETSPGELLEQANKALFASGQFGEADIKSREFVTLEAYRQGTAAVERAYLHACLSILDGRDIATR
TLLGASLCAVLAEAVAGGGEEGVQVSVEVREMERLSYAKRVVARQRLEHHHHHH

>>T33-21 (24-mer)
A:MRITTKVGDKGSTRLFGGEEVWKDSPIIEANGTLDELTSFIGEAKHYVDEEMKGILEEIQNDIYKIMGEIGSKGKIE
GISEERIAWLLKLILRYMEMVNLKSFVLPGGTLESAKLDVCRTIARRALRKVLTVTREFGIGAEAAAYLLALSDLLFLL
ARVIEIEKNKLKEVRSGSGSGSSKGEELFTGVVPILVELDGDVNGHKFSVRGEGEGDATNGKLTLKFICTTGKLPVPWP
TLVTTLTYGVQCFARYPDHMKOQHDFFKSAMPEGYVOQERTISFKDDGTYKTRAEVKFEGDTLVNRIELKGIDFKEDGNIL
GHKLEYNEFNSHNVYITADKOKNGIKANFKIRHNVEDGSVQLADHYQONTPIGDGPVLLPDNHYLSTQSVLSKDPNEKRD
HMVLLEFVTAAGITHGMDELY
B:MPHLVIEATANLRLETSPGELLEQANKALFASGQFGEADIKSREFVTLEAYRQGTAAVERAYLHACLSILDGRDIATR
TLLGASLCAVLAEAVAGGGEEGVQVSVEVREMERLSYAKRVVARQRSKGEELFTGVVPILVELDGDVNGHKEFSVRGEGE



GDATNGKLTLKFICTTGKLPVPWPTLVTTLTYGVQCFARYPDHMKQHDFFKSAMPEGYVQERTISFKDDGTYKTRAEVK
FEGDTLVNRIELKGIDFKEDGNILGHKLEYNEFNSHNVYITADKOKNGIKANFKIRHNVEDGSVQLADHYQONTPIGDGP
VLLPDNHYLSTQSVLSKDPNEKRDHMVLLEFVTAAGITHGMDELYLEHHHHHH

>>I3-01 (ntGFP, 60-mer)
MHHHHHHGSSKGEELFTGVVPILVELDGDVNGHKESVRGEGEGDATNGKLTLKFICTTGKLPVPWPTLVTTLTYGVQCE
ARYPDHMKQHDFFKSAMPEGYVQERTISFKDDGTYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNENSHNV
YITADKQKNGIKANFKIRHNVEDGSVQLADHYQONTPIGDGPVLLPDNHYLSTQSVLSKDPNEKRDHMVLLEEFVTAAGI
THGMDELYGGSGGSGGSGGSMKMEELFKKHKIVAVLRANSVEEAKKKALAVFLGGVHLIEITFTVPDADTVIKELSEFLK
EMGAIIGAGTVTSVEQCRKAVESGAEFIVSPHLDEEISQFCKEKGVEFYMPGVMTPTELVKAMKLGHTILKLFPGEVVGP
QFVKAMKGPFPNVKEVPTGGVNLDNVCEWFKAGVLAVGVGSALVKGTPVEVAEKAKAFVEKIRGCTE

>>I3-01 (ctGFP, 60-mer)
MHHHHHHGGSGGSGGSGGSMKMEELFKKHKIVAVLRANSVEEAKKKALAVFLGGVHLIEITFTVPDADTVIKELSFLKE

MGAIIGAGTVTSVEQCRKAVESGAEFIVSPHLDEEISQFCKEKGVEFYMPGVMTPTELVKAMKLGHTILKLEPGEVVGPQ
FVKAMKGPEFPNVKEFVPTGGVNLDNVCEWEFKAGVLAVGVGSALVKGTPVEVAEKAKAFVEKIRGCTEGSGSGSGSGSSKG
EELFTGVVPILVELDGDVNGHKFSVRGEGEGDATNGKLTLKFICTTGKLPVPWPTLVTTLTYGVQCFARYPDHMKQHDF
FKSAMPEGYVQERTISFKDDGTYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNEFNSHNVYITADKQKNGIK
ANFKIRHNVEDGSVQLADHYQONTPIGDGPVLLPDNHYLSTQSVLSKDPNEKRDHMVLLEFVTAAGITHGMDELY

>>I3-01(nt/ctGFP, 120-mer)
MHHHHHHGSSKGEELFTGVVPILVELDGDVNGHKEFSVRGEGEGDATNGKLTLKFICTTGKLPVPWPTLVTTLTYGVQCEF
ARYPDHMKQHDFEFKSAMPEGYVQERTISFKDDGTYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNENSHNV
YITADKQKNGIKANFKIRHNVEDGSVQLADHYQONTPIGDGPVLLPDNHYLSTQSVLSKDPNEKRDHMVLLEFVTAAGI
THGMDELYGGSGGSGGSGGSMKMEELFKKHKIVAVLRANSVEEAKKKALAVEFLGGVHLIEITFTVPDADTVIKELSFLK
EMGAITIGAGTVTSVEQCRKAVESGAEFIVSPHLDEEISQFCKEKGVFYMPGVMTPTELVKAMKLGHTILKLFPGEVVGP
QFVKAMKGPFPNVKEFVPTGGVNLDNVCEWFKAGVLAVGVGSALVKGTPVEVAEKAKAFVEKTIRGCTEGSGSGSGSGSSK
GEELFTGVVPILVELDGDVNGHKFSVRGEGEGDATNGKLTLKFICTTGKLPVPWPTLVTTLTYGVQCFARYPDHMKQHD
FFKSAMPEGYVQERTISFKDDGTYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNENSHNVYITADKQKNGI
KANFKIRHNVEDGSVQLADHYQONTPIGDGPVLLPDNHYLSTQSVLSKDPNEKRDHMVLLEFVTAAGITHGMDELY

>>I3-01 (HB)
MHHHHHHGGSGGSGGSGGSMKMEELFKKHKIVAVLRANSVEEAKKKALAVEFLGGVHLIEITFTVPDADTVIKELSFLKE

MGAIIGAGTVTSVEQCRKAVESGAEFIVSPHLDEEISQFCKEKGVEFYMPGVMTPTELVKAMKLGHTILKLEPGEVVGPQ
FVKAMKGPEPNVKFVPTGGVNLDNVCEWEFKAGVLAVGVGSALVKGTPVEVAEKAKAFVEKIRGCTEGGSGGSGGTKEEY
DIEELRKKLKEQNKEMEKLKEELKKMEKLPKSPIAKLLILOMKLLLLOQIENLOMQITMLEILSKR



