protein construct
SBP-mTFP1

His-mTFP1

His-1238_E11-FLAG

His-1238_GO1-FLAG

1238 E11-mCherry

1238_E11-YPet

1238_GO01-mCherry

1238_GO1-YPet

1238_E11-YPet-CAAX

1238_GO01-YPet-CAAX

aa sequence

SQDPMDEKTTGWRGGHVVEGLAGELEQLRARLEHHPQGOREPGDPMVSKGEETTMGVIKPDM
KIKLKMEGNVNGHAFVIEGEGEGKPYDGTNTINLEVKEGAPLPFSYDILTTAFAYGNRAFTKYPDDIPNYFK
QSFPEGYSWERTMTFEDKGIVKVKSDISMEEDSFIYEIHLKGENFPPNGPVMOKKTTGWDASTERMYVRDGV
LKGDVKHKLLLEGGGHHRVDFKTIYRAKKAVKLPDYHFVDHRIEILNHDKDYNKVTVYESAVARNSTDGMDE
LYK*

SQDPMVSKGEETTMGVIKPDMKIKLKMEGNVNGHAFVIEGEGEGKPYDGTNTINLEVKEGAP
LPFSYDILTTAFAYGNRAFTKYPDDIPNYFKQSFPEGYSWERTMTFEDKGIVKVKSDISMEEDSFIYETIHLK
GENFPPNGPVMQOKKTTGWDASTERMYVRDGVLKGDVKHKLLLEGGGHHRVDEFKTIYRAKKAVKLPDYHFVDH
RIEILNHDKDYNKVTVYESAVARNSTDGMDELYK*

GSDLGKKLLEAARAGQODDEVRILMANGADVNATDWVGMTPLHLAAWKGHLEIVEVLLKTG
ADVNAHDVEGTTPLHLAAHRGHLEIVEVLLKAGADVNAQDMVGKTPLHLAAYYGHLEIVEVLLKHGADVNAQ
DKFGKTPFDLAIDNGNEDIAEVLOKAAKLN *

GSDLGKKLLEAARAGQODDEVRILMANGADVNAEDWMGATPLHLAAQSGHLEIVEVLLKTG
ADVNAHDAFGWTPLHLAASQGHLEIVEVLLKAGADVNATDMVGRTPLHLAARRGHLEIVEVLLKHGADVNAQ
DKFGKTPFDLAIDNGNEDIAEVLQKAAKLN *

GSDLGKKLLEAARAGQDDEVRILMANGADVNATDWVGMTPLHLAAWKGHLEIVEVLLKTG
ADVNAHDVEFGTTPLHLAAHRGHLE IVEVLLKAGADVNAQDMVGKTPLHLAAYYGHLE IVEVLLKHGADVNAQ
DKFGKTPFDLAIDNGNEDIAEVLOKAAKLN AAAMVSKGEEDNMAIIKEFMREFKVHMEGSVNGHE
FEIEGEGEGRPYEGTQTAKLKVTKGGPLPFAWDILSPQFMYGSKAYVKHPADIPDYLKLSFPEGEFKWERVMN
FEDGGVVTVTQDSSLODGEFIYKVKLRGTNEFPSDGPVMOKKTMGWEASSERMY PEDGALKGETKQRLKLKDG
GHYDAEVKTTYKAKKPVQLPGAYNVNIKLDITSHNEDYTIVEQYERAEGRHSTGGMDELYKL*

GSDLGKKLLEAARAGODDEVRILMANGADVNATDWVGMTPLHLAAWKGHLEIVEVLLKTG
ADVNAHDVEGTTPLHLAAHRGHLEIVEVLLKAGADVNAQDMVGKTPLHLAAYYGHLEIVEVLLKHGADVNAQ
DKFGKTPFDLAIDNGNEDIAEVLOKAAKLN AAA

DI*

GSDLGKKLLEAARAGQDDEVRILMANGADVNAEDWMGATPLHLAAQSGHLEIVEVLLKTG
ADVNAHDAFGWTPLHLAASQGHLEIVEVLLKAGADVNATDMVGRTPLHLAARRGHLE IVEVLLKHGADVNAQ
DKFGKTPFDLAIDNGNEDIAEVLOKAAKLN AAAMVSKGEEDNMAIIKEFMREFKVHMEGSVNGHE
FEIEGEGEGRPYEGTQTAKLKVTKGGPLPFAWDILSPQFMYGSKAYVKHPADIPDYLKLSFPEGEFKWERVMN
FEDGGVVTVTQDSSLODGEFIYKVKLRGTNEFPSDGPVMOKKTMGWEASSERMY PEDGALKGE IKQRLKLKDG
GHYDAEVKTTYKAKKPVQLPGAYNVNIKLDITSHNEDYTIVEQYERAEGRHSTGGMDELYKL*

GSDLGKKLLEAARAGQODDEVRILMANGADVNAEDWMGATPLHLAAQSGHLEIVEVLLKTG
ADVNAHDAFGWTPLHLAASQGHLEIVEVLLKAGADVNATDMVGRTPLHLAARRGHLE IVEVLLKHGADVNAQ
DKFGKTPFDLAIDNGNEDIAEVLOKAAKLN AAA

DI*

GSDLGKKLLEAARAGQODDEVRILMANGADVNATDWVGMTPLHLAAWKGHLEIVEVLLKTG
ADVNAHDVEGTTPLHLAAHRGHLEIVEVLLKAGADVNAQDMVGKTPLHLAAYYGHLEIVEVLLKHGADVNAQ
DKFGKTPFDLAIDNGNEDIAEVLOKAAKLN AAA

LOGGGRSK
LNPPDESGPGCMSCKCVLS*

GSDLGKKLLEAARAGQDDEVRILMANGADVNAEDWMGATPLHLAAQSGHLEIVEVLLKTG
ADVNAHDAFGWTPLHLAASQGHLEIVEVLLKAGADVNATDMVGRTPLHLAARRGHLE IVEVLLKHGADVNAQ
DKFGKTPFDLAIDNGNEDIAEVLQKAAKLN AAA

LOGGGRSK
LNPPDESGPGCMSCKCVLS™*



1238 _E11-YPet-H2B

1238_GO01-YPet-H2B

H2B-mTFP1

mTFP1-CAAX

mito-mTFP1

mTFP1-Rab5c

GSDLGKKLLEAARAGQODDEVRILMANGADVNATDWVGMTPLHLAAWKGHLEIVEVLLKTG
ADVNAHDVEFGTTPLHLAAHRGHLEIVEVLLKAGADVNAQDMVGKTPLHLAAYYGHLEIVEVLLKHGADVNAQ
DKFGKTPFDLAIDNGNEDIAEVLOKAAKLN AAA

DIMPEPAK
SAPAPKKGSKKAVTKAQKKGGKKRKRSRKESYSIYVYKVLKQVHPDTGISSKAMGIMNSEFVNDIFERIAGEA
SRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAITKYTSAK*

GSDLGKKLLEAARAGQODDEVRILMANGADVNAEDWMGATPLHLAAQSGHLEIVEVLLKTG
ADVNAHDAFGWTPLHLAASQGHLEIVEVLLKAGADVNATDMVGRTPLHLAARRGHLEIVEVLLKHGADVNAQ
DKFGKTPFDLAIDNGNEDIAEVLOKAAKLN AAA

DIMPEPAK
SAPAPKKGSKKAVTKAQKKGGKKRKRSRKESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEA
SRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAITKYTSAK*

MPEPAKSAPAPKKGSKKAVTKAQKKGGKKRKRSRKESYSIYVYKVLKQVHPDTGISSKAMGIMNSEVNDIFE
RIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAITKYTSAKDPMVSKGEETTMGVIKPD
MVSKGEETTMGVIKPDMKIKLKMEGNVNGHAFVIEGEGEGKPYDGTNTINLEVKEGAPLPFSYDILTTAFAY
GNRAFTKYPDDIPNYFKQSFPEGYSWERTMTFEDKGIVKVKSDISMEEDSFIYETIHLKGENFPPNGPVMOKK
TTGWDASTERMYVRDGVLKGDVKHKLLLEGGGHHRVDFKTIYRAKKAVKLPDYHFVDHRIEILNHDKDYNKV
TVYESAVARNSTDGMDELYKLQGGGRSKLNPPDESGPGCMSCKCVLS*

MSLTSSSSVRVEWIAAVTIAAGTAAIGYLAYKREYVKDHRNKAMINLHIQKDNPKIVHAGSLPVAEFGMVSK
GEETTMGVIKPDMKIKLKMEGNVNGHAFVIEGEGEGKPYDGTNTINLEVKEGAPLPESYDILTTAFAYGNRA
FTKYPDDIPNYFKQSFPEGYSWERTMTFEDKGIVKVKSDISMEEDSFIYEIHLKGENFPPNGPVMOKKTTGW
DASTERMYVRDGVLKGDVKHKLLLEGGGHHRVDFKTIYRAKKAVKLPDYHFVDHRIEILNHDKDYNKVTVYE

SAVARNSTDGMDELYKGGGGAAADRSITRATMTSFVQSGPEELLSKNYHLENEVARLKKTAVNIWIDHNTRV
*

MVSKGEETTMGVIKPDMKIKLKMEGNVNGHAFVIEGEGEGKPYDGTNTINLEVKEGAPLPFSYDILTTAFAY
GNRAFTKYPDDIPNYFKQSFPEGYSWERTMTFEDKGIVKVKSDISMEEDSFIYETHLKGENFPPNGPVMOKK
TTGWDASTERMYVRDGVLKGDVKHKLLLEGGGHHRVDFKTIYRAKKAVKLPDYHFVDHRIEILNHDKDYNKV
TVYESAVARNSTDGMDELYKVVTMAGRGGPARTNGAAPVGNKICQFKLVLLGESAVGKSSLVLREFVKGOFHE
YOESTIGAAFLTQTLCLDDTTVKFEIWDTAGQERYHSLAPMYYRGAQAAIVVYDITNTDTFTRAKNWVKELQ
ROASPNIVIALAGNKADLANKRAVDFQEAQAYADDNSLLFMETSAKTAMNVNEIFMATAKKLPKSEPQGGAG
SGGRARGGVDLQETAPQGRSGQCCGGGN*



