Frey and Gorlich, 2009

Coding sequences and amino acid sequences of proteins used in this study

Plasmid name pSF345

Features (nt)

Encoded protein His,,-TEV-Nsplp"*'-Cys
4-33 His,-tag
40-63 TEV protease recognition site

91

181

271

451

541

631

721

811

991

1081

1171

1261

1351

1441

1531

1621

1711

1801

76-1875 Nsplp"®

atgcaccaccatcaccatcaccaccatcaccacggatccggagaaaacctgtacttccagggtacctccatggggaacttcaatacacct
M H H HH HHHHHHHHG S G ENTL Y F QG T S M G N F N T P
caacaaaacaaaacgcccttttcgttcgggactgccaacaataactctaacaccaccaatcagaattcctctactggtgecgggegectte
Q O N K TPV F S F GT A NNNDNSDNTTTNONS S T GA G A F
ggaacaggtcaatcaacatttggtttcaacaattctgcgccaaataacacgaacaatgcaaactcttcaatcacacctgcatttggtage
G T G Q s T F GF NNSAUPNNTNNA ANS S I TP AT F G S
aataacactggtaatactgcattcggtaacagtaaccccacaagtaacgtttttggcagcaacaattctacgactaatacatttggtagt
N N T G N TAVF G NS NP T S NV F G S NN ST TNTF G S
aatagtgcagggacatccctttttggatcttccagtgctcaacaaacgaagagcaatggaactgctggaggaaatacatttggttcttca
N S A GT SL F G S S S A Q QT K SNGTA AGGNTTF G S S
tccttattcaataacagtactaatagcaatacgacaaaacctgcgttcggecggtttgaattttggecggecggcaataacacaactectage
S L F N N S T N SN T T XK P A F G GL N F G G G NNT T P S
tcgaccggtaatgctaacacaagtaataacttatttggcgctaccgcaaatgcgaataagccagecttttecctttggtgcaaccactaac
s T G N A NT S N NTLF G A T AN AN KUPA AU F S F G A T T N
gacgataaaaaaacagaaccagacaagcctgctttctcctttaattcaagtgtcggtaataagacagacgctcaagctcccactacagga
D D K K T E P D K P A F S F NS S V GGN K TDA AW QA AUZPTT G
ttttecctttggttcacaactaggtggaaacaaaacggttaacgaggctgcaaageccttecctttcatttggttcaggatcagetggtget
F S F G s Q L. G G N K TV NEA AW AI KU©P S L S F G S G S A G A
aacccagctggagcttcgcaacccgaacctacaactaatgaaccagcaaaaccagccctectcttttggtactgcaacatccgacaataag
N P A GA S Q P E P T TN E?PAI KUP AL S F G T AT S D N K
acaactaacacaaccccaagtttttcgtttggtgctaaatcggatgaaaataaagctggtgctacttctaagecctgecttctcattcecggt
T T N T T P S F S F G A K s D E N KA G A T S K P A F S F G
gctaagccagaagaaaagaaggatgataattcctcaaaaccagctttctcatttggtgccaaatcaaatgaagacaagcaagatggaacg
A K P E E K K D DNS S K P AV F S F GA K SN EDI K Q D G T
gctaagccagcattttcctttggtgccaagecccgecggagaagaataacaatgaaacctccaageccggcattctettttggagcaaagtet
A K P A F S F G A K P A EKNNNET S K P ATF S F G A K S
gatgagaaaaaggatggtgatgcctctaaacctgccttctcttttggecgctaaaccggatgaaaataaagctagtgctacttctaagect
D E XK K D GDAS K P AF S F GA K P DENI K AS S AT S K P
gccttctcattcggcgctaagccagaagaaaagaaggatgataattcctcaaaaccagectttctcatttggtgeccaaatcaaatgaagac
A F S F G A K P E E K KD DN S S K P AF S F GA K S N E D
aagcaagatggaacggctaagccagcattttcctttggtgccaagcccgecggaaaagaataacaatgaaacttccaageccggcattectet
K 0o b G T A K P AVF S F G A K P AEI KNNDNNET S K P A F S
tttggagcaaagtccgatgagaaaaaggatggcgatgcctctaaacctgecttectcatttggtgctaaatcggatgaaaaaaaggacagt
F G A K s D EK KD GDA AS K PAVF S F G A K S D E K K D S
gattcttcgaagcctgeccttctcatttggtactaaatcgaatgaaaaaaaggacagtggttcttcgaagecctgecttctecatteggtget
D s s K P A F s F G T K S NE K K D S G S S K P A F S F G A
aaacccgatgaaaagaagaatgatgaagtctccaagcctgccttctcattcggagcaaaggctaacgaaaagaaagaaagtgatgaatca
K P D E K K NDE V S K P A F S F GA KA NEI KIKE S D E S
aaatcagccttttcatttggttctaagcctacaggaaaggaggaaggcgatggggcgaaggctgeccatttectttggtgctaaacccgaa
K S A F s F G S K p T G K E E G D G A KA AATI S F G A K P E
gaacagaaatccagtgatacgagcaagccagcgtttacttttggtgctcaaaaagataatgagaagaaaacagagtgctga

E Q0 K s s b T s K p A F T F G A Q K D NE K K T E C *



Plasmid name pSF847
Encoded protein His,,-TEV-Nup57p'***-Nup49p' **-Cys

Features (nt)

91
181

271

451
541
631
721
811
901
991
1081
1171
1261
1351

1441

4-33 His,-tag
40-60 TEV protease recognition site
76-771 Nup57p' >

781-1515 Nup49p' >

atgcaccaccatcaccatcaccaccatcaccacggatccggagaaaacctgtacttccagggtacctccatggggtttggtttcageggt
M H H H H HHHUHHHG S G ENILY F Q G T S M G F G F S G

agtaataacgggttcggaaataaaccagctggttcgaccggtttttcatttggacaaaacaataacaatacaaatactcaaccttcgget
S NN G F GNKPAG S T GF S F G Q NNNNTNTQ P S A

tcaggatttggttttgggggcagccagccaaattctgggacggctactaccggagggtttggtgcaaatcaggccacaaatacttttgga
s G F G F GG s Q PN S GTATTGSG FGANOQA ATNTF G

agtaaccaacaaagtagtacaggtggaggccttttcggtaataagcctgctcecttggcagectaggaagttcaagcactaccgecttcagga
S N9 g s s TG G GULF GNI KUPATILSGS STU LGS S S TTA S G

actacagctactggaacaggtttatttgggcaacaaacagcacaacctcaacaatccaccattggaggtgggttatttggaaacaagcca
T T A T G TG L F G Q Q T A QP Q Q S TTI GG G UL FG NI K P

actaccacaacgggaggtcttttcggcaacagtgcacaaaacaatagtaccacaagtgggggtttatttggtaataaagtaggatccact
T T T T G G L F G N S A Q NN ST T S G G L F G N K V G S T

ggctcactgatgggcggcaatagcactcaaaacacatctaacatgaatgcaggcggactttttggtgcaaagecctcagaatactacageg
G S L. M G G N S T QNT S NMNAGSGTULF G A K P QN T T A

actacgggaggcctatttggcagtaagccacaaggatcaacaactaatggtggcctgtttggaagcggcacccagaataacaataccctt
T T G G L F G S K P Q G s T™TNGSGTU LV F G S G T QN NN T L

gggggaggtggcctttttggccaatcccagcagecctcaaacaaacactgecgttcatggggtttggattaaataaagcatcttcgacacct
G G G G L F G Q S 0 Q P QTNT AU FMGU FGILNI KA AS S T P

gcaggtgggctctttggtcaggccagcggagctagcactggaaacgcgaatactgggttttecgtttggtgggactcaaactggacaaaac
A G G L F G Q A S GA SsS TGN ANTGF S F G GT QT G Q N

accggcccaagtacaggtggactatttggcgctaaaccagccggatctacaggaggattaggtgcatcatttggtcagcagcaacaacaa
T G P S TGGULF GAI KUPA AGSTGGILGA ASTFGOQ Q Q 9 0

tctcagacaaatgcatttggaggaagcgccaccaccggagggggcecttttcggtaacaaacctaacaatacggcgaacactgggggcggg
S ¢ T N A F G GSATTGGGULF GNIKUPNNTANT G G G

ttatttggcgctaattcgaacagtaattctggcagtttgtttggttccaacaatgcacagacgagtcgtggtttgtttggtaataataac
L F G A NSN SN S G SL F G S NN AOQT SR G UL F G N N N

actaataatatcaataatagtagtagtggcatgaataatgcaagcgctggactatttggctctaaacctgcaggaggcacttctttgtte
T N N I N N S S S G M NNASAGULF G S K PAG G T s L F

ggtaatacaagcacctcttcggccecctgcgcagaaccagggcatgtttggtgcaaaaccagectggtacatctctattecggcaataatgea
G N T S T S S A P A Q NOQ GMVF GAIKUPA AGTS L F G N N A

ggtaatacgaccactggtggagggttatttggctccaaaccgacaggagcaacgtctttgtttggttcatcaaataacaacaacaataac
G N T TTGG GL F G S K P T GAT S L F G S S N NNNN N

aataatagtaacaacatcatgagtgcgtcaggcgggctatttggtaatcagcagcagcaactgcagcagcaaccatgttga

N N S N N I M S A S G G UL F G N OQOQ Q QL Q Q Q P Cc =*



Plasmid name pSF776
Encoded protein His,,-TEV-Nup57p'**-Nsp1p"®'-Nup49p' ***-Cys

Features (nt)

91
181

271

451

541

631

721

811

901

991
1081
1171
1261
1351
1441
1531
1621
1711
1801
1891
1981
2071
2161
2251
2341
2431
2521
2611
2701
2791
2881
2971
3061
3151

3241

4-33 His,-tag
40-63 TEV protease recognition site
76-771 Nup57p' >

781-2580 Nsplp"®
2590-3324  Nup49p'**

atgcaccaccatcaccatcaccaccatcaccacggatccggagaaaacctgtacttccagggtacctccatggggtttggtttcageggt
M H H HHHHHHHHHHG S G ENTL Y F Q G T S M G F G F s G
agtaataacgggttcggaaataaaccagctggttcgaccggtttttcatttggacaaaacaataacaatacaaatactcaaccttctgcet
S N N G F G N K P A G S T GF S F G Q NNDNNTNTQ P S A
tcaggatttggttttgggggcagccagccaaattctgggacggctactaccggagggtttggtgcaaatcaggccacaaatacttttgga
s G F G F GG s Q P NS G TTATTGGF G ANOQA ATNTF G
agtaaccaacaaagtagtacaggtggaggccttttcggtaataagcctgctcecttggcagectaggaagttcaagcactaccgecttcagga
S N9 g s s TG G GUL F GNI KUPA ATLTGS STULGS S S TTA S G
actacagctactggaacaggtttatttgggcaacaaacagcacaacctcaacaatccaccattggaggtgggttatttggaaacaagcca
T T A T G TG L F G Q Q T A QP Q Q S TTI GG G UL F G NK P
actaccacaacgggaggtcttttcggcaacagtgcacaaaacaatagtaccacaagtgggggtttatttggtaataaagtaggatccact
T T T T G G L F G N S A Q NN ST TS G G L F G N K V G S T
ggctcactgatgggcggcaatagcactcaaaacacatctaacatgaatgcaggcggactttttggtgcaaagecctcagaatactacageg
G s L M G G N S T QN T S NMNWAGSGTU LU FGA AI KUP QNTT A
actacgggaggcctatttggcagtaagccacaaggatcaacaactaatggtggcctgtttggaagcggcacccagaataacaataccctt
T T 6 G L F G S K P Q G s TTNGGU L F G S G T OQNNNT L
gggggaggtggcctttttggccaatcccagcagecctcaaacaaacactgecgttcatggggaacttcaatacacctcaacaaaacaaaacg
G G G G L F G Q s 0 Qg P Q T™NTM AU FMGNU FNTUP Q Q N K T
cccttttecgttcgggactgccaacaataactctaacaccaccaatcagaattcctctactggtgecgggecgecttcggaacaggtcaatca
P F S F G T A NNDNJSNTTNOQWNS S T GAGA A F G T G Q S
acatttggtttcaacaattctgcgccaaataacacgaacaatgcaaactcttcaatcacacctgcatttggtagcaataacactggtaat
T F G F N N S A P NN TNN AN S S I TP AU F G S N NT G N
actgcattcggtaacagtaaccccacaagtaacgtttttggcagcaacaattctacgactaatacatttggtagtaatagtgcagggaca
T A F G N S NPT SNV F G S NNSTTNTF G S N S A G T
tccectttttggatcttccagtgectcaacaaacgaagagcaatggaactgctggaggaaatacatttggttcttcateccttattcaataac
S L F G S S S A Q @ T™I K S NG TAGSGNT FG S S S L F N N
agtactaatagcaatacgacaaaacctgcgttcggcggtttgaattttggcggcggcaataacacaactcctagctcgaccggtaatget
s T N S N TT XK P AV F G GLNPF G GGNNTT P S S T G N A
aacacaagtaataacttatttggcgctaccgcaaatgcgaataagccagccttttecctttggtgcaaccactaacgacgataaaaaaaca
N TS N N L F GA T AN ANI KUP AU F S F GA T TN DD K K T
gaaccagacaagcctgctttctcctttaattcaagtgtcggtaataagacagacgctcaagctcccactacaggattttecectttggttca
E P D K P A F S F NS sS V GNIKTDA AW OQA AU®PTTGUF S F G S
caactaggtggaaacaaaacggttaacgaggctgcaaagccttcecctttcatttggttcaggatcagectggtgctaacccagectggaget
Q L. G G N K T VN EAAI KU©PS L S F G S G S AGANUP A G A
tcgcaacccgaacctacaactaatgaaccagcaaaaccagceccctctecttttggtactgcaacatccgacaataagacaactaacacaacc
s Q p E P T TNE P A K P AL S F GT AT S DN K T TN T T
ccaagtttttcgtttggtgctaaatcggatgaaaataaagctggtgctacttctaagecctgecttectcattcggtgctaageccagaagaa
P S F s F G A K s b ENI KW AGA AT S K P AV F S F G A K P E E
aagaaggatgataattcctcaaaaccagctttctcatttggtgccaaatcaaatgaagacaagcaagatggaacggctaagccagcattt
K K D b N SS K P AF S F GA K SNEDI K OQDGTAI K P A F
tcctttggtgccaagcccgecggagaagaataacaatgaaacctccaagecggecattcectettttggagcaaagtctgatgagaaaaaggat
S F G A K P A E K NNNETS K P A F S F GA K S D E K K D
ggtgatgcctctaaacctgeccttectecttttggecgectaaaccggatgaaaataaagctagtgctacttctaagectgecttectecattegge
G D A S K P A F S F G A K PDENI K A S AT S K P A F S F G
gctaagccagaagaaaagaaggatgataattcctcaaaaccagctttctcatttggtgccaaatcaaatgaagacaagcaagatggaacg
A K P E E K K D DNS S K PAVF S F GA K SN EDI K Q D G T
gctaagccagcattttcctttggtgccaagecccgecggaaaagaataacaatgaaacttccaageccggcattctecttttggagcaaagtece
A K P A F S F G A K P A EXKXKNNNET S K P A F S F G A K S
gatgagaaaaaggatggcgatgcctctaaacctgccttctcatttggtgctaaatcggatgaaaaaaaggacagtgattcttcgaagect
D E XK K D GDAS K P AF S F GA K S DEIKI KD S D S s K P
gccttctcatttggtactaaatcgaatgaaaaaaaggacagtggttcttcgaagecctgecttcectcattcggtgectaaacccgatgaaaag
A F S F G T K S N E K K D S G s s K P A F S F GA K P D E K
aagaatgatgaagtctccaagcctgccttctcattcggagcaaaggctaacgaaaagaaagaaagtgatgaatcaaaatcagccttttca
K N D E V S K P A F S F GA KA NEIKIKE S D E S K S A F S
tttggttctaagcctacaggaaaggaggaaggcgatggggcgaaggctgeccatttecctttggtgctaaacccgaagaacagaaatccagt
F G s K p T G K E E G D G A KA AATI S F G A K P E E Q K s s
gatacgagcaagccagcgtttacttttggtgctcaaaaagataatgagaagaaaacagagttcatggggtttggattaaataaagcatct
D T S K P A F T F G A Q K DNE KK TEF MGV F G L N K A S
tcgacacctgcaggtgggctctttggtcaggccagcggagectagcactggaaacgcgaatactgggttttegtttggtgggactcaaact
s T p A G G L F G QA S GA S TGN ANTGVF S F G G T Q T
ggacaaaacaccggcccaagtacaggtggactatttggcgctaaaccageccggatctacaggaggattaggtgcatcatttggtcagecag
G 9 N TGP S TG GULF G AI KU?PAGS TGS GULGA A ST F G Q Q
caacaacaatctcagacaaatgcatttggaggaagcgccaccaccggagggggccttttcggtaacaaacctaacaatacggcgaacact
Q 9 9 s Qg TNAPF G GSATTGSGGULF GNI KPNNTANT
gggggcgggttatttggcgctaattcgaacagtaattctggcagtttgtttggttccaacaatgcacagacgagtcgtggtttgtttggt
G G G L F GA NS N SN SG S L F G S NN AOQT S R G L F G
aataataacactaataatatcaataatagtagtagtggcatgaataatgcaagcgctggactatttggctctaaacctgcaggaggcact
N N N T N NI NN S S S G MNN A S AGULF G S K P A G G T
tctttgttcggtaatacaagcacctcttcggecccctgecgcagaaccagggcatgtttggtgcaaaaccagectggtacatctectattegge
s L F G N TS T S S A PAOQNOQOQGMU FGAI KU?PA AGT S L F G
aataatgcaggtaatacgaccactggtggagggttatttggctccaaaccgacaggagcaacgtctttgtttggttcatcaaataacaac
N N A GNTT TG G G L F G S K P TG AT S L F G S S NN N
aacaataacaataatagtaacaacatcatgagtgcgtcaggcgggctatttggtaatcagcagcagcaactgcagcagcaaccatgttga
N N N N NS N NI MSASGGTUILT FGDNOQIO QOQ QUL Q Q Q P C =*



Plasmid name pSF851
Encoded protein His,,-TEV-IBB-MBP-mEGFP

Features (nt)

91
181

271

451
541
631
721
811
901
991
1081
1171
1261
1351
1441
1531
1621
1711
1801
1891
1981

2071

1-78 His,,-tag

79-96 TEV protease recognition site
103-288 S. cerevisiae Srplp”®
295-1395 Maltose-binding protein (MBP)
1408-2118  mEGFP

atgagcaagcatcaccatcattcaggccatcaccataccggacaccaccatcattcaggcagtcatcaccataccggcgagaacctgtat
M S K H H HHS G HHHTGHHHUH S G S HHHTGE NIL Y
tttcaaggatccgataatggtacagattcttccacgagcaagttcgttcccgaatatagacgaacaaactttaagaataaaggcagatte
F o G s b N G T D S s T™SsSs K F VP E Y RR TNV F KN K G R F
tctgcagatgaacttcgtcgtcgtagagatacacaacaggtcgaattaagaaaagcaaaaagagatgaagctttggccaaaagaagaaac
S A D EL RRIRIRDTOQOQ V ETL R KA AI KI RDEA ATLA AI KU RI RN
tttattcccccaactgatggtaccaaaactgaagaaggtaaactggtaatctggattaacggcgataaaggctataacggtctcgctgaa
F I P P T D G T K T E E G KL VvV I W I NG D K G Y N G L A E
gtcggtaagaaattcgagaaagataccggaattaaagtcaccgttgagcatccggataaactggaagagaaattcccacaggttgecggea
vV G K K F E K D T GG I K Vv T™V E H P D K L E E K F P Q V A A
actggcgatggccctgacattatcttctgggcacacgaccgectttggtggctacgectcaatctggectgttggectgaaatcacceccggac
T 6 b G P DI I F WAHIDW R FGSG Y A QS GL L A E I T P D
aaagcgttccaggacaagctgtatccgtttacctgggatgccgtacgttacaacggcaagctgattgettacccgatecgetgttgaageg
K A F Q b XK L Y P F T WD AV R Y NG KL I AY P I A V E A
ttatcgctgatttataacaaagatctgctgccgaacccgeccaaaaacctgggaagagatcccggcgctggataaagaactgaaagcgaaa
L s L I ¥ N K DL L P NP P K T W EE I P A L DK E L K A K
ggtaagagcgcgctgatgttcaacctgcaagaaccgtacttcacctggeccgectgattgectgectgacgggggttatgegttcaagtatgaa
G K s AL M F N L Q E P Y F TWU®P LI AADGG Y A F K Y E
aacggcaagtacgacattaaagacgtgggcgtggataacgctggcgcgaaagcgggtctgaccttecctggttgacctgattaaaaacaaa
N G K Y b I K DV GV DN AGA AI KA AGT LTV FUL V DL I K N K
cacatgaatgcagacaccgattactccatcgcagaagctgectttaataaaggcgaaacagcgatgaccatcaacggcccgtgggcatgg
H M N A DT DY S I A EAAF NI KGE T AMTTINGU?PWAW
tccaacatcgacaccagcaaagtgaattatggtgtaacggtactgccgaccttcaagggtcaaccatccaaaccgttcgttggecgtgetg
S N I D T S K VN Y G VT VL P T F K G Q P S K P F V G V L
agcgcaggtattaacgccgccagtccgaacaaagagctggcaaaagagttcctcgaaaactatctgectgactgatgaaggtctggaageg
S A G I N A A S P N K E L A K E F L ENY L L T D E G L E A
gttaataaagacaaaccgctgggtgccgtagcgctgaagtcttacgaggaagagttggcgaaagatccacgtattgccgeccaccatggaa
vV N K D K P L G A VAL K S Y EEETL A KDUPR I AATME
aacgcccagaaaggtgaaatcatgccgaacatcccgcagatgteccgetttectggtatgecgtgegtactgeggtgatcaacgecgecage
N A Q K G E I M P NI P Q M S A F WY AV RTA AV I NA A S
ggtcgtcagactgtcgatgaagccctgaaagacgcgcagactaatggcaccggaaccagcaagggcgaggagctgttcaccggggtggtg
G R Q TV D E AL KD AOQTNGTGT S K GE E L F T G V V
cccatcctggtcgagctggacggcgacgtaaacggccacaagttcagegtgteccggecgagggecgagggecgatgeccacctacggcaagetg
p I L V. EL bD GG D V N G H KV F S V S G E G E G D AT Y G K L
accctgaagttcatctgcaccaccggcaagctgcccgtgeccctggecccaccctegtgaccaccctgacctacggegtgecagtgettecage
T L XK F I ¢ T T GG K L P V P W P TUL V TTUL T Y G V Q C F S
cgctaccccgaccacatgaagcagcacgacttcttcaagtccgeccatgeccgaaggctacgtccaggagegecaccatcttecttcaaggac
R Y P DH M K (Q H D F F K S A MP E G Y V Q E R TTIF F K D
gacggcaactacaagacccgcgccgaggtgaagttcgagggcgacaccctggtgaaccgcatcgagectgaagggcatcgacttcaaggag
D G N Y K TR AU EV K F E G D TUL VN RTIETL K G I D F K E
gacggcaacatcctggggcacaagctggagtacaactacaacagccacaacgtctatatcatggccgacaagcagaagaacggcatcaag
D G N I L. GH KL E Y N Y N S HN VY I M A DK Q K N G I K
gtgaacttcaagatccgccacaacatcgaggacggcagcgtgcagctcgeccgaccactaccagcagaacacccccatcggcgacggecce
vV N F XK I R H N I E D G S V 0 L A D HY Q Q N TP I G D G P
gtgctgctgcccgacaaccactacctgagcacccagtccgeccctgagcaaagaccccaacgagaagecgcgatcacatggteccttaaggag
v L. L P D NH YL S T Q S A L S K D P N E KR D HMV L K E
ttcgtgaccgeccgeccgggatcactctecggcatggacgagectgtacaagtaa
F v T A A G I TL G M D E L Y K *



Plasmid name pSF844
Encoded protein His,,-TEV-MBP-mCherry

Features (nt)

91
181
271
361
451
541
631
721
811
901
991

1081
1171
1261
1351
1441
1531
1621
1711
1801

1891

1-78 His,,-tag

79-96 TEV protease recognition site
103-1203 Maltose-binding protein (MBP)
1216-1917  mCherry

atgagcaagcatcaccatcattcaggccatcaccataccggacaccaccatcattcaggcagtcatcaccataccggcgagaacctgtat
M S K H H HHS G HHHTGHHHUH S G S HHHTGE NIL Y

tttcagggtaccaaaactgaagaaggtaaactggtaatctggattaacggcgataaaggctataacggtctcgctgaagtcggtaagaaa
F o G T K T EE G KL v I WwWTINGUDI KGYNGTU LA AE V G K K

ttcgagaaagataccggaattaaagtcaccgttgagcatccggataaactggaagagaaattcccacaggttgecggcaactggcgatgge
F E K D T G I K Vv T VvV E H P D K L E E K F P Q V A A T G D G

cctgacattatcttctgggcacacgaccgctttggtggctacgectcaatctggectgttggectgaaatcaccccggacaaagegttccag
p D I I F WA HDU RV F GG Y A Q S G L L A E I TP DK A F Q

gacaagctgtatccgtttacctgggatgccgtacgttacaacggcaagctgattgecttacccgatcgetgttgaagegttatecgetgatt
D K L Yy p F T wWw DAV R Y NG KL I AY P I A V E ATL S L I

tataacaaagatctgctgccgaacccgccaaaaacctgggaagagatcccggecgectggataaagaactgaaagcgaaaggtaagagcgceg
Yy N K b L L P NP P K TWEE I P AL DI K ET LI KA AI K G K S A

ctgatgttcaacctgcaagaaccgtacttcacctggccgectgattgectgectgacgggggttatgecgttcaagtatgaaaacggcaagtac
L M F N L Q E P Y F T WP L I A A DGSGYA AU FI K Y E N G K Y

gacattaaagacgtgggcgtggataacgctggcgcgaaagcgggtctgaccttecctggttgacctgattaaaaacaaacacatgaatgca
p 1 K bp v G VvV D NAGA AI KW AGTLT TV FUL VDILTI KNI KHMMN A

gacaccgattactccatcgcagaagctgcctttaataaaggcgaaacagcgatgaccatcaacggcccgtgggcatggtccaacatcgac
D T DY S I A EAAFNIKGETA AMTTINGU®PWA AW S N I D

accagcaaagtgaattatggtgtaacggtactgccgaccttcaagggtcaaccatccaaaccgttcgttggecgtgctgagecgcaggtatt
T S K v N Y G V T VL P TV F K GQ P S K P F V GV L S A G I

aacgccgccagtccgaacaaagagctggcaaaagagttcctcgaaaactatctgectgactgatgaaggtctggaagecggttaataaagac
N A A S P N K EL A K EF L ENY L L T™DEGULE AV N K D

aaaccgctgggtgccgtagecgctgaagtcttacgaggaagagttggcgaaagatccacgtattgecgeccaccatggaaaacgcccagaaa
K P L G A VALK S Y EE EL A KDU®PURTI A ATMMENA A Q K

ggtgaaatcatgccgaacatcccgcagatgtccgetttectggtatgecgtgegtactgecggtgatcaacgeccgeccagecggtecgtcagact
G E I M P N I P Q M S A F WY AV RTA AV INWA AASGUROQT

gtcgatgaagccctgaaagacgcgcagactaatggcaccggaaccagcaagggcgaggaggataacatggccatcatcaaggagttcatg
v D E AL K D AOQTNGTGT S K G E EDNMA ATITI K E F M

cgcttcaaggtgcacatggagggctccgtgaacggccacgagttcgagatcgagggcgagggcgagggeccgeccctacgagggcacccag
R F K V H M E G S V N G H E F E I E G E G E G R P Y E G T Q

accgccaagctgaaggtgaccaagggtggccccctgececcttecgectgggacatecctgtececectcagttcatgtacggecteccaaggectac
T A K L K v T K G G P L P F A WDTIL S P OQF MY G S K A Y

gtgaagcaccccgccgacatccccgactacttgaagectgteccttecceccgagggettcaagtgggagegegtgatgaacttcgaggacgge
vV X H P A DTI P D YL K L S F P E G F KW ER VM NF E D G

ggcgtggtgaccgtgacccaggactcctcecctgcaggacggcgagttcatctacaaggtgaagectgecgecggcaccaacttcecectecgac
G vv T VT Q D S S L 0 b G E F I ¥ KV KL R G TNF P S D

ggccccgtaatgcagaagaagaccatgggctgggaggectccteccgageggatgtaccccgaggacggecgecctgaagggcgagatcaag
G P VM Q K K T M GW E A S S ER MY P E DG AL K G E I K

cagaggctgaagctgaaggacggcggccactacgacgctgaggtcaagaccacctacaaggccaagaagcccgtgcagectgecccggegece
Q R L K L K D G G H Y DA EV K TT Y KA KK P V Q L P G A

tacaacgtcaacatcaagttggacatcacctcccacaacgaggactacaccatcgtggaacagtacgaacgcgccgagggccgccactece
Yy N v N I K L DI T S HNE D Y TTI V E Q Y E R A E G R H S

accggcggcatggacgagctgtacaagtaa

T G G M D E L Y K *



Plasmid name pSF846
Encoded protein His,,-TEV-mCherry

Features (nt)

91
181
271
361
451
541
631

721

1-78 His,,-tag
79-96 TEV protease recognition site
103-804 mCherry

atgagcaagcatcaccatcattcaggccatcaccataccggacaccaccatcattcaggcagtcatcaccataccggcgagaacctgtat
M S K H H HH S GHHHTGHHHH S G S HHHTGE N1L Y
tttcagggtaccagcaagggcgaggaggataacatggccatcatcaaggagttcatgecgecttcaaggtgcacatggagggctccgtgaac
F o G T s K G E E b NMATITI K E F M RF KV HMEG S V N
ggccacgagttcgagatcgagggcgagggcgagggccgeccctacgagggcacccagaccgeccaagectgaaggtgaccaagggtggeccece
G H E F E I E G E G E G R P Y E G T Q T™ A KL K V T K G G P
ctgcccttecgectgggacatcctgtececcctcagttcatgtacggectccaaggectacgtgaagcacccecgecgacatcecccgactacttg
L P F A WDTI L S P Q FM Y G S KA Y V K HUPAUDTI P D Y L
aagctgtccttccccgagggettcaagtgggagecgegtgatgaacttcgaggacggecggegtggtgaccgtgacccaggactecctecectg
K L s F p E G F KW E RV MNP FE DG GV VTV T Q D S s L
caggacggcgagttcatctacaaggtgaagctgcgcggcaccaacttcecccteccgacggeccccgtaatgcagaagaagaccatgggetgg
Q b G E F I ¥ K VvV K L R G TNUF P S D G P VM QK KT MG W
gaggcctcctccgagcggatgtaccccgaggacggcgccctgaagggcgagatcaagcagaggctgaagctgaaggacggcggccactac
E A S S E R M Y P E D G AL K G E I K O R L K K D G G H Y
gacgctgaggtcaagaccacctacaaggccaagaagcccgtgcagctgcccggcgcctacaacgtcaacatcaagttggacatcacctcc
DA EV K TT Y K AZ K K P V QL P GA Y N VNI KILDTIT S
cacaacgaggactacaccatcgtggaacagtacgaacgcgccgagggccgccactccaccggcggcatggacgagctgtacaagtaa

H N E D Y T I V E Q ¥ E R A E G R H S T G G M D E L Y K *



Plasmid name pSF856
Encoded protein His,,-TEV-IBB-MBP-mCherry

Features (nt)

91
181

271

451
541
631
721

811

991
1081
1171
1261
1351
1441
1531
1621
1711
1801
1891
1981

2071

1-78 His,,-tag

79-96 TEV protease recognition site
103-288 S. cerevisiae Srp1p”®
295-1395 Maltose-binding protein (MBP)
1408-2109  mCherry

atgagcaagcatcaccatcattcaggccatcaccataccggacaccaccatcattcaggcagtcatcaccataccggcgagaacctgtat
M S K H H HHS G HHHTGHHHH S G S HHHTGE NTL Y
tttcaaggatccgataatggtacagattcttccacgagcaagttcgttcccgaatatagacgaacaaactttaagaataaaggcagatte
F o G s b N G TD S s T s K F VP E Y RRTNU FI KNI K G R F
tctgcagatgaacttcgtcgtcgtagagatacacaacaggtcgaattaagaaaagcaaaaagagatgaagctttggccaaaagaagaaac
S A D EL RRRIRDTIOQOQ V ETL R KA AI KU RDEA ATLA AI KU RI RN
tttattcccccaactgatggtaccaaaactgaagaaggtaaactggtaatctggattaacggcgataaaggctataacggtctcgectgaa
F I P P T D G T K T E E G KL VvV I w I NG D K G Y N G L A E
gtcggtaagaaattcgagaaagataccggaattaaagtcaccgttgagcatccggataaactggaagagaaattcccacaggttgcggea
vV G K K F E K b T™ G I K Vv T™V EH P D KL E E K F P Q V A A
actggcgatggccctgacattatcttctgggcacacgaccgectttggtggctacgectcaatctggectgttggectgaaatcacceccggac
T 6 b G P DI I F WAHUDWU RPFGSG Y AQ S GUL L A E I TP D
aaagcgttccaggacaagctgtatccgtttacctgggatgccgtacgttacaacggcaagctgattgecttacccgatecgetgttgaageg
K A F Q b XK L Y P F T WD AV R Y NG KL I AY P I A V E A
ttatcgctgatttataacaaagatctgctgccgaacccgccaaaaacctgggaagagatcccggecgctggataaagaactgaaagcgaaa
L s L I ¥ N K DL L P N P P K T W E E I P A L DK E L K A K
ggtaagagcgcgctgatgttcaacctgcaagaaccgtacttcacctggeccgectgattgectgectgacgggggttatgecgttcaagtatgaa
G K s AL M F N L Q E P Y F TWUP LI A AUDG G Y A F K Y E
aacggcaagtacgacattaaagacgtgggcgtggataacgctggcgcgaaagcgggtctgaccttecctggttgacctgattaaaaacaaa
N G K Y b I K bV GV DN AGA AI KA AGT LTV FUL V DL I K N K
cacatgaatgcagacaccgattactccatcgcagaagctgectttaataaaggcgaaacagcgatgaccatcaacggcccgtgggcatgg
H M N A DTV D Y S I A EAAFNI KGETA AMTTINGUP W A W
tccaacatcgacaccagcaaagtgaattatggtgtaacggtactgccgaccttcaagggtcaaccatccaaaccgttcgttggecgtgetg
s N I DT S K VN Y G VT VL P T F K G Q P S K P F V G V L
agcgcaggtattaacgccgccagtccgaacaaagagctggcaaaagagttcctcgaaaactatctgectgactgatgaaggtctggaageg
S A G I N A A S P N K E L A K E F L ENY L L T D E G L E A
gttaataaagacaaaccgctgggtgccgtagcgctgaagtcttacgaggaagagttggcgaaagatccacgtattgccgccaccatggaa
vV N K D K P L G A V A L K S Y E E A K D P R I A A T M E
aacgcccagaaaggtgaaatcatgccgaacatcccgcagatgtccgctttctggtatgccgtgcgtactgcggtgatcaacgccgccagc
N A Q K G E I M P NI P Q M S A F WY AV RTA AV I N A A S
ggtcgtcagactgtcgatgaagccctgaaagacgcgcagactaatggcaccggaaccagcaagggcgaggaggataacatggccatcate
G R Q TV b E AL K D AOQTNGT TG T S K GE EDNMMATII
aaggagttcatgcgcttcaaggtgcacatggagggctccgtgaacggeccacgagttcgagatcgagggcgagggcgagggeccgecccctac
K E F MRV F K V HM E G S VN GHEVF ETI EGEGE G R P Y
gagggcacccagaccgccaagctgaaggtgaccaagggtggccccctgcccttcgcctgggacatcctgtcccctcagttcatgtacggc
E G T 0 T A K L K T K 6 G P L P F A WDIUL S P Q F M Y G
tccaaggcctacgtgaagcaccccgccgacatccccgactacttgaagctgtccttccccgagggcttcaagtgggagcgcgtgatgaac
S K A Y v X H P A DI P D YL K L S F P EGF KW EIR VMN
ttcgaggacggcggcgtggtgaccgtgacccaggactccteccctgcaggacggcgagttcatctacaaggtgaagectgecgeggecaccaac
F E D G GV VTV T QD s S L 0 b G E F I ¥ KV KL R G T N
ttccecctecgacggecceccgtaatgcagaagaagaccatgggctgggaggectecteccgageggatgtacceccgaggacggecgecctgaag
F p s D G P VM Q K K TMGWEAS S EURMY P EDGA AL K
ggcgagatcaagcagaggctgaagctgaaggacggcggccactacgacgctgaggtcaagaccacctacaaggccaagaagcccgtgecag
G E I K 9 R L K L K D GG H Y D A E V K T T Y K A K K P V Q
ctgcccggecgectacaacgtcaacatcaagttggacatcacctcccacaacgaggactacaccatcgtggaacagtacgaacgcgeccgag
L P G A YN VNTIIKULDTI T S HNE D Y T TI V E Q Y E R A E
ggccgccactccaccggcggcatggacgagctgtacaagtaa

G R H s T G G M D E L Y K *



Plasmid name pSF881
Encoded protein His,,-TEV-IBB-ZsGreen

Features (nt)

91
181
271
361
451

541

721
811

901

1-78 His14-tag

79-96 TEV protease recognition site
103-288 S. cerevisiae Srp1p”®
295-987 ZsGreen

atgagcaagcatcaccatcattcaggccatcaccataccggacaccaccatcattcaggcagtcatcaccataccggcgagaacctgtat
M S K H H HH S G HHHTGHHHUH S G S HHHTGE NIL Y
tttcaaggatccgataatggtacagattcttccacgagcaagttcgttcccgaatatagacgaacaaactttaagaataaaggcagattce
F o G s b N G T D S s T™SsSs K F VP E Y R RTNUF KN K G R F
tctgcagatgaacttcgtcgtcgtagagatacacaacaggtcgaattaagaaaagcaaaaagagatgaagctttggccaaaagaagaaac
S A D EL R RIRIRDTOQOQ V ETL R KA AI KU RUDEA ATLA AIZ KU RIR RN
tttattcccccaactgatggtaccgectcagtcaaagcatggtctaacaaaagaaatgacaatgaaataccgtatggaagggtgcgtcgat
F I Pp P T DG T A QS K HGUL T K EMTTMI K Y R M E G C V D
ggacataaatttgtgatcacgggagagggcattggatatccgttcaaagggaaacaggctattaatctgtgtgtggtcgaaggtggacca
G H K F viIiI T G E G I GY P F K G K QA ATINILTCV V E G G P
ttgccatttgccgaagacatattgtcagctgectttatgtacggaaacagggttttcactgaatatcctcaagacatagctgactattte
L P F A E DI L S A A F MY GNIRV F T E Y P Q D I A D Y F
aagaactcgtgtcctgctggttatacatgggacaggtcttttctectttgaggatggagcagtttgcatatgtaatgcagatataacagtg
K N s ¢ P A G Y T WD R S F L F E DG AV CTICNA AU DTITV
agtgttgaagaaaactgcatgtatcatgagtccaaattttatggagtgaattttcctgctgatggacctgtgatgaaaaagatgacagat
s v E E N CM Y HE S K F Y G VN F P ADGU?P VM K KMT D
aactgggagccatcctgcgagaagatcataccagtacctaagcaggggatattgaaaggggatgtctccatgtacctceccttectgaaggat
N w E P S C E K I I P V P K Q G I L K G D V S M Y L L L K D
ggtgggcgtttacggtgccaattcgacacagtttacaaagcaaagtctgtgccaagaaagatgccggactggcacttcatccagcataag
G G R L R €CQ F DTV Y KA K S VPRI KMU®PDWHF I Q H K
ctcacccgtgaagaccgcagcgatgctaagaatcagaaatggcatctgacagaacatgctattgcatccggatcagecttgecctaa

L T R E D R S DA KN O K WH UL T EHA ATIA AS G S A L P *



Plasmid name pQE30 scImpp
Encoded protein Kap95p-His,

Features (nt)

91
181

271

451
541
631
721

811

991
1081
1171
1261
1351
1441
1531
1621
1711
1801
1891
1981
2071
2161
2251
2341
2431
2521

2611

13-2595 scImpf
2608-2625 His,-tag

atgagaggatccatgtccaccgctgaatttgctcaactattggagaacagtatcttaagtcccgaccaaaacattcggttgactagtgaa
M R G s M s TA E F A Q L L E N S I L S P D QNI R L T S E
acgcaattaaagaaattatctaatgacaacttcttacaatttgcaggtctttcttcgcaagtgcttatcgatgaaaatacaaagctagaa
T 0 L K K L s N D NVF L Q F A GL S S ©Q VL I D ENT K L E
gggcgtattctagcggcgctaactttgaagaacgagctggtgtccaaggactcagtcaagacgcagcaatttgcacaacgttggattaca
G R I L. A AL TTL K N E L V s K D S V KT Q0 Q F A Q R W I T
caggttagtccagaagctaaaaaccaaattaaaactaacgcgctgaccgcattggtctccatagaaccgcgtatagcaaatgcagcaget
Q v s P E A K NOQOTI K T NALTAULV S I E P R I A N A A A
caattgattgcggctatagcagatattgagttgccccatggcgcatggccagagttgatgaaaattatggttgacaatacaggtgcggaa
Q L I A A I A DI EL P HGAWUPEILM I KTIMMUVDNT G A E
caaccagaaaatgtcaagagagcctctttattggccttgggttatatgtgtgaaagtgcagaccctcaaagtcaagecttagtttecttca
Q P E NV K RASLLALGYMCE S ADUPOQ S Q AL V s s
tcaaacaatatcttaatcgctattgtccagggtgcgcaatctacggaaacttccaaagcagtcagactggcagctctgaatgctcttgea
S N N I L I A I V Q G A Q s T E T s K A V R L A A L N A L A
gactctttaattttcatcaaaaataacatggaacgcgaaggtgaaagaaactaccttatgcaagtcgtctgtgaagccactcaagctgaa
D S L I F I K N N M ERE G E RN YL M Q V V CE A T Q A E
gatatagaagttcaagcagctgcctttggttgtttgtgtaaaatcatgtcactatactatacatttatgaaaccttacatggagcaagcece
D I E V Q A A AF G CL CK I M S 9L Y YT F MK P Y M E Q A
ctatatgcattgaccatagctacaatgaaatctccaaatgataaagtagcttccatgactgtggaattctggtccactatttgtgaagaa
L Yy AL TTIATMI K S P NDI KV A S M TV EF W S T I C E E
gaaatcgatattgcctatgagctcgctcaatttcctcaatctecctttacagagttataatttecgetectectecttectattaaagatgttgte
E I D I A Y E L A Q F P Q s P L Q S Y NV F AL S S I K D V V
cccaatttgttgaaccttctaacgagacaaaatgaagatccagaagatgacgattggaatgtttccatgtccgcaggtgcatgettgecag
P N L L N L L TR Q N E D P E D D D WNV S M S A G A C UL Q
ttgtttgcccaaaactgtggcaatcatatcttagaacctgtattggaatttgttgaacaaaatattaccgctgacaactggaggaatcgt
L F A Q N CGNHTIL E?P VL EF VEOQNTI T AUDNMWI R N R
gaagctgctgtaatggcctttggttccattatggatggccctgataaggtccaaagaacctattacgttcaccaageccttaccatctatt
E A A VM AF G S I M DG P DKV QR T Y Y V HOQA ATLUP S I
ttgaatttaatgaacgatcaatccctacaagttaaggaaaccactgcttggtgtattggtagaattgctgattctgttgectgaatctate
L N L M N D Q S L 9 VK E T T AW CTIGURTIAUID S V A E S I
gacccacaacagcatcttccaggtgtcgttcaagecttgtttaattgggttgcaagatcacccaaaagtggccacaaactgttcttggacce
D P Q Q H' L P GV V QA CULTIGULOQDHU®P KV ATNTC CS W T
attatcaacttagtcgaacaattagcagaagccacaccatctccaatctataacttctatcccgectecttgtagatggtttgatcggtget
I I N L V E Q L A E A T P S P I ¥ N F Y P A L V D G L I G A
gcaaatagaattgataatgagttcaatgcccgtgcatccgeccttttcagecttgacaacaatggttgaatacgccacggacacggtaget
A N R I DN EF N AURA ASA AVF S AL T TMVE Y A TD T V A
gaaacttccgcctccatttctacgtttgttatggacaaattagggcagacaatgagtgttgatgaaaatcaattaacgttagaagatgcg
E T s A s I s T  F VM D K L G Q T™M S V D EN Q L T L E D A
caaagtttgcaagaattgcagtcaaatatattgactgttctagcagccgttattagaaaaagtccaagtagtgtagaaccggttgcagat
Q s L 9 EL 9 s NI L TV L A AV I RK S P S S V E P V A D
atgcttatgggactgttcttcaggttgttggaaaaaaaggactctgcgtttattgaagacgatgtgttttatgctatttcagectctaget
M ..M G L F F R L L E K K D S A F I E DD V F Y A I S A L A
gcttctttgggtaaaggatttgagaaatacctggaaacattttctccctatttattaaaggctttaaatcaagtagattcgeccagtttca
A $S L G K G F E K YL E TV F S P Y L L K A L N Q V D S P V s
atcaccgcagtgggcttcatcgctgatatttcaaattcgttagaagaagatttcagaagatattccgatgctatgatgaatgtcecttgget
I T AV G F I A DTI SN S L EEDVF R RY S D AMMNV L A
caaatgatctctaatccaaatgcaaggagagagttgaaaccagccgtcttgagecgtgttcggtgatattgecttccaatataggtgetgat
Q M I s N P N A RUREUL K P AV L SV F G DI A S NI G A D
tttattccctacttgaatgacatcatggcgttgtgtgttgectgecccaaaacacgaagccggaaaacggcacattagaagceccttgattat
F I P Y L N D I M ALCV A A QNTI KPENSGTTLEATL D Y
caaataaaagtactagaagcagtactagatgcttatgtgggtatagtagcgggtcttcatgataaacctgaagctctgttceccttatgtt
Q I K v L E A VL DAY V GI VA GL HDI K P EATULF P Y V
ggtactatattccagttcattgcacaagttgcagaagatcctcagctgtacagtgaggatgctacctcaagagcagcagtcggattgatt
G T I F Q F I A Q VvV A E D P Q L Y S E D A T S R A A V G L I
ggtgatatagcagcgatgtttccagacggctcaatcaaacaattttatggacaagactgggttattgattacattaaaagaactaggagt
G b I A A MF P DG S I K QF Y G O D WUV I DY I K R TR S
ggccaattgttcagtcaagccacaaaagatacagcaagatgggctagagagcaacagaagcgtcaattatccttaggatccagatctcat
G QL F S QAT XDT ATRTWA AT RTEI GQO QI K RQTL S L G S R S H
caccatcaccatcactaa
H H H H H *



Plasmid name pSF582
Encoded protein His,,-GFP-TEV-Pdr6p

Features (nt)

91
181
271
361
451

541

721
811

901

1081
1171
1261
1351
1441
1531
1621
1711
1801
1891
1981
2071
2161
2251
2341
2431
2521
2611
2701
2791
2881
2971
3061
3151
3241
3331

3421

4-33 His,-tag

40-751 GFP

763-784 TEV protease recognition site
790-4035 Pdr6p

atgcaccaccatcaccatcaccaccatcaccacggatctagcaagggcgaggagctgttcaccggggtggtgecccatecctggtecgagetg
M H H HH HHHHHHHG S S K G E EL F T GV V P I L V E L
gacggcgacgtaaacggccacaagttcagcgtgtccggcgagggcgagggcgatgeccacctacggcaagectgaccctgaagttcatetge
D G DV NGHIKVF SV S G E G EGDA AT Y G K L T L K F I C
accaccggcaagctgcccgtgeccctggecccaccctecgtgaccaccctgacctacggecgtgcagtgettcageccgectacceccgaccacatg
T T 6 K L P V P W P TJL VT TIL T Y G V Q CF S R Y P D H M
aagcagcacgacttcttcaagtccgccatgcccgaaggctacgtccaggagecgcaccatecttecttcaaggacgacggcaactacaagacce
K 0O H D F F K S AMU®PEG Y V Q E R T I F F K DD GN Y K T
cgcgccgaggtgaagttcgagggcgacaccctggtgaaccgcatcgagctgaagggcatcgacttcaaggaggacggcaacatcctgggg
R A E V K F E G b TTL V N RTIEUL K G I DF K E D G N I L G
cacaagctggagtacaactacaacagccacaacgtctatatcatggccgacaagcagaagaacggcatcaaggtgaacttcaagatccge
H K L E Y N Y N S H N VY I M A DK OQ K N G I K V N F K I R
cacaacatcgaggacggcagcgtgcagctcgccgaccactaccagcagaacacccccatcggecgacggeccecgtgetgectgecccgacaac
H N I E D G S V. Q L A DHY Q QN TU®P I GDGUP V L L P DN
cactacctgagcacccagtccgccctgagcaaagaccccaacgagaagcgcgatcacatggtectgetggagttecgtgaccgecgecggg
H ¥y L s T Q S A L S K D P N E K R D HM V L L E F V T A A G
atcactctcggcatggacgaactgtacaaggcggggagctcgggtgaaaacctctacttccaaggtaccatgagectccattcacgaggtt
I T L. G M DEVL Y KAGS S G ENILYF QGTTMS S I HE V
gtggctcttattgaagagctgtactctcctcatccgaaacatgatgttaatcagattcaacagagtttacagtcaatccagaaatcagag
V AL I E E L Y S P HP K H D VN QI Q Q S L Q@ S I Q K S E
caaggcttccacctagctaatgagcttttatctgatgacaagtactctgcgaatgtcaagtactttggtgcactgactttaactgtgcaa
Q G F HL AN EL L S DD K Y S A NV K Y F GAUL TTUL T V Q
ctaaatacgcggggtgaaaacgattatgaaaccctatggaatgttttcaggtcaaatttattgtacttgacgaaattcagtacattgtac
L N T R G E N D Y E TL W NV F R S N L L Y L T K F S T L Y
gtttccaatcctaatatgtacgggcaatctctaatcataattaaaaagttaatgtcaaacttgtcattgatcttcactaaaatcaacgat
vV s N P NMY G Q S L I I I K K L M S NT1L S 9L I F T K I N D
ccgcagcttaataacgctggaaatgaaaatatgattaagcaatggaacaatcccataaatacgtttattcaacttatgtcggttcaaaat
P 0O L N NAGDNEDNMTII KO QWNNDNU®PTINTF I Q L M S V Q N
caaaacattaatgcagaccaactgttgcttgactcaatcaactgctccttaacatacgagcaactgtctcaatttgttagecctatctcag
Q N I N A DGQ L L LD S TINTCJSTUILTVYZEZ QTLSQF V S L S Q
aaacataatgaactggcattgacgtttacagaagttattgtggaagatttgacgaagttccaaacaaagaggcattcaatgtctcaaatc
K H N E L A L TV F T E V I V E DL T K F Q T K R H S M S 0O I
cacgaagtagtccatgagcatttatatatttcaactatggctttgatcaacttgaacttaactgcacaagctgtcttcaatcctaccgta
H E V VvV H E H L ¥ I S TM AL I N L NL T™ A QA AV F N P T V
tttgattgtattactgcttggattaattatatctcattaaccagaagcgtatcttcaagtggtagaatggatttgtcggaaatttttcaa
F D CI T™AWTIN Y I S L TR SV S S S G RMDTUL S E I F Q
aacctgattgacttgatgtatcagtctacagaaggatcggacggttatgagaatgcggaaaagatcctaacaatatttggtaatgttttt
N L I DL M Y Q s T E G S D G Y E NAEI K I L TTI F G N V F
gctaatgatccattattaatgagttacgatttgagacaacaaatcgagtgtattttcttaggtgtagtaaggcctgattctggcataacc
A N D P L L M S Y DL R QO TIECTIF L GV V RUP D S G I T
gacatatctaacaaaaattcttggatgctacaatatatgaattatttagttaccaatgattttttttccgaattgaaggaattggeccatt
D I S N K N S WM L Q ¥Y M N Y L V TN DF F S E L K E L A I
tgtattgtggatttcttgcaaattaacacgttaagtgtttgtaataaattatttactaacattcaagcagctgataatggtcaagttcaa
¢c I v b F L Q I N TJL S V C N KL F T N I Q A A D NG Q V Q
gatgaatatattcaggaatacatcaaagtccttttgcaaatgaccaatttccctttaactcctgtcttacaagagttecttttectgttaga
D E Y I 9 E Y I K vL. L (QMTNU F P L TP VL Q E F F S V R
atggttgatttttggttggatttatcggatgcttacactaatttggctagcgaaactttgaggccaaattctattgagctgtctacacaa
M Vv D F WL DL S DAY TNUILASETTL RPN S I EL S T Q
atttttcagcagttgatcaatatttatttacccaaaatttctttgagtgtgaaacaaagaataattgaagaagagggtgagagcacttct
I F Q 9L I N I ¥ L P K I S L S V K 0O R I I E EE G E S T S
gtgaacgaatttgaagattttagaaacgctgtcagtgaccttgctcaatctctctggtctattttgggaaacgataatttaacaaatgtg
vV N E F E D F R NAV S DL A Q S L W SsS I L G NDDNIL TN V
ctaattgatggtatgggccaaatgcctgctgcgagtgatgagactctcatcatcaaggatactgatgttttgtttcgaattgaaacgatg
L T p G M G QM P AA S DETUL I I KD TD V L F R I E T M
tgttttgttttgaatactatattggttgatatgactctatcagaaagcccatggattaaaaatatcgttgatgccaacaaattcttcaac
¢c F VL NTTI LV DMTIL S E S P WTI KNI VD ANIKF F N
caaaatgtcatatccgtcttccaaactggtttccaaactagtgccagtacaaaagtcagtcaaattttgaaacttgacttcgtaagaaca
Q N VI s VF 0 T G F Q T s A s T K V s 0 I L XK L D F V R T
agtacaactttaatcggcactttggctggttattttaaacaggaaccttttcaattaaacccatacgtggaagctttatttcaaggtttg
s T T™ L I G T LA G Y F K Q E P F QL NP Y V EATLF Q G L
cacacttgcaccaattttactagtaaaaacgaacaagaaaaaatttcgaacgataaacttgaagttatggttatcaagactgtttcaaca
H T CcC TN F T S K N E Q E K I §s N DK 9L E VM VI KT V S T
ttatgtgagacatgccgtgaggagttgactccatatttgatgcattttataagectttttaaacacagtcattatgccagactccaatgtt
L ¢ E T CURE EL T™ P YL M HPF I $S F L N TV I M P D S N V
tcacatttcactagaactaaattggttagatctataggttatgtcgttcaatgtcaagtctccaacggtccagaggagcaagctaaatat
S H F T R T K L VvV R § I G ¥ VvV Q C Q V s NG P E E Q A K Y
attttacaattgacgaacctattgagcggctcaatagagcattgtttggcttcatcggtacagttacaagaacaacaagattatattaat
I L 9 L T NL L S G S I E H C L A S S V QL Q E Q @ D Y I N
tgtctattatactgtatatctgagctagcaacaagtttgatccaacctactgaaatcatcgaaaatgatgcattactacaaaggttatct
¢c L L ¥y ¢ I s EL AT S L I Q P T E I I E NDA AULTL Q R L S
gagtttcaaagtttctggtccagcgatcccttacaaatccgatcgaaaattatgtgcaccattgataaggtcttggataattcaatatat
E F Q s F w s s D PILOQTIU RS K I MOCTTIUDI K VL DN S I Y
tgtaaaaactccgecctttgtggagatcggttgtttgattgttggtaaaggattaaatctgecccgacggggaaccgtacttectcaagtac
¢Cc K N s A F V EI G CUL I V GG K GGL NTL P DGE P Y F L K Y
aatatgtctgaagttatgaattttgttttgcggcatgtccccaactgtgagecttgctacttgettgecttattttgtttatttattagaa
N M S E VMNVF VL R HV PNCETILA AT CUL?P Y F V Y L L E
aagcttatttcagagttcaggaaggaactaacaccacaagaatttgatttcatgtttgaaaagatccttctagtctattatgatgcatat
K L I s E F R K E L T P Q E F D F M F E K I L L V Y Y D A Y
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3601

3691

3781

3871

3961

attatcaatgatccggaccttttacaaatgacaataggttttgttaataacgttttggacgtgaagccaggcttagctattggcagtaaa
I I ~N D P DL L QM TTI G PF V NNV L DV K P GUL A I G S K
cattggacatcatttattttacctcaatttttaaaattaataccttcaagagaaaagttcacaattgttgcggtggcaaaattttggact
H w T s F I L P Q F L K L I P S R E K F T I V A V A K F W T
aagttgatcaataataagaaatacaaccaagaagaactcacaactgttaggcaacaagtttcctctataggaggagaccttgtgtaccaa
K L I N N K K Y N Q E E L T T V R Q Q Vs s I G G D L V Y 0Q
attatgtatggcttattccacacacaaaggtccgatctgaatagttacacagatctgctaagagctttggtagccaagtttccaattgaa
I M ¥ G L F H T Q R S DL N S Y TD L L R ALV A K F P I E
gcaagagagtggctcgttgctgttttgccccaaatatgtaacaatcctgcaggtcatgaaaaatttattaataaattacttattacgaga
A R E WL V A VL P Q I C NN P A GHEI K F I NKUIL L I T R
ggaagcagagcagctggaaatgttattttgcagtggtggttggattgtaccacacttccaaattaccaaggataa

G S R A A GN VI L QWWIL D C T TIL P N Y Q G *



Plasmid name pSF586
Encoded protein His,-GFP-TEV-Yrb4p

Features (nt)

91
181

271

451

541

631

721

811

901

991
1081
1171
1261
1351
1441
1531
1621
1711
1801
1891
1981
2071
2161
2251
2341
2431
2521
2611
2701
2791
2881
2971
3061
3151
3241
3331

3421

4-33 His,-tag

40-751 GFP

763-784 TEV protease recognition site
790-4131 Yrbdp

atgcaccaccatcaccatcaccaccatcaccacggatctagcaagggcgaggagctgttcaccggggtggtgecccatecctggtcecgagetg
M H H HH HHHHHHHG S S K G E EL F T GV V P I L V E L
gacggcgacgtaaacggccacaagttcagcgtgtccggcgagggcgagggcgatgeccacctacggcaagectgaccctgaagttecatetge
D G DV NGHIKVF SV S G E G EGDA AT Y G K L TUL K F I C
accaccggcaagctgcccgtgeccctggecccaccctecgtgaccaccctgacctacggegtgcagtgettcageccgectacceccgaccacatg
T T 6 K L P V P W P TUL V TTUL T Y G V Q CF S R Y P D H M
aagcagcacgacttcttcaagtccgccatgcccgaaggctacgtccaggagecgcaccatcttecttcaaggacgacggcaactacaagacce
K 0O H D F F K S AMU®PEG Y V Q E R T I F F K DD GN Y K T
cgcgccgaggtgaagttcgagggcgacaccctggtgaaccgcatcgagctgaagggcatcgacttcaaggaggacggcaacatcctgggg
R A E V K F E G b TIL VN RTIETULI KGTIDVF K EDGNTI L G
cacaagctggagtacaactacaacagccacaacgtctatatcatggccgacaagcagaagaacggcatcaaggtgaacttcaagatccge
H K L E Y N Y N S H N VY I M A DK Q K N G I K V N F K I R
cacaacatcgaggacggcagcgtgcagctcgccgaccactaccagcagaacacccccatcggecgacggeccecgtgetgetgecccgacaac
H N I E D G S V Q0 L A DHY Q OQNTU®P I G DGU®P VL L P DN
cactacctgagcacccagtccgccctgagcaaagaccccaacgagaagcgcgatcacatggtectgetggagttegtgaccgecgecggg
H ¥y L s T Q S A L S K D P N E K R D HM V L L E F V T A A G
atcactctcggcatggacgaactgtacaaggcggggagctcgggtgaaaacctctacttccaaggtaccatggatcaacaatttctaagt
I T L. 66 M DEL Y KA G S S G ENILYF QG TTMUDQ OQ F L S
caacttgagcaaactttgcacgctatcacttctggtgtaggcttgaaggaggctacaaaaactttgcaaactcaattttatacccagect
Q L EQ T L HATIT S GV G L KEA AT KTTUILQTQTF Y T Q P
acaactttgccagctttgattcatattttgcagaacggctccgatgattcgttgaaacaactagctggtgttgaagctagaaagttggtt
T T L P A L I H I L Q N G S D D S L K QL A G V E AR K L V
tccaagcactggaacgccattgatgaatccactagagcctccatcaaaacatctcttttacaaacagcatttagtgagccaaaagaaaat
S K H W NATI DE S TR A S I K T S L L Q T A F S E P K E N
gttcgtcattccaacgctcgagtaattgcttctattggtactgaagagctagatggtaacaaatggccagatttagtccctaacctaatce
V R H S N A RV I A S I G T EEL D G N XK WP DL V P N L I
caaactgcttctggtgaagacgttcaaacaagacaaactgccatttttattttgttttctctgttggaagatttcacctecttctetatet
Q T A S G E DV QTR QT ATIVF I L F S L LED F T S S L S
ggccacatcgatgactttttggctttgttctctcagacaattaatgatccatcttectttggagatcagatcattatctgeccaggetttg
G H I D D F L A L F S Q T™TINDU®P S S L E I R S L S A Q A L
aaccacgtttctgctttgattgaagaacaagaaaccatcaaccctgttcaagctcaaaaattcgeccgectcaattccatctgtggttaac
N H V. s A L I E E Q E T I NP V Q A Q K F A A S I P S V V N
gttttagacgcagttatcaaggccgacgacaccatgaacgctaaattaatctttaactgtttaaacgatttcctgctattggactcccaa
v L DAV I KA DIDTMNA AI KTLTIUFNCTLNDU FTULLUL D S Q
ttaacaggaaactttattgtggatttgattaagctgtctttacaaattgctgttaacagtgagattgacgaagatgttcgagtttttget
L T G N F I VDL I K L s L Q I A V N S E I D E D V R V F A
cttcaattcatcatatcttcattgtcctacagaaaatcgaaggtttctcaaagcaaattgggcccagaaattactgttgcagectttgaag
L o F I I s s L s ¥ R K S KV s Q s K L G P E I T V A A L K
gtggcttgtgaagagatcgatgttgacgatgaattaaacaacgaagacgaaacaggcgaaaatgaggaaaatacaccctcttcttctget
vV A C E E I DV D D E L NNEDE TG E N EE N TP S S S A
attagactgttagctttcgcttcctctgaactgccaccatcccaggttgectteccgttattgttgaacacattccagectatgttgcaatee
I R L L. A F A S S EL P P S Q V A S V I V EH I P A ML Q S
gcaaacgtttttgagagaagagctattcttttagctatttccgttgectgttactggttctccagactacattttgtctcaattcgacaaa
A NV F E RRATI L L ATI SV AV T G S P D Y I L S Q F D K
attatccctgccaccataaacggtttgaaggatactgaaccgattgttaaattagctgctctgaagtgtattcaccaattaaccactgac
I T p A TTINGUL KD TE P I V KL A ALK CTIHIOQTLTT D
ttacaagacgaagttgccaaatttcatgaagaatacttgccattgatcatcgatatcattgattctgcgaaaaacattgtcatttacaac
L o DE VA K F HEE YL P L I I DTI I DS A KNI V I Y N
tatgcaactgttgctttagatggtctgcttgagttcattgecttatgatgctatcgctaagtacttggatccattaatgaacaaactattce
Yy AT VvAL D GUL L E F I A Y DATI A K YLD P L M N K L F
tatatgttggaaagtaatgaatcatccaagttgagatgtgctgttgtttctgcaattggttccgetgettttgcagcaggtteccgegtte
Yy M L E S N E S $§$ K L R €AV V S AI G S AAF A AG S A F
attccatatttcaagactagtgttcactatttggaaaaattcatccaaaactgttctcaaattgaaggtatgagcgaagatgatatagaa
I P Y F K T s v H ¥ L E K F I 9 N C S Q I E G M S E D D I E
ctaagggccaacacttttgaaaatatttctactatggccagagccgtcagatcagacgcatttgeccgaatttgeccgaacctttggttaac
L R A N TV F E NI S TMA AU RA AV R S DAV F A E F A E P L V N
tccgectatgaggccatcaaaactgattctgctagattaagagaatctggttatgcattcattgcaaacttggctaaagtttacggcgaa
S A Y E A I K TD S A RULRE S G Y A F I A NL A K V Y G E
aattttgctcctttcttgaaaactatcctaccagaaatcttcaagacactagaattagatgaataccaattcaacttcgatggtgatgeca
N F A P F L K TTI L P E I F K TUL E L D E Y Q F N F D G D A
gaggatttagccgcatttgctgattctgccaatgaagaagaactacagaacaaattcaccgttaacactggtatttcctatgaaaaggaa
E D L A A F A DS ANEEETILOQNI KU F TV N TG TI S Y E K E
gttgcttctgcagctctatccgaattagcattgggtacgaaggagcatttcttgeccatacgtcgaacaatccttaaaggttttgaatgaa
V A S A AL S EL AL G T K EHF L P Y V E Q S L K V L N E
caagtcgatgagtcgtacggtttaagagaaaccgctctaaacaccatctggaatgttgttaagtctgtcctgttggecttccaaagtagaa
Q vpD E S Y GG L RETAILNTTIWNV YV K S VL L A S K V E
ccagaaagctatcctaagggtatcccagecctcttecctacgttaatgectgatgttttggecggttattcaagectgeccagggaaacttecatg
P E S Y pP K G I P A S S Y VNAD VL AV I QAW AIRET S M
ggtaacttaagcgatgaattcgaaacctcaatggtcattaccgttatggaagattttgccaatatgattaagcaatttggcgcaatcatce
G N L s D EVF E T s M VI TV ME DV F A NMTII K QU F G A TI I
atcatggacaacggcgactcttctatgctagaagctttgtgcatgcaagttcttagtgtcttgaagggtacccatacttgtcaaaccatt
I M D N G D S S M L E AL CMOQV L S VL K GTHTTC Q T I
gatatcgaggaggacgttccaagagatgaagaattagacgcttctgaaaccgaagcaactttacaagatgttgcattggaagttcttgtce
D I E E D V P R D E E L DA S E T EATTUL QD V A L E V L V
agtttatctcaagctttagctggtgattttgccaaagtctttgacaacttcagaccggttgttttcggattattccaatctaaatccaag
s L S Q AL A G D F A KV F DNV FIRU©P VV F G L F Q S K S K
aataagagatcatccgccgtcggtgeccgecctctgaattagectctaggtatgaaagaacaaaatcctttecgttcatgaaatgctagaagece
N K R S s AV G A A S EL AL GMI KEOQNUPVF V HEMMTL E A
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3601

3691

3781

3871

3961

4051

ttagtcattagattaacaagcgataaatctttagaagttagaggtaacgcggcttatggtgttggtttgttgtgtgaatatgcttctatg
L vI RL TS DX S L EV RGN AAYGV GG L L CE Y A S M
gacatctcagccgtttatgaacctgttttgaaggcgectttatgagttactaagtgectgctgaccaaaaggeccttagcageccgaagatgac
D I S AV Y E P V L K A L Y EL L S A A DOQ K AL A A E D D
gaagccaccagagagattattgatagagcatacgctaatgctagtggatgtgtggccagaatggctttgaagaacagtgctctagttcca
E A TR E I I D RAYADNASGCV AU RMA AL KNS AL V P
ttggaacaaactgttccagcattattggcacatttaccactaaacaccggttttgaagaatacaatccaattttcgaattgatcatgaaa
L E Q T Vv PALLAUHULU®PIULNTGU F E E Y NP I F EL I M K
ctataccaggaaaatagtcccgttatcacaaacgaaaccccaaggatcatcgagattttcagtgctgtgtttaccaaagaaaatgataga
L Y Q E N S P V I TNE T PRI I E I F S A V F T K E N D R
attaagttagaaaaggagtctactctaggtagggaagagaatatggaaagattaaagcaattccaaaccgaagagatgaagcataaggtt
I K L E K E s T L. G R E ENMEWURTULI KOQUF Q T EE MK H K V
attgaattattgaagtatctaaacactacttacaacggaattgttgctcaaaatccggttttagctgcagtcattgcttga

I E L L K ¥ L N T T Y N G I V A Q N P V L A A V I A *



Plasmid name pSF587
Encoded protein His,,-GFP-TEV-scImpf

Features (nt)

91
181
271
361
451
541
631
721

811

991
1081
1171
1261
1351
1441
1531
1621
1711
1801
1891
1981
2071
2161
2251
2341
2431
2521
2611
2701
2791
2881
2971
3061
3151
3241

3331

4-33 His,-tag

40-751 GFP

763-784 TEV protease recognition site
790-3375 scImpf

atgcaccaccatcaccatcaccaccatcaccacggatctagcaagggcgaggagctgttcaccggggtggtgeccatecctggtecgagetg
M H H HH HHHHHHHHG S S K G E E L F T GV V P I L V E L
gacggcgacgtaaacggccacaagttcagcgtgtccggcgagggcgagggcgatgeccacctacggcaagectgaccctgaagttecatetge
D G DV NGHIKVF SV S G E G EGD AT Y GG K L T L K F I C
accaccggcaagctgcccgtgeccctggecccaccctecgtgaccaccctgacctacggegtgcagtgettcageccgectacceccgaccacatg
T T 6 K L P V P W P TUL V TTUL T Y G V Q CF S R Y P D H M
aagcagcacgacttcttcaagtccgccatgcccgaaggctacgtccaggagecgcaccatecttecttcaaggacgacggcaactacaagacce
K 0O H D F F K SAMU®PEG Y V Q E R T I F F K DD GN Y K T
cgcgccgaggtgaagttcgagggcgacaccctggtgaaccgcatcgagctgaagggcatcgacttcaaggaggacggcaacatcctgggg
R A E F E G D TL VNRTIETLI KGTIDUF K EDGNTITUL G
cacaagctggagtacaactacaacagccacaacgtctatatcatggccgacaagcagaagaacggcatcaaggtgaacttcaagatccgc
H K L E Y N Y N S H N VY I M A DK Q KN G I K V N F K I R
cacaacatcgaggacggcagcgtgcagctcgccgaccactaccagcagaacacccccatcggecgacggeccecgtgectgetgecccgacaac
H N I E D G S V Q0 L A DHY Q QNTU®P I G DGU®P VL L P DN
cactacctgagcacccagtccgccctgagcaaagaccccaacgagaagcgcgatcacatggtectgetggagttegtgaccgecgecggg
H ¥y L s T Q S A L S K D P N E K R D HM V L L E F V T A A G
atcactctcggcatggacgaactgtacaaggcggggagctcgggtgaaaacctctacttccaaggtaccatgtccaccgetgaatttget
I T L. 6 M DEL Y KA G S S G ENILYF QO GTMS T AZE F A
caactattggagaacagtatcttaagtcccgaccaaaacattcggttgactagtgaaacgcaattaaagaaattatctaatgacaacttce
Q L L E N S I L s P D QNI R L TS E T QL K K L S N D N F
ttacaatttgcaggtctttcttcgcaagtgcttatcgatgaaaatacaaagctagaagggcgtattctagecggcgectaactttgaagaac
L O F A GL S S Q VL I bDENT I KT LEGI RTIULA AW ATLTTL K N
gagctggtgtccaaggactcagtcaagacgcagcaatttgcacaacgttggattacacaggttagtccagaagctaaaaaccaaattaaa
E L V S K D S V K T Q Q FA QR W I T QV S P EA ATZKINIOQTI K
actaacgcgctgaccgcattggtctccatagaaccgcgtatagcaaatgcagcagctcaattgattgecggectatagcagatattgagttg
T N A L T AL V s I E P R I A NA A A QL I A A I A D TI E L
ccccatggcgcatggccagagttgatgaaaattatggttgacaatacaggtgecggaacaaccagaaaatgtcaagagagecctctttattg
P H G A W?PETILMIKTIMVDNTGA AE QP ENV K R A S L L
gccttgggttatatgtgtgaaagtgcagaccctcaaagtcaageccttagtttcttcatcaaacaatatcttaatcgectattgteccagggt
A L G Y M CE S ADUPOQS QA ALV S S S NNTI LTI ATI V Q G
gcgcaatctacggaaacttccaaagcagtcagactggcagctctgaatgctcecttgcagactctttaattttcatcaaaaataacatggaa
A Q S T E T S K AV R L A AL NATLA ADS L I F I K N NME
cgcgaaggtgaaagaaactaccttatgcaagtcgtctgtgaagccactcaagctgaagatatagaagttcaagcagectgectttggttgt
R E G E R N Y L M Q V V C E A T QA E DI E V Q A A A F G C
ttgtgtaaaatcatgtcactatactatacatttatgaaaccttacatggagcaagccctatatgcattgaccatagctacaatgaaatct
L ¢ K I M s L ¥ Yy T F M K P Y M E QA ATULYALTTIA ATMMIZ K S
ccaaatgataaagtagcttccatgactgtggaattctggtccactatttgtgaagaagaaatcgatattgcctatgagctcgctcaattt
P N D K VA S M TV E F W S TTICEEETIDTIAY EL A Q F
cctcaatctcctttacagagttataatttcgectctectcttectattaaagatgttgtccccaatttgttgaaccttctaacgagacaaaat
P 0 s P L Q S YNV F AL S S I KDV V P NLILDNILTILTIR Q N
gaagatccagaagatgacgattggaatgtttccatgtccgcaggtgcatgecttgcagttgtttgeccaaaactgtggcaatcatatctta
E D P E D DDWNV S M S A G A CUL OQOU LV FAOQNITGCSGNUHTITL
gaacctgtattggaatttgttgaacaaaatattaccgctgacaactggaggaatcgtgaagctgctgtaatggecctttggtteccattatg
E P V L E F V. EQ N I T A DNWU R NUREAA AUV M A F G S I M
gatggccctgataaggtccaaagaacctattacgttcaccaagccttaccatctattttgaatttaatgaacgatcaatccctacaagtt
D G P DK V QR T Y Y VHOQATULUP S I L NTLMNDNUDOQS L Q V
aaggaaaccactgcttggtgtattggtagaattgctgattctgttgctgaatctatcgacccacaacagcatcttccaggtgtecgttcaa
K E T T A W C I G R I A D S V A E S I DP QO HUL P G V V Q
gcttgtttaattgggttgcaagatcacccaaaagtggccacaaactgttcttggaccattatcaacttagtcgaacaattagcagaagece
A C L I G L Q D H P K VATNTCSMWTTITINTILV E QL A E A
acaccatctccaatctataacttctatcccgctecttgtagatggtttgatcggtgectgcaaatagaattgataatgagttcaatgececgt
T p S Pp I Y N F Y P A L VD G L I GA A NIRTUDNEF N A R
gcatccgccttttcagecttgacaacaatggttgaatacgccacggacacggtagctgaaacttccgectecatttctacgtttgttatg
A S A F S AL T T MV E Y A TD TV A ET S A S I S T F V M
gacaaattagggcagacaatgagtgttgatgaaaatcaattaacgttagaagatgcgcaaagtttgcaagaattgcagtcaaatatattg
D KL G Q ™M S VDZEN O QTLTTLTET DA AT QS STLOQQETLOQS NI L
actgttctagcagccgttattagaaaaagtccaagtagtgtagaaccggttgcagatatgcttatgggactgttcttcaggttgttggaa
T v L A AV I R K S P S SsSVEPV ADMILMGULF F R L L E
aaaaaggactctgcgtttattgaagacgatgtgttttatgctatttcagctctagectgecttectttgggtaaaggatttgagaaatacctg
K K b s A F I E DDV F Y AI S AL AAS L G K G F E K Y L
gaaacattttctccctatttattaaaggctttaaatcaagtagattcgccagtttcaatcaccgcagtgggecttcatcgectgatatttca
E T  F s P Y L L K A L NOQ VD S P V s I T AUV G F I A DI S
aattcgttagaagaagatttcagaagatattccgatgctatgatgaatgtcttggctcaaatgatctctaatccaaatgcaaggagagag
N s L E E bD F R R Y SsSs DA MMNUVILAOQOQMTIS NP NAIR R E
ttgaaaccagccgtcttgagcgtgttcggtgatattgecttccaatataggtgectgattttattcecctacttgaatgacatcatggegttg
L K p AV L SV F GD I ASNTIGADU FTI P Y L NDTIMA AL
tgtgttgctgcccaaaacacgaagccggaaaacggcacattagaagcccttgattatcaaataaaagtactagaagcagtactagatget
c vV A A Q N T K P ENGTTUL EAULD Y Q I K VL E A V L D A
tatgtgggtatagtagcgggtcttcatgataaacctgaagctctgttcccttatgttggtactatattccagttcattgcacaagttgea
Yy v G T v A G L H D K P E AL F P Y V G T I F Q F I A Q V A
gaagatcctcagctgtacagtgaggatgctacctcaagagcagcagtcggattgattggtgatatagcagcgatgtttccagacggctca
E D P QL ¥ S EDAT SR AAV G LI GDTIAAMT F P D G S
atcaaacaattttatggacaagactgggttattgattacattaaaagaactaggagtggccaattgttcagtcaagccacaaaagataca
I K Q F Y G Q bwvVv I DY I K RTW RS G QUL F S Q AT K D T

gcaagatgggctagagagcaacagaagcgtcaattatccttataa

A R WA AURTE ESO QO QI KR QL S L *



Plasmid name pSF588
Encoded protein His,,-GFP-TEV-Pselp

Features (nt)

91
181
271
361
451
541
631
721
811

901

1081
1171
1261
1351
1441
1531
1621
1711
1801
1891
1981
2071
2161
2251
2341
2431
2521
2611
2701
2791
2881
2971
3061
3151
3241
3331
3421

3511

4-33 His,-tag

40-751 GFP

763-784 TEV protease recognition site
790-4059 Pselp

atgcaccaccatcaccatcaccaccatcaccacggatctagcaagggcgaggagctgttcaccggggtggtgecccatecctggtecgagetg
M H H H H HHHHHHHHG S S K G EEL F T GV V P I L V E L
gacggcgacgtaaacggccacaagttcagcgtgtccggcgagggcgagggcgatgccacctacggcaagectgaccctgaagttcatetge
D G D VN GHIKF S V s G E G E G DA AT Y G K L T UL K F I C
accaccggcaagctgcccgtgeccctggecccaccctecgtgaccaccctgacctacggegtgcagtgettcageccgectacceccgaccacatg
T T G K L P V P WP TULVTTTIL T Y G V Q CF S R Y P D H M
aagcagcacgacttcttcaagtccgccatgcccgaaggctacgtccaggagecgcaccatecttecttcaaggacgacggcaactacaagacce
K 0O H D F F K S AMU®PEG Y V Q E R T I F F K DD GN Y K T
cgcgeccgaggtgaagttcgagggcgacaccctggtgaaccgcatcgagctgaagggcatcgacttcaaggaggacggcaacatecctgggg
R A E V K F E G b TTL V N RTIEUL K G I DF K E D G N I L G
cacaagctggagtacaactacaacagccacaacgtctatatcatggccgacaagcagaagaacggcatcaaggtgaacttcaagatccge
H K L E Y N Y N S H N VY I M A DK OQ K N G I K V N F K I R
cacaacatcgaggacggcagcgtgcagctcgccgaccactaccagcagaacacccccatcggecgacggeccecgtgetgetgecccgacaac
H N I E D G S V. Q L A DHY Q QN TU®P I G DG P VL L P D N
cactacctgagcacccagtccgccctgagcaaagaccccaacgagaagcgcgatcacatggtectgetggagttecgtgaccgecgecggg
H ¥y L s T Q S A L S K D P N E K R D HM V L L E F V T A A G
atcactctcggcatggacgaactgtacaaggcggggagctcgggtgaaaacctctacttccaaggtaccatgtctgectttaccggaagaa
I T L. 66 M DEL Y KA G S S G ENILYF OQGTMSATUL P E E
gttaatagaacattacttcagattgtccaggcgtttgcttccecctgacaatcaaatacgttctgtagectgagaaggctcttagtgaagaa
vV N R TL L Q I V Q A F A S P DNOTI R S V A E KA ATL S E E
tggattaccgaaaacaatattgagtatcttttaacttttttggctgaacaagccgectttctecccaagatacaacagttgcagcattatet
w I T E N N I E Y L L TF L A E Q A A F S Q D T T V A A L S
gctgttctgtttagaaaattagcattaaaagctcccecttecttcgaagettatgattatgtccaaaaatatcacacatattaggaaagaa
A V L F R K L. AL K A P P S S KL M I M S KNTITTHTI R K E
gttcttgcacaaattcgttcttcattgttaaaagggtttttgtcggaaagagctgattcaattaggcacaaactatctgatgctattget
v L A Q I R S $S L L K G F L S E R A D S I R H KL S D A I A
gagtgtgttcaagacgacttaccagcatggccagaattactacaagctttaatagagtctttaaaaagcggtaacccaaattttagagaa
E C vV o D DL P A WP EILTIL QA AILTIE S L K S GNP N F R E
tccagttttagaattttgacgactgtaccttatttaattaccgctgttgacatcaacagtatcttaccaatttttcaatcaggctttact
s s F R I L T T™ Vv P Y L I T A V D I N S I L P I F Q S G F T
gatgcaagtgataatgtcaaaattgctgcagttacggctttcgtgggttattttaagcaactaccaaaatctgagtggtccaagttaggt
DA S DNV XK I A AV T™AUF V G Y F K QL P K S E W S K L G
attttattaccaagtcttttgaatagtttaccaagatttttagatgatggtaaggacgatgcccttgcatcagtttttgaatcgttaatt
I L L P S L L NS L P RF L DDGI K DD ATIL A S V F E S L I
gagttggtggaattggcaccaaaactattcaaggatatgtttgaccaaataatacaattcactgatatggttataaaaaataaggattta
E L VvV EL A P K L F K DM F D QI I 0 F T DMV I K N K D L
gaacctccagcaagaaccacagcactcgaactgctaaccgttttcagcgagaacgctccccaaatgtgtaaatcgaaccagaattacggg
E P P A R TTAULEILL TV F S ENAUPOQOMMT CI K S N QO N Y G
caaactttagtgatggttactttaatcatgatgacggaggtatccatagatgatgatgatgcagcagaatggatagaatctgacgatacc
Q T L VM VTL I MMTE VS I DD DDA AUEWTIE S D DT
gatgatgaagaggaagttacatatgaccacgctcgtcaagctcttgatcgtgttgectttaaagectgggtggtgaatatttggectgcacca
D D E E E V T Y D HAIROQATL DI RVATLI KT LGSGE YL A A P
ttgttccaatatttacagcaaatgatcacatcaaccgaatggagagaaagattcgcggccatgatggcactttcctectgcagectgagggt
L F Q YL 0o M I T s T EWI REWRUPFAMAMMATL S S A A E G
tgtgctgatgttctgatcggcgagatcccaaaaatcctggatatggtaattceccctcatcaacgatcecctcatccaagagtacagtatgga
¢c A DVL I G E I P K I L DMV I PL I NDUPHUPRV Q Y G
tgttgtaatgttttgggtcaaatatctactgatttttcaccattcattcaaagaactgcacacgatagaattttgccggctttaatatct
c ¢ N VL G Q I s TDVF s P F I Q RTAHDI RTIULU®PA AILTI S
aaactaacgtcagaatgcacctcaagagttcaaacgcacgccgcagcggctctggttaacttttctgaattcgecttcgaaggatattett
K L T s E C T S R V. Q T H A A A AL V N F S E F A S K D I L
gagccttacttggatagtctattgacaaatttattagttttattacaaagcaacaaactttacgtacaggaacaggccctaacaaccatt
E P YL DS L L TNUILILV L L Q S N K L Y V Q E Q A L T T I
gcatttattgctgaagctgcaaagaataaatttatcaagtattacgatactctaatgccattattattaaatgttttgaaggttaacaat
A F I A E A A K NIKVF I K YYDTTT1»L M P L L L NV L K V N N
aaagataatagtgttttgaaaggtaaatgtatggaatgtgcaactctgattggttttgccgttggtaaggaaaaatttcatgagcactct
K D NS VL K G K CMETCATTULTIGU FA AV G K E K F HE H S
caagagctgatttctatattggtcgctttacaaaactcagatatcgatgaagatgatgcgctcagatcatacttagaacaaagttggage
Q EL I s I L vV A L Q N s D I D E D DAL R S Y L E Q S W S
aggatttgccgaattctgggtgatgattttgttcecgttgttaccgattgttataccaccecctgectaattactgeccaaagcaacgcaagac
R I ¢ R I L.G DD VF VPL L P I VI P P L L I T AI KA AT Q D
gtcggtttaattgaagaagaagaagcagcaaatttccaacaatatccagattgggatgttgttcaagttcagggaaaacacattgctatt
vV G L I E EE E A A NPF Q Q Y P D WD V V Q V QO G K H I A I
cacacatccgtccttgacgataaagtatcagcaatggagctattacaaagctatgcgacacttttaagaggccaatttgectgtatatgtt
H Ts v L DDIKV S AMETLTLIOQS Y ATTU LTILIRGOQUF AV Y V
aaagaagtaatggaagaaatagctctaccatcgcttgacttttacctacatgacggtgttcgtgctgcaggagcaactttaattcctatt
K E VvV M E E I A L P S L DF Y L H D GV R AAGA ATTUL I P I
ctattatcttgtttacttgcagccaccggtactcaaaacgaggaattggtattgttgtggcataaagecttcgtctaaactaatcggagge
L L s ¢ L L. A A TG T OQNEEILV L L WHI KA A S S KL I G G
ttaatgtcagaaccaatgccagaaatcacgcaagtttatcacaactcgttagtgaatggtattaaagtcatgggtgacaattgcttaage
L M s E P M P E I TQ VY HN SL VN G TI K VMG DNC L S
gaagaccaattagcggcatttactaagggtgtctccgeccaacttaactgacacttacgaaaggatgcaggatcgeccatggtgatggtgat
E D Q L. A A F T K GV S ANILTIDT Y ERMOT DU RHGD G D
gaatataatgaaaatattgatgaagaggaagactttactgacgaagatcttctcgatgaaatcaacaagtctatcgcggeccgttttgaaa
E Y N E N I D E E E D F T D E D L L D E I N K S I A A V L K
accacaaatggtcattatctaaagaatttggagaatatatggcctatgataaacacattccttttagataatgaaccaattttagtcatt
T T N G H ¥ L K N L E NI W P M I N T F L L DN E P I L V I
tttgcattagtagtgattggtgacttgattcaatatggtggcgaacaaactgctagcatgaagaacgcatttattccaaaggttaccgag
F A L VvV VI G DL I Q0 ¥ G G E Q T A S MK NAUF I P K V T E
tgcttgatttctcecctgacgctecgtattcgeccaagectgettecttatataatcggtgtttgtgeccaatacgectccatctacatatgectgac
¢c L I s Pp DA RTIU RO AAS Y I I GV CA QY AP S T Y A D



3601

3691

3781

3871

3961

4051

gtttgcataccgactttagatacacttgttcagattgtcgattttccaggctccaaactggaagaaaatcgttcttcaacagagaatgcece
v cI1 p TUL D TUL V Q I VDF P G S KL E ENR S S T E N A

agtgcagccatcgccaaaattctttatgcatacaattccaacattcctaacgtagacacgtacacggctaattggttcaaaacgttacca
S A A I A K I L Y A Y N S NI P N VD T Y T ANWF K T L P

acaataactgacaaagaagctgcctcattcaactatcaatttttgagtcaattgattgaaaataattcgccaattgtgtgtgctcaatct
T I T D K E A A S F N Y Q F L S Q L I E NN S P I V CA Q S

aatatctccgctgtagttgattcagtcatacaagccttgaatgagagaagtttgaccgaaagggaaggccaaacggtgataagttcagtt
N I s A vV Vv D S VI Q AL NEUR S L TEWREGIOQTV I S S V

aaaaagttgttgggatttttgccttctagtgatgctatggcaattttcaatagatatccagctgatattatggagaaagtacataaatgg
K K L L. G F L P s s DbDAMATIV FNURY PADTIMMEI KV HI KW

tttgcataa

F A *



Plasmid name pSF879
Encoded protein His,,-GFP-TEV-Crm1p

Features (nt)

91
181
271
361
451

541

721
811

901

1081
1171
1261
1351
1441
1531
1621
1711
1801
1891
1981
2071
2161
2251
2341
2431
2521
2611
2701
2791
2881
2971
3061
3151
3241
3331

3421

4-33 His,-tag

40-751 GFP

763-784 TEV protease recognition site
793-4047 Crmlp

atgcaccaccatcaccatcaccaccatcaccacggatctagcaagggcgaggagctgttcaccggggtggtgecccatecctggtcgagetg
M H H HH HHHHHHHG S S K G E EL F T GV V P I L V E L
gacggcgacgtaaacggccacaagttcagcgtgtccggcgagggcgagggcgatgeccacctacggcaagectgaccctgaagttecatetge
D G DV N GHIKVF SV S GG E G EGDA AT Y G K L T L K F I C
accaccggcaagctgcccgtgeccctggecccaccctecgtgaccaccctgacctacggecgtgcagtgettcageccgectacceccgaccacatg
T T 6 K L P V P W P TUL V TTUL T Y G V Q CF S R Y P D H M
aagcagcacgacttcttcaagtccgccatgcccgaaggctacgtccaggagecgcaccatecttecttcaaggacgacggcaactacaagacce
K 0O H D F F K S AMU®PEG Y V Q E R T I F F K DD GN Y K T
cgcgccgaggtgaagttcgagggcgacaccctggtgaaccgcatcgagctgaagggcatcgacttcaaggaggacggcaacatcctgggg
R A E V K F E G b TL V N RTIEUL K G I DF K E D G N I L G
cacaagctggagtacaactacaacagccacaacgtctatatcatggccgacaagcagaagaacggcatcaaggtgaacttcaagatccge
H K L E Y N Y N S H N VY I M A D K Q K N G I K V N F K I R
cacaacatcgaggacggcagcgtgcagctcgccgaccactaccagcagaacacccccatcggecgacggeccecgtgetgectgecccgacaac
H N I E D G S V Q0 L A DHY Q OQNTU®P I G DGU®P VL L P DN
cactacctgagcacccagtccgccctgagcaaagaccccaacgagaagcgcgatcacatggtecctgetggagttecgtgaccgecgecggg
H ¥y L s T Q S A L S K D P N E K R D HM V L L E F V T A A G
atcactctcggcatggacgaactgtacaaggcggggagctcgggtgaaaacctctacttccaaggtaccggtatggaaggaattttggat
I T L. 66 M DEL Y KA G S S G ENILY F Q G T GME G I L D
ttttctaacgacttagatatcgctctattagatcaggtggtatctacattctatcaaggttcaggtgttcagcaaaagcaagcccaagag
F S N DL D IATLTILUDQV VS TTF Y Q G S GV Q Q K Q A Q E
attttgactaaatttcaagataatccagacgcttggcaaaaagctgaccaaattcttcaattctcaactaaccctcaatcaaaatttatt
I L. T K F Q DNUP DA AWG QI XA ADIG QTITILIOQTF S TDNUZP QS K F I
gccctttccatccttgataaattaattactagaaaatggaaattgttgeccgaatgatcatagaattggaattaggaacttecgttgttggt
A L s I L D K L I T R K W K L L P N D HR I G I R N F V V G
atgattatctccatgtgccaagacgatgaagtatttaaaacacaaaagaacctgatcaataagtcggacttgactttggtccaaatttta
M 1 I s M ¢C 9 DD EV F KT Q K N L I N K S DL TTL V Q I L
aagcaggaatggcctcagaattggcctgaatttatcccagaactaatcggcagttcaagttcctctgttaatgtttgtgaaaataacatg
K 0 E WP Q N WP E F I P EL I G S S S S S V NV CE NN M
atcgttttgaaactgctatccgaagaagtcttcgatttctctgcggaacaaatgacacaagctaaagectttacatttgaaaaattccatg
I vL K L L s EE V F D VF S A EOQMT QA KA AULUHT LI KN S M
tcaaaagaatttgaacagatttttaaattatgttttcaagttttggaacaaggttcttcaagctctctaatagtggcaaccttagaatct
S K E F E Q I F K L ¢ F Q vL.L E Q G S S SsS s L 1 Vv A T L E S
ttactgagatatttacattggattccttatcgttatatttatgaaaccaatattttggaattattaagcaccaaattcatgacatcgect
L L R Y L H W I P Y R Y I ¥ E T NI L EL L S T K F M T S P
gatacaagagccatcacattgaaatgtttgactgaggtttcaaatctaaaaattccacaagataatgatttgataaaaagacaaactgta
D TR A I TTL K CULTEV S NTLIKTI P QDDNDILTI K R Q T V
ctttttttccaaaatactctacaacaaattgccacaagtgtgatgcccgtgactgccgatctgaaagccacttatgcaaatgctaacggt
L F F Qg N T L Q Q T A T s VM PV T AIDTLI KA AT Y AN AN G
aatgatcaatctttcttacaagatttagcaatgtttctaactacatatctcgctcgtaatagggcccttctagagagtgatgaatcgtta
N D Q S F L Q bL A M F L TTYLAURNU R AILTLE S D E S L
agagagttgttgttgaatgcgcaccaatacttaattcaattatccaaaatcgaagaaagagaactatttaagacgacattggattactgg
R E L L L N A HQ Y L I Q L s K I E ERE L F K T TUL D Y W
cataatttagtagcagatttgttttatgaggttcagcgtttgcctgctaccgaaatgagcccattgatacagttatcagtcggttcacaa
H N L VA DL F Y E V Q R L P A T EMS P L I QL S V G S Q
gctatctcaactggatctggcgccctaaatccggaatatatgaaaagatttccattaaaaaaacatatttacgaagaaatttgttcacag
A I s T G S G A L NP E Y M KR F P L K K HTI Y E ETI C S Q
ttgagattggtcattattgaaaatatggttagaccagaagaagtccttgtggttgaaaatgatgaaggagaaattgttagagagttcgtt
L R L Vv I T E N M V R P E E VL V V ENDE G E I V R E F V
aaagaatcagacactatccaattatacaaatcagaaagagaggttcttgtatatttgacccatttgaatgttatcgatacagaagaaatc
K E s b T I Q L ¥ K s E R E VL VYL T™HUL NV I DT E E I
atgatcagtaaattggcaaggcaaatcgatggttccgaatggtcatggcataatatcaacactttatcttgggctattggttccatatcet
M I s K L. AR QI DG S E WS WHNTINTTUL S WATI G S I s
ggtacaatgagcgaagatactgaaaaaaggtttgtagttactgttattaaagatttactagatttaacggtcaagaaaaggggtaaagat
G T™M™M S E D T E K R F V VTV I K DL L DL T V K K R G K D
aataaagctgttgttgcatcggatattatgtacgtcgtgggccaatatcctagatttttgaaggctcactggaattttctaagaacagtt
N K AV VA S DI MYV V GQ Y P RF L KA HWNU FULRT V
attttgaaactttttgaatttatgcatgaaactcatgagggtgttcaggatatggcatgtgacacattcattaagattgttcaaaaatgt
I L K L F E F M H E T HE GV Q DM ACTDT F I K I V Q K C
aaatatcattttgttattcaacaaccccgtgagtctgagcctttcatccaaacaataattagggatattcaaaagacaactgctgaccta
K Y H F v I 0 9 P R E S E P F I 0 T I I R D I Q K T T A D L
cagccgcaacaggtccatacattttacaaggcttgtggtattattatttctgaagaaagaagcgtagcggagagaaatagattattaagt
Q P Q QO VH T F Y KA CGTI I I s E E R S VA EURNUZ RTLUL S
gatttgatgcaactgccaaatatggcttgggacactatagtggaacaatccactgctaacccaacattgttgttagattctgaaactgtce
p L. Mm QL P N MAWUDTITTIVEOQS T ANU®P TULULL D S E T V
aaaattattgcgaatattataaaaaccaatgtagctgtctgcacctcaatgggagcagatttctatccacagttgggtcacatctattac
K I I A NI I K T NV A V C T S M G A DVF Y P QL G H I Y Y
aatatgcttcagctatacagagctgtttcttcgatgatttctgctcaagttgeccgcagaaggtctaattgectacgaagacaccaaaggtt
N M L 9 L Y R AV S s M I S A Q V A A E G UL I ATI KT P K V
cgtggtttgagaaccatcaaaaaagagattctgaagcttgttgagacctatatatccaaggcgagaaatttggatgatgtcgttaaagtg
R 6 L R TTI K K E I L K L v E T Y I S K A R N L D D V V K V
ttagttgagccattattgaacgctgtacttgaagactatatgaacaacgttcctgatgcaagggacgccgaagtgctaaattgtatgaca
L vV E P L L N AV L EDYMNNV P D AU RUDAEV L NICMT
acagtagtagaaaaggttggtcatatgatcccacaaggtgttattttaattttacagagtgtatttgaatgcactttggacatgattaac
T v v E K VvV G H M I P QG VI L I L Q SV F ECTTLIDMMTIN
aaagacttcacagaatatccagagcatcgtgtagaattttacaagttattgaaggtcatcaatgagaaatcatttgctgcatttttggaa
K D F T E Y P E H RV EF Y K L L K V I NE K S F A A F L E
ctacctccggectgectttaaattgtttgttgacgectatttgttgggecgttcaaacataacaatagagatgtcgaagttaatggtctacag
L P P A A F KL VF VD ATICWA AU FI KHNNIRUDV E VN G L Q



3511

3601

3691

3781

3871

3961

attgcattagacctagtgaaaaacattgaaagaatgggaaatgtcccatttgcaaatgagttccacaagaattattttttcatttttgte
I AL DL V K NTIERMGNUV P F ANEVFHI KNYF F I F V
agtgaaacgttttttgttttaaccgattccgaccacaaatccggtttttctaagcaagectttgttactaatgaagttgatttetttggtt
s E T F F VL T D S D H K S G F S K 0 AL L L M K 5L I S L V
tatgataacaagatttcggtaccattatatcaagaagctgaggtaccacaaggaacttcaaatcaagtctacttaagccaatatttggcet
Yy b N K I s v P L Y Q E A E V P QG T S N OQV Y L S Q Y L A
aatatgttaagtaatgcattcccccatttaacatccgaacaaatcgcaagttttctctctgcattaactaaacaatacaaagacttagtg
N M L S N A F P HL T S E QI A S F L S A L T K Q Y K D L V
gtcttcaaaggcactttgagggactttttggtgcaaatcaaagaagtcggaggtgatccaacagattatttgtttgctgaagataaagag
vV F K 6 T L R DFLV QTI XK E V GG GD P TD Y L F A E D K E
aatgcattaatggaacagaatagactagagagggaaaaagctgccaagattggtgggttattaaagccttctgaacttgatgattag

N A L M E Q N R L E R EKAAI KTIGSGUL UL K P S E L D D *



Plasmid name pQEG60-hsTrnl
Encoded protein hsTrn1-His,

Features (nt)

91
181
271
361
451
541
631
721

811

991
1081
1171
1261
1351
1441
1531
1621
1711
1801
1891
1981
2071
2161
2251
2341
2431
2521
2611

2701

1-2670 human Transportin 1
2683-2700 His,-tag

atggagtatgagtggaaacctgacgagcaagggcttcagcaaatcctgcagectgttgaaggagtcccagtccccagacaccaccatccag
M E Y E W K P DE Q GL Q @ I L Q9 L L. XE S Q S P DTTTI Q
agaaccgtgcaacaaaaactggaacaacttaatcagtatccagactttaacaactacttgatttttgttcttacaaaattaaaatctgaa
R T V. 0 9 K L E Q L N Q Y P D F NN Y L I F V L T K L K S E
gatgaacccacaagatcattgagtggtcttatcttgaagaataatgtgaaagcacactttcagaacttcccaaatggtgtaacagacttt
D E P TR S 9L S G L I L K NNV K AHU FOQNUF P NG V T D F
attaaaagtgaatgtttaaataatattggtgactcctctcctctgattagagccactgttggtattttgatcacaactatagecctccaag
I K s E C L N NI G D S s P L I R ATV GGG I L I T TTI A S K
ggagaattgcagaattggcctgacctcttaccaaaactctgtagecctgttggattctgaagattataatacctgtgagggagcatttggt
G EL 9 N W?P DILIL P KL C S L L D S E D Y N T CE G A F G
gcccttcagaagatttgtgaagattctgctgagattttagacagtgatgttttagatcgtecctctcaacatcatgattcccaaattttta
A L Q K I ¢C E D S A E I L D S DV L DRP L NI MTIP K F L
cagttcttcaagcatagtagtccaaaaataaggtctcacgctgttgcatgtgtcaatcagtttatcatcagtaggactcaagctctaatg
Q F F K H s s P K I R S H A V A C VN O F I I S R T Q A L M
ttgcacattgattcttttattgagaatctctttgcattagctggtgatgaagaaccagaggtacggaaaaatgtgtgccgagcacttgtg
L H I D S F I E N L F A L A G D E E P E V R K N V C R A L V
atgttgctcgaagttcgaatggatcgcctgcttecctcacatgcataatatagttgagtacatgctacagaggactcaagatcaagatgaa
M L L E V R M DR L L P H M HNTI V E Y ML Q R T Q D Q D E
aatgtggctttagaagcctgtgaattttggctaactttagctgaacagccaatatgcaaagatgtactcgtaaggcatcttcctaagttg
N v AL EACEF WL TTLAE QP I C KD VL V R HTIL P K L
attcctgtgttagtgaatggcatgaagtactcagacatagatattatcctacttaagggtgatgttgaagaagacgaaacgattcctgat
I p VL VN GM K Y s DI DI I L L K G D V EEDE T I P D
agtgaacaggatatacggccacgttttcaccgatcgaggacggtggctcagcagcatgatgaagatggaattgaagaggaagatgatgat
S E Q DI R P R F HR S RTV A Q Q H D E D G I E E E D D D
gatgatgaaattgatgatgatgatacaatttctgactggaatctaagaaaatgttctgctgctgccctggatgttcttgcaaatgtgtat
p pEI1I DDDDTTI S DWNUILRI KT CSAAATLDV L ANV Y
cgtgatgaactgctgccacatattttgccccttttgaaagaattactttttcatcatgaatgggttgttaaagaatcaggcattttggtt
R D E L L P H I L P L L K E L L F H H EWV V K E S G I L V
ttaggagcaattgctgaaggttgcatgcagggcatgattccatacttgecctgagcttattcctcaccttattcagtgectcectctgataaa
L G A I A EGCCMOGMMTIUP YL P EL I P HUL I Q CUL S D K
aaggctcttgtgcgttccataacatgctggactcttageccgectatgcacactgggtggtcageccageccgeccagacacgtacctgaageca
K A L VR s I T C W T L S R Y A H W V V S QP P D T Y L K P
ttaatgacagaattgctaaagcgcatcctggacagcaacaagagagtacaagaagctgecctgcagtgectttgectaccctagaagaggag
L M T E L L K R I L DS N KR V Q EA AC S A F A T L E E E
gcttgtacagaacttgttccttaccttgcttatatacttgataccctggtctttgcatttagtaaataccagcataagaacctgectcatt
A C T EL VvV P YL A Y I L. DTT LV F A F S K Y Q HKNTL UL I
ctttacgatgccataggaacattagcagattcagtaggacatcatttaaacaaaccagaatatattcagatgctaatgcctccactgatce
L Yy paIi e TULAD SV G HHILDNI KU®PE Y I QO ML M P P L I
cagaaatggaacatgttaaaggatgaagataaagatctcttccctttacttgagtgecctatcttcagttgecacagcactgcagtctgga
Q K W N M L K D E D K DL F P L L E C L S S V A T A L Q S G
ttccttececgtactgtgaacctgtgtatcagecgttgtgtaaacctagtacagaagactcttgcacaageccatgctaaacaatgctcaacca
F L P Y C E P V Y QR CVNTLV QK TULAOQ AMTLNNA AOQ P
gatcaatatgaagctccagataaagattttatgatagtggctcttgatttactgagtggcctggctgaaggacttggaggcaacattgaa
D Q Y EA PD KD F M I VAL DL L S G L A E G UL G G N I E
cagctggtagcccgaagtaacatcctgacactaatgtatcagtgcatgcaggataaaatgccagaagttcgacagagttcttttgecctg
Q L VA R S NI L TL MY OQOQC M QDK MUPEV R QO S S F A L
ttaggtgacctcacaaaagcttgctttcagcatgttaagccttgtatagctgatttcatgccaatattgggaaccaacctaaatccagaa
L G DL T KA CU FOQH VK P CTI AD F M P I L G T NL N P E
ttcatttcagtctgcaacaatgccacatgggcaattggagaaatctccattcaaatgggtatagagatgcagecttatattcctatggtg
F I s v ¢ N N A T WATI G ETI S I OM G I EM QP Y I P M V
ttgcaccagcttgtagaaatcattaacagacccaacacaccaaagacgttgttagagaatacagcaataacaattggtcgtcttggttac
L H Q L V E I I N R P N T P K T L L E N T A I T I G R L G Y
gtttgtcctcaagaggtggcccccatgctacagcagtttataagaccctggtgcacctctctgagaaacataagagacaatgaggaaaag
v C P Q EV A PMULOQOQVF I R P W C TS L RN IR DN E E K
gattcagcattccgtggaatttgtaccatgatcagtgtgaatcccagtggcgtaatccaagattttatatttttttgtgatgeccgttgea
D S A F R GI ¢cT™MT1I s VNP S G VI QD F I F F C D A V A
tcatggattaacccaaaagatgatctcagagacatgttctgtaagatccttcatggatttaaaaatcaagttggcgatgaaaattggagg
S w I N P K D DL RDMU FT CI KTITULHGU FI KNOQV G D E N W R
cgtttctctgaccagtttcctecttceccttaaaagagegtecttgecagetttttatggtgttggatccagatctcatcaccatcaccatcac
R F s b Q F pP L P L K EURULAAVPF Y GV G S R S HHHHH H

taa
*



Plasmid name pQE60-hsImp****
Encoded protein hsImpB*****-His,

Features (nt)

91
181

271

451
541
631
721
811
901
991
1081
1171

1261

4-1257 hsImpf3**+©

atggcaaatccaggaaacagtcaggttgccagagttgcagctggtctacaaatcaagaactctttgacatctaaagatccagatatcaag
M A NP G N S Q VA RV AAGUL QI K N S L TS K D P D I K

gcacaatatcagcagaggtggcttgctattgatgctaatgctcgacgagaagtcaagaactatgttttgcagacattgggtacagaaact
A Q0 ¥ 0 QR WUL ATIIDA AN AIRI REV KNY VL Q T L G TE T

taccggcctagttctgectcacagtgtgtggectggtattgettgtgcagagatcccagtaaaccagtggccagaactcattecctcagetg
Yy R P S S A S Qg C v A G I A CAZE I PV N QWP E L I P Q L

gtggccaatgtcacaaaccccaacagcacagagcacatgaaggagtcgacattggaagccatcggttatatttgccaagatatagaccca
V ANV T NP N S T EHM K E S TTL E ATI G Y I C Q D I D P

gagcagctacaagataaatccaatgagattctgactgccataatccaggggatgaggaaagaagagcctagtaataatgtgaagctaget
E 0 L Q DK SsSNE I 9L T ATITIOQGMM®RI KEEU?P S NNV K L A

gctacgaatgcactcctgaactcattggagttcaccaaagcaaactttgataaagagtctgaaaggcactttattatgcaggtggtctgt
A T N AL L N S L E F T K A N F D K E S E R H F I M Q V V C

gaagccacacagtgtccagatacgagggtacgagtggctgctttacagaatctggtgaagataatgtccttatattatcagtacatggag
E A T o C P DTR VRV AAL QDNTLV K I M S L Y Y Q Y M E

acatatatgggtcctgctctttttgcaatcacaatcgaagcaatgaaaagtgacattgatgaggtggctttacaagggatagaattctgg
T Y M G P AL F A I TTI E A M K S D I E vV A L Q9 G I E F W

tccaatgtctgtgatgaggaaatggatttggccattgaagcttcagaggcagcagaacaaggacggccccctgagcacaccagcaagttt
s N Vv C D EEMDLATI EAS EAAZE QG RP P EHT S K F

tatgcgaagggagcactacagtatctggttccaatcctcacacagacactaactaaacaggacgaaaatgatgatgacgatgactggaac
Yy A K G A L Q YL VvpP I L TOQTL T K Q D ENDUDDUD D W N

ccctgcaaagcagcaggggtgtgcctcatgecttctggeccacctgectgtgaagatgacattgtcccacatgtecctececcttcattaaagaa
P C K A A GVCL ML LATT CT CETDDTIV P H VL P F I K E

cacatcaagaacccagattggcggtaccgggatgcagcagtgatggcttttggttgtatcttggaaggaccagagcccagtcagctcaaa
H I K N P D W R Y R D A vV M A F G C I L EG P E P S Q L K

ccactagttatacaggctatgcccaccctaatagaattaatgaaagaccccagtgtagttgttcgagatacagctgcatggactgtaggc
P L VvV I Q A MPTLTI E L M K D P SV V V RDTA A AWT V G

agaatttgtgagctgcttcctgaagctgeccatcaatgatgtctacttggctecccctgectacagtgtctgattgaaggtctcagtgetgga
R I ¢ E L L P E A A I ND VYL A PL L Q CUL I E G L S A G

tccagatctcatcaccatcaccatcactaa

S R S H H H H H H *



