
protein construct aa sequence
SBP-mTFP1 MGSSHHHHHHSQDPMDEKTTGWRGGHVVEGLAGELEQLRARLEHHPQGQREPGDPMVSKGEETTMGVIKPDM

KIKLKMEGNVNGHAFVIEGEGEGKPYDGTNTINLEVKEGAPLPFSYDILTTAFAYGNRAFTKYPDDIPNYFK
QSFPEGYSWERTMTFEDKGIVKVKSDISMEEDSFIYEIHLKGENFPPNGPVMQKKTTGWDASTERMYVRDGV
LKGDVKHKLLLEGGGHHRVDFKTIYRAKKAVKLPDYHFVDHRIEILNHDKDYNKVTVYESAVARNSTDGMDE
LYK*

His-mTFP1 MGSSHHHHHHSQDPMVSKGEETTMGVIKPDMKIKLKMEGNVNGHAFVIEGEGEGKPYDGTNTINLEVKEGAP
LPFSYDILTTAFAYGNRAFTKYPDDIPNYFKQSFPEGYSWERTMTFEDKGIVKVKSDISMEEDSFIYEIHLK
GENFPPNGPVMQKKTTGWDASTERMYVRDGVLKGDVKHKLLLEGGGHHRVDFKTIYRAKKAVKLPDYHFVDH
RIEILNHDKDYNKVTVYESAVARNSTDGMDELYK*

His-1238_E11-FLAG MRGSHHHHHHHHGSDLGKKLLEAARAGQDDEVRILMANGADVNATDWVGMTPLHLAAWKGHLEIVEVLLKTG
ADVNAHDVFGTTPLHLAAHRGHLEIVEVLLKAGADVNAQDMVGKTPLHLAAYYGHLEIVEVLLKHGADVNAQ
DKFGKTPFDLAIDNGNEDIAEVLQKAAKLNDYKDDDDK*

His-1238_G01-FLAG MRGSHHHHHHHHGSDLGKKLLEAARAGQDDEVRILMANGADVNAEDWMGATPLHLAAQSGHLEIVEVLLKTG
ADVNAHDAFGWTPLHLAASQGHLEIVEVLLKAGADVNATDMVGRTPLHLAARRGHLEIVEVLLKHGADVNAQ
DKFGKTPFDLAIDNGNEDIAEVLQKAAKLNDYKDDDDK*

1238_E11-mCherry MRGSHHHHHHHHGSDLGKKLLEAARAGQDDEVRILMANGADVNATDWVGMTPLHLAAWKGHLEIVEVLLKTG
ADVNAHDVFGTTPLHLAAHRGHLEIVEVLLKAGADVNAQDMVGKTPLHLAAYYGHLEIVEVLLKHGADVNAQ
DKFGKTPFDLAIDNGNEDIAEVLQKAAKLNDYKDDDDKAAAMVSKGEEDNMAIIKEFMRFKVHMEGSVNGHE
FEIEGEGEGRPYEGTQTAKLKVTKGGPLPFAWDILSPQFMYGSKAYVKHPADIPDYLKLSFPEGFKWERVMN
FEDGGVVTVTQDSSLQDGEFIYKVKLRGTNFPSDGPVMQKKTMGWEASSERMYPEDGALKGEIKQRLKLKDG
GHYDAEVKTTYKAKKPVQLPGAYNVNIKLDITSHNEDYTIVEQYERAEGRHSTGGMDELYKL*

1238_E11-YPet MRGSHHHHHHHHGSDLGKKLLEAARAGQDDEVRILMANGADVNATDWVGMTPLHLAAWKGHLEIVEVLLKTG
ADVNAHDVFGTTPLHLAAHRGHLEIVEVLLKAGADVNAQDMVGKTPLHLAAYYGHLEIVEVLLKHGADVNAQ
DKFGKTPFDLAIDNGNEDIAEVLQKAAKLNDYKDDDDKAAAMVSKGEELFTGVVPILVELDGDVNGHKFSVS
GEGEGDATYGKLTLKLLCTTGKLPVPWPTLVTTLGYGVQCFARYPDHMKQHDFFKSAMPEGYVQERTIFFKD
DGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYITADKQKNGIKANFKIRHNIEDG
GVQLADHYQQNTPIGDGPVLLPDNHYLSYQSALFKDPNEKRDHMVLLEFLTAAGITEGMNELYKDI*

1238_G01-mCherry MRGSHHHHHHHHGSDLGKKLLEAARAGQDDEVRILMANGADVNAEDWMGATPLHLAAQSGHLEIVEVLLKTG
ADVNAHDAFGWTPLHLAASQGHLEIVEVLLKAGADVNATDMVGRTPLHLAARRGHLEIVEVLLKHGADVNAQ
DKFGKTPFDLAIDNGNEDIAEVLQKAAKLNDYKDDDDKAAAMVSKGEEDNMAIIKEFMRFKVHMEGSVNGHE
FEIEGEGEGRPYEGTQTAKLKVTKGGPLPFAWDILSPQFMYGSKAYVKHPADIPDYLKLSFPEGFKWERVMN
FEDGGVVTVTQDSSLQDGEFIYKVKLRGTNFPSDGPVMQKKTMGWEASSERMYPEDGALKGEIKQRLKLKDG
GHYDAEVKTTYKAKKPVQLPGAYNVNIKLDITSHNEDYTIVEQYERAEGRHSTGGMDELYKL*

1238_G01-YPet MRGSHHHHHHHHGSDLGKKLLEAARAGQDDEVRILMANGADVNAEDWMGATPLHLAAQSGHLEIVEVLLKTG
ADVNAHDAFGWTPLHLAASQGHLEIVEVLLKAGADVNATDMVGRTPLHLAARRGHLEIVEVLLKHGADVNAQ
DKFGKTPFDLAIDNGNEDIAEVLQKAAKLNDYKDDDDKAAAMVSKGEELFTGVVPILVELDGDVNGHKFSVS
GEGEGDATYGKLTLKLLCTTGKLPVPWPTLVTTLGYGVQCFARYPDHMKQHDFFKSAMPEGYVQERTIFFKD
DGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYITADKQKNGIKANFKIRHNIEDG
GVQLADHYQQNTPIGDGPVLLPDNHYLSYQSALFKDPNEKRDHMVLLEFLTAAGITEGMNELYKDI*

1238_E11-YPet-CAAX MRGSHHHHHHHHGSDLGKKLLEAARAGQDDEVRILMANGADVNATDWVGMTPLHLAAWKGHLEIVEVLLKTG
ADVNAHDVFGTTPLHLAAHRGHLEIVEVLLKAGADVNAQDMVGKTPLHLAAYYGHLEIVEVLLKHGADVNAQ
DKFGKTPFDLAIDNGNEDIAEVLQKAAKLNDYKDDDDKAAAMVSKGEELFTGVVPILVELDGDVNGHKFSVS
GEGEGDATYGKLTLKLLCTTGKLPVPWPTLVTTLGYGVQCFARYPDHMKQHDFFKSAMPEGYVQERTIFFKD
DGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYITADKQKNGIKANFKIRHNIEDG
GVQLADHYQQNTPIGDGPVLLPDNHYLSYQSALFKDPNEKRDHMVLLEFLTAAGITEGMNELYKLQGGGRSK
LNPPDESGPGCMSCKCVLS*

1238_G01-YPet-CAAX MRGSHHHHHHHHGSDLGKKLLEAARAGQDDEVRILMANGADVNAEDWMGATPLHLAAQSGHLEIVEVLLKTG
ADVNAHDAFGWTPLHLAASQGHLEIVEVLLKAGADVNATDMVGRTPLHLAARRGHLEIVEVLLKHGADVNAQ
DKFGKTPFDLAIDNGNEDIAEVLQKAAKLNDYKDDDDKAAAMVSKGEELFTGVVPILVELDGDVNGHKFSVS
GEGEGDATYGKLTLKLLCTTGKLPVPWPTLVTTLGYGVQCFARYPDHMKQHDFFKSAMPEGYVQERTIFFKD
DGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYITADKQKNGIKANFKIRHNIEDG
GVQLADHYQQNTPIGDGPVLLPDNHYLSYQSALFKDPNEKRDHMVLLEFLTAAGITEGMNELYKLQGGGRSK
LNPPDESGPGCMSCKCVLS*



1238_E11-YPet-H2B MRGSHHHHHHHHGSDLGKKLLEAARAGQDDEVRILMANGADVNATDWVGMTPLHLAAWKGHLEIVEVLLKTG
ADVNAHDVFGTTPLHLAAHRGHLEIVEVLLKAGADVNAQDMVGKTPLHLAAYYGHLEIVEVLLKHGADVNAQ
DKFGKTPFDLAIDNGNEDIAEVLQKAAKLNDYKDDDDKAAAMVSKGEELFTGVVPILVELDGDVNGHKFSVS
GEGEGDATYGKLTLKLLCTTGKLPVPWPTLVTTLGYGVQCFARYPDHMKQHDFFKSAMPEGYVQERTIFFKD
DGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYITADKQKNGIKANFKIRHNIEDG
GVQLADHYQQNTPIGDGPVLLPDNHYLSYQSALFKDPNEKRDHMVLLEFLTAAGITEGMNELYKDIMPEPAK
SAPAPKKGSKKAVTKAQKKGGKKRKRSRKESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEA
SRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAITKYTSAK*

1238_G01-YPet-H2B MRGSHHHHHHHHGSDLGKKLLEAARAGQDDEVRILMANGADVNAEDWMGATPLHLAAQSGHLEIVEVLLKTG
ADVNAHDAFGWTPLHLAASQGHLEIVEVLLKAGADVNATDMVGRTPLHLAARRGHLEIVEVLLKHGADVNAQ
DKFGKTPFDLAIDNGNEDIAEVLQKAAKLNDYKDDDDKAAAMVSKGEELFTGVVPILVELDGDVNGHKFSVS
GEGEGDATYGKLTLKLLCTTGKLPVPWPTLVTTLGYGVQCFARYPDHMKQHDFFKSAMPEGYVQERTIFFKD
DGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYITADKQKNGIKANFKIRHNIEDG
GVQLADHYQQNTPIGDGPVLLPDNHYLSYQSALFKDPNEKRDHMVLLEFLTAAGITEGMNELYKDIMPEPAK
SAPAPKKGSKKAVTKAQKKGGKKRKRSRKESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEA
SRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAITKYTSAK*

H2B-mTFP1 MPEPAKSAPAPKKGSKKAVTKAQKKGGKKRKRSRKESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFE
RIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAITKYTSAKDPMVSKGEETTMGVIKPD

mTFP1-CAAX MVSKGEETTMGVIKPDMKIKLKMEGNVNGHAFVIEGEGEGKPYDGTNTINLEVKEGAPLPFSYDILTTAFAY
GNRAFTKYPDDIPNYFKQSFPEGYSWERTMTFEDKGIVKVKSDISMEEDSFIYEIHLKGENFPPNGPVMQKK
TTGWDASTERMYVRDGVLKGDVKHKLLLEGGGHHRVDFKTIYRAKKAVKLPDYHFVDHRIEILNHDKDYNKV
TVYESAVARNSTDGMDELYKLQGGGRSKLNPPDESGPGCMSCKCVLS*

mito-mTFP1 MSLTSSSSVRVEWIAAVTIAAGTAAIGYLAYKRFYVKDHRNKAMINLHIQKDNPKIVHAGSLPVAEFGMVSK
GEETTMGVIKPDMKIKLKMEGNVNGHAFVIEGEGEGKPYDGTNTINLEVKEGAPLPFSYDILTTAFAYGNRA
FTKYPDDIPNYFKQSFPEGYSWERTMTFEDKGIVKVKSDISMEEDSFIYEIHLKGENFPPNGPVMQKKTTGW
DASTERMYVRDGVLKGDVKHKLLLEGGGHHRVDFKTIYRAKKAVKLPDYHFVDHRIEILNHDKDYNKVTVYE
SAVARNSTDGMDELYKGGGGAAADRSITRATMTSFVQSGPEELLSKNYHLENEVARLKKTAVNIWIDHNTRV
*

mTFP1-Rab5c MVSKGEETTMGVIKPDMKIKLKMEGNVNGHAFVIEGEGEGKPYDGTNTINLEVKEGAPLPFSYDILTTAFAY
GNRAFTKYPDDIPNYFKQSFPEGYSWERTMTFEDKGIVKVKSDISMEEDSFIYEIHLKGENFPPNGPVMQKK
TTGWDASTERMYVRDGVLKGDVKHKLLLEGGGHHRVDFKTIYRAKKAVKLPDYHFVDHRIEILNHDKDYNKV
TVYESAVARNSTDGMDELYKVVTMAGRGGPARTNGAAPVGNKICQFKLVLLGESAVGKSSLVLRFVKGQFHE
YQESTIGAAFLTQTLCLDDTTVKFEIWDTAGQERYHSLAPMYYRGAQAAIVVYDITNTDTFTRAKNWVKELQ
RQASPNIVIALAGNKADLANKRAVDFQEAQAYADDNSLLFMETSAKTAMNVNEIFMAIAKKLPKSEPQGGAG
SGGRARGGVDLQETAPQGRSGQCCGGGN*


