\Upstream linearization sites

Xhol cloning junction Homology to the KanMX4 cassette

[Pacl]  |Ascl]

. - | v v | |
pYOGMO081 map (cltcgag|c tagccgclggtacjgtaljccaggtgage tJc gACGGATCCCCGGGTTAATITAAGGEKGCGCCAIGATCTGTTTAGCTTG

(Homology to the KanMX4 cassette (Sall/Xhol cloning junction
100 120 140 160

| | [} |
pPYOGMO81map CCTTGTCCCCGCCGGGTCACCCGGCCAGCGACATGGAGGCCCAGAATACCCTCCTTGACAGTCTTGACGTGCGtcgagct

URA3 rescuing region
' - il ?
pYOGMO81map tttcaal TCAATTCATCTTTTTTITTTTTTGTTCTTTTTTTTGATTCCGGTTTCTTTGAAATTTTTTTGATTCGGTAATCT

\URA3 rescuing region

x ¥ 3*.” i

pYOGMO81 map CCGAGCAGAAGGAAGAACGAAGGAAGGAGCACAGACTTAGATTGGTATATATACGCATATGTGGTGTTGAAGAAACATGA

(URA3 rescuing region
*° N w “r
1
pYOGMO81map AATTGCCCAGTATTCTTAACCCAACTGCACAGAACAAAAACCTGCAGGAAACGAAGATAAATCATGTCGAAAGCTACATA
(URAS3 rescuing region
e “° v o
pYOGMO8I map TAAGGAACGTGCTGCTACTCATCCTAGTCCTGTTGCTGCCAAGCTATTTAATATCATGCACGAAAAGCAAACAAACTTGT

(URAS3 rescuing region
500 520 540 560

| | | |
pYOGMOBImap GTGCTTCATTGGATGTTCGTACCACCAAGGAATTACTGGAGTTAGTTGAAGCATTAGGTCCCAAAATTTGTTTACTAAAA

(URA3 rescuing region
580 600 620 640
1 1 1 1
pYOGMO81map ACACATGTGGATATCTITGACTGATTTTTCCATGGAGGGCACAGTTAAGCCGCTAAAGGCATTATCCGCCAAGTACAATTT
\URA3 rescuing region
0 o iy i
pYOGMO81map TTTACTCTTCGAAGACAGAAAATTTGCTGACATTGGTAATACAGTCAAATTGCAGTACTCTGCGGGTIGTATACAGAATAG
(URA3 rescuing region
740 760 780 800
1 1 1

|
pYOGMO81 map CAGAATGGGCAGACATTACGAATGCACACGGTGTGGTGGGCCCAGGTATTGTTAGCGGTTTGAAGCAGGCGGCGGAAGAA

840 860 880
|

(URAS3 rescuing region
’ 5 1 |
PYOGMO81 map GTAACAAAGGAACCTAGAGGEKCTTTTGATGTTAGCAGAATTGTCATGCAAGGGCTCCCTAGCTACTGGAGAATATACTAA

URAS3 rescuing region
o o P =
pYOGMO81 map GGGTACTGTTGACATTGCGAAGAGCGACAAAGATTTTGTTATCGGCTTTATTIGCT CAAAGAGACATGGGTGGAAGAGATG

\URA3 rescuing region
‘ 880 1 (?00 1 ?ﬂﬂ |,Nf)

|
pYOGMOB81 map AAGGTTACGATTGGTTGATTATGACACCCGGTGTGGGTTTAGATGACAAGGGAGACGCATTGGGTCAACAGTATAGAACC

\URA3 rescuing region

1,060 1,080 1,100 1,120
| | I |
pYOGMO81 map GTGGATGATGTGGTCTCTACAGGATCTGACATTATTATTGTTGGAAGAGGACTATTTGCAAAGGGAAGGGATGCTAAGGT

‘URAS rescuing region

1.1|40 1.1|80 1.1IEO |,20|0

pYOGMO81 map AGAGGGTGAACGTTACAGAAAAGCAGGCTGGGAAGCATATTTGAGAAGATGCGGCCAGCAAAACTAAAAAACTGTATTAT

Sall/Xhol cloning junction
‘URAS rescuing region

1,220 1,240 1,260
| | 1
pYOGMO81 map AAGTAAATGCATGTATACTAAACTCACAAATTAGAGCTTCAATTTAATTATATCAGTTATTACCCGQTCGAGTAATTCGCG

’ADH‘I terminator

1.300 1320 1,340 1.380
| |

[} |
PYOGMO8I map CCACTTCTAAATAAGCGAATTTCTTATGATTTATGATTTTTATTATTAAATAAGTTATAAAAAAAATAAGTGTATACAAA

‘ADH‘I terminator

1.S|80 1.4|00 1.4IN |A4i3

pYOGMO81map TTTTAAAGTGACTCTTAGGTTTTAAAACGAAAATTCTTGTTCTTGAGTAACTCTTTCCTGTAGGTCAGGTTGCTTTCTCA

\ADH1 terminator Two copies of tetO [Sail]
1.4|eu 1.4Ia0 1.5|00 520

v |
pYOGMO81 map GGTATAGCATGAGGTCGCTCTTATTGACCACACCTCTACCGGCAGATCAATTCCTCGATCCCTATCAGTGATAGAGAG]C

\TATA region of CYC1

1,580 1,600
I |
pYOGMO81 map GACAAAGTCGAGTTTCTCGATCCCTATCAGTGATAGAGAGITCGACAAAGTCGAGTTTCTCGATCGAGACCACTGCATGCA

‘Two copies of tetO

1,640
|

Figure S1  Sequence of the pYOGMO081 plasmid containing the iGM gene insertion module. In a version of the plasmid not
containing the HA-tag (pTJHOO01), nucleotides 4,954-5,101 are removed and replaced with a stop codon (TAA) and a Hindlll site
(Materials and Methods). In plasmids containing the ADH1 (pTJH002), TEF (pTJH003), and CUP1 (pTJHO04) promoters for driving
the expression of a gene introduced between the Gateway cloning sites, nucleotides 2,755-3,232 are replaced with the
respective sequences shown below (Materials and Methods).

2SI V. M. Labunskyy et al.



Figure S1 (continued).
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'TATA region of CYC1
’ 1,s|20 1,e|4o 1,160 1,se|o
TGTGCTCTGTATGTATATAAAACTCTTGTTTTCTTCTTTTCTCTAAATATTCTTTCCTTATACATTAGGTCCTTTGTAGC

TATA region of CYCA GFP coding sequence
‘ 1.7|OO 1.7|20 1.7|40 |.TBIO
ATAAATTACTATACTTCTATAGACACGCAAACACAAATACACACACTAAATTACCGGATCAATTCGGGGGATCCATGAGT

1,780 1,800 1 .BIZIJ |,B4|°
| |

AAAGGAGAAGAACTTTTCACTGGAGTGGTCCCAGTTCTTGTTGAATTAGATGGCGATGTTAATGGGCAAAAATTCTCTGT

‘GFF coding sequence

(GFP coding sequence
1,860 1,880 1,900 1,820
| | I |
CAGTGGAGAGGGTGAAGGTGATGCAACATACGGAAAACTTACCCTTAATTTTATTTGCACTACTGGGAAGCTACCTGTTC

(GFP coding sequence
1.9|40 1,9|so 1.s:ao 2.w|0
CATGGCCAACACTTGTCACTACTTTCTCTTATGGTGTTCAATGCTTCTCAAGATACCCAGATCATATGAAACAGCATGAC

GFP coding sequence
‘ 2020 2040 2080 2080

TTTTTCAAGAGTGCCATGCCCGAAGGTTATGTACAGGAAAGAACTATATTTTACAAAGATGACGGGAACTACAAGACACG

(GFP coding sequence
’ 2,100 2,120 2,140 2,180

| | | |
TGCTGAAGTCAAGTTTGAAGGTGATACCCTTGTTAATAGAATCGAGTTAAAAGGTATTGATTTTAAAGAAGATGGAAACA

2.1IBU 2,2|00 2.Iﬁﬂ 2.24:)
TTCTTGGACACAAAATGGAATACAACTATAACTCACATAATGTATACATCATGGGAGACAAACCAAAGAATGGCATCAAA

‘GFP coding sequence

(GFP coding sequence

2,260 2,280 2,300 Z.SZID

GTTAACTTCAAAATTAGACACAACATTAAAGATGGAAGCGTTCAATTAGCAGACCATTATCAACAAAATACTCCAATTGG

(GFP coding sequence

Z.SINJ 2,360 2,380 2,400

| I |
CGATGGCCCTGTCCTTTTACCAGACAACCATTACCTGTCCACACAATCTGCCCTTTCCAAAGATCCCAACGAAAAGAGAG

2.4I2C| 2.4I40 2.150 2,4!|O

‘GFPoodingsequence
ATCACATGATCCTTCTTGAGTTTGTAACAGCTGCTAGGATTACACATGGCATGGATGAACTATACAAAtaaGGGCCCTGC

(CYC1 terminator

2,500 2,520 2,540 2,560
| | | |
AGGAGGGCCGCATCATGTAATTAGTTATGTCACGCTTACATTCACGCCCTCCCCCCACATCCGCTCTAACCGAAAAGGAA

’CYC1 terminator

2880 2600 2620 2840
GGAGTTAGACAACCTGAAGTCTAGGTCCCTATTTATTTTTTTATAGTTATGTTAGTATTAAGAACGTTATTTATATTTCA

(CYC1 terminator

‘ 2,660 2,680 2700 2,720

| | 1 |

AATTTTTCTTTTTTTTCTGTACAGACGCGTGTACGCATGTAACATTATACTGAAAACCTTGCTTGAGAAGGTTTTGGGAC
Hindlll/Stul cloning junction

(CYC1 terminator GAL1-10 promoter

2,740 2,760 2,780 2,800
| | 1 |

GCTCGAAGGCTTTAATTTGCGGCCAAGCTcc tGTACGGATTAGAAGCCGCCGAGCGGGCGACAGCCCTCCGACGGAAGAC

‘GAL1-1O promoter

2.5|20 2.?40 Z.SIHJ 2,38|0

TCTCCTCCGTGCGTCCTCGTCTTCACCGGTCGCGTTCCTGAAACGCAGATGTGCCTCGCGCCGCACTGCTCCGAACAATA

’GAUJO promoter

2,900 2,820 2,840 2,960
| | 1 |

AAGATTCTACAATACTAGCTTTTATGGTTATGAAGAGGAAAAATTGGCAGTAACCTGGCCCCACAAACCTTCAAATTAAC

(GAL1-10 promoter
2,980 3,000 3,020 3,040
|
GAATCAAATTAACAACCATAGGATGATAATGCGATTAGTTTTTTAGCCTTATTTCTGGGGTAATTAATCAGCGAAGCGAT

(GAL1-10 promoter

3.(100 3.?!0 3, ‘IIW 3)12|0

GATTTTTGATCTATTAACAGATATATAAATGGAAAAGCTGCATAACCACTTTAACTAATACTTTCAACATTTTCAGTTTG

‘GAL1-10 promoter

3140 3100 ae0 a0
TATTACTTCTTATTCAAATGTCATAAAAGTATCAACAAAAAATTGTTAATATACCTCTATACTTTAACGTCAAGGAGAAA

V. M. Labunskyy et al.
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Figure S1 (continued).
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CGATATCA|
A

(GAL1-10 promoter Gateway cloning site
‘ 3.2|20 3.1;40 3.nisa a,zalo

AAACCCCGGATTCTAGAACTAGTGGATCCCCCATCACAAGTTTGTACAAAAAAGCTGAACGAGAAACGTAAAATGATATA

Gateway cloning site

3,300 3,320 3,340 3,380
| | 1 |

AATATCAATATATTAAATTAGATTTTGCATAAAAAACAGACTACATAATACTGTAAAACACAACATATCCAGTCACTATG

3,380 3,400 3420 3,440

| | I |
GCGGCCGCATTAGGCACCCCAGGCTTTACACTTTATGCTTCCGGCTCGTATAATGTGTGGATTTTGAGTTAGGATCCGTC
!,4|00 3,4|00 S,SIO'J S,SZIO
GAGATTTTCAGGAGCTAAGGAAGCTAAAATGGAGAAAAAAATCACTGGATATACCACCGTTGATATATCCCAATGGCATC

3.-?0 3,5|30 3,5|80 G,BDIO
GTAAAGAACATTTTGAGGCATTTCAGTCAGTTGCTCAATGTACCTATAACCAGACCGTTCAGCTGGATATTACGGCCTTT

3,620 3,640 3,680 3,680
| | 1 |
TTAAAGACCGTAAAGAAAAATAAGCACAAGTTTTATCCGGCCTTTATTCACATTCTTGCCCGCCTGATGAATGCTCATCC

EcoR
3,7|00 3.7|20 3.7|40 3,7Bi0
GGAATTCCGTATGGCAATGAAAGACGGTGAGCTGGTGATATGGGATAGTGTTCACCCTTGTTACACCGTTTTCCATGAGC

3,780 3,800 3,820 3.840
| | 1 |
AAACTGAAACGTTTTCATCGCTCTGGAGTGAATACCACGACGATTTCCGGCAGTTTCTACACATATATTCGCAAGATGTG

3,860 3,880 3,800 S,QZIO

[ |
GCGTGTTACGGTGAAAACCTGGCCTATTTCCCTAAAGGGTTTATTGAGAATATGTTTTTCGTCTCAGCCAATCCCTGGGT

3,840 3,060 3,980 4,000
| | 1 |

GAGTTTCACCAGTTTTGATTTAAACGTGGCCAATATGGACAACTTCTTCGCCCCCGTTTTCACCATGGGCAAATATTATA

4,020 4,040 4,080 4,080

| | 1 |
CGCAAGGCGACAAGGTGCTGATGCCGCTGGCGATTCAGGTTCATCATGCCGTCTGTGATGGCTTCCATGTCGGCAGAATG

4,100 4,120 4,140 4,18|O

CTTAATGAATTACAACAGTACTGCGATGAGTGGCAGGGCGGGGCGTAAACGCCGCGTGGATCCGGCTTACTAAAAGCCAG

4.1|80 4.2|00 4.|ﬂ0 4.24|0
ATAACAGTATGCGTATTTGCGCGCTGATTTTTGCGGTATAAGAATATATACTGATATGTATACCCGAAGTATGTCAAAAA

4,z|w 4,2|m 4,J|m 4,az|o
GAGGTATGCTATGAAGCAGCGTATTACAGTGACAGTTGACAGCGACAGCTATCAGTTGCTCAAGGCATATATGATGTCAA

4.3|40 4.3|GO 4.3|50 4M|0
TATCTCCGGTCTGGTAAGCACAACCATGCAGAATGAAGCCCGTCGTCTGCGTGCCGAACGCTGGAAAGCGGAAAATCAGG

ccdB coding sequence
4,a|zu 4,4|4a 4,4|aa 4.Ac|o
AAGGGATGGCTGAGGTCGCCCGGTTTATTGAAATGAACGGCTCTTTTGCTGACGAGAACAGGGGCTGGTGAAATGCAGTT

iccdB coding sequence
4.5100 4.57211 4.5|40 I.5$
TAAGGTTTACACCTATAAAAGAGAGAGCCGTTATCGTCTGTTTGTGGATGTACAGAGTGATATTATTGACACGCCCGGGC

iccdB coding sequence
4,580 4,600
|
GACGGATGGTGATCCCCCTGGCCAGTGCACGTCTGCTGTCAGATAAAGTCTCCCGTGAACTTTACCCGGTGGTGCATATC

4,640

iccdB coding sequence
4,660 4,680 4,700 4,720
1 1 | |

GGGGATGAAAGCTGGCGCATGATGACCACCGATATGGCCAGTGTGCCGGTCTCCGTTATCGGGGAAGAAGTGGCTGATCT

iccdB coding sequence
4740 4,760 4,780 4,800
1 1 ! 1
CAGCCACCGCGAAAATGACATCAAAAACGCCATTAACCTGATGTTCTGGGGAATATAAATGTCAGGCTCCCTTATACACA

|Sal Gateway cloning site

4,820 4,840 4,860 4,880
v | | 1 |
GCCAGTCTGCAGGITCGACCATAGTGACTGGATATGTTGTGTTTTACAGTATTATGTAGTCTGTTTTTTATGCAAAATCTA

(Gateway cloning site
4,900 4.5720 4.?40

HA tag
4.9|!C| 5,(700 5,(:20 5.D4»|0
GCITAGGTGGAATGTACCCATACGATGTTCCTGACTATGCGGGCTATCCCTATGACGTCCCGGACTATGCA
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Figure S1 (continued).
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TEF terminator
Stul/Hindlll cloning junction |
HA tag Stop codon Homology to the KanMX4 cassette

Xhol|
5,060 5000 5100 |
| 4
GGATCCTATCCATATGACGTTCCAGATTACGCTGCTCAGTGCTAACITCGAGTCaggAGCTTTCAGTACTGACAATAAAAA

\TEF terminator
Homology to the KanMX4 cassette

I I 1 I
GATTCTTGTTTTCAAGAACTTGTCATTTGTATAGTTTTTTTATATTGTAGTTGTTCTATTTTAATCAAATGTTAGCGTGA

TEF terminator
IHomology to the KanMX4 cassette

I I I I
TTTATATTTTTTTTCGCCTCGACATCATCTGCCCAGATGCGAAGTTAAGTGCGCAGAAAGTAATATCATGCGTCAATCGT

\TEF terminator

IHomology to the KanMX4 cassette Downstream || |zation sites

g | Ascl]

. 5.::20 5.::40
ATGTGAATGCTGGTCGCTATACTGCTGTCGATTCGATACTAACGCCGCCATCCAGTGTCGAAAACGAGCTClalga tctgglc

EcoRlI cloning junction

Downstream linearization snes [pBluescript SK+ backbone
‘ EcoRl|
5,420 5,440

[SnaBl] i
} i .
9c9<<gctacgactctacgtauaattaacccggacct tgaatlcCTGCAGCCCGGGGGATCCACTAGTTCTAGA

5480 5,500 5,520

| I |
GCGGCCGCCACCGCGGTGGAGCTICCAGCTTTTIGTTCCCTTTAGTGAGGGTTAATTGCGCGCTTGGCGTAATCATGGTCAT

5,540 5,560 5,580 5,600
| | 1 1
AGCTGTTTCCTGTGTGAAATTGTTATCCGCTCACAATTCCACACAACATACGAGCCGGAAGCATAAAGTGTAAAGCCTGG

‘pBIuescript SK+ backbone

pBluescript SK+ backbone
’ 5,&1:0 s,sldu 5,660 5,680

|
GGTGCCTAATGAGTGAGCTAACTCACATTAATTGCGTTGCGCTCACTGCCCGCTTTCCAGTCGGGAAACCTGTCGTGCCA

pBluescript SK+ backbone
5,700 5,720 5,7|4n 5,7sin
GCTGCATTAATGAATCGGCCAACGCGCGGGGAGAGGCGGTTTGCGTATTGGGCGCTCTTCCGCTTCCTCGCTCACTGACT

ipBluescript SK+ backbone
5.7|ao s.eloo 5,(120 s.Mlo
CGCTGCGCTCGGTCGTTCGGCTGCGGCGAGCGGTATCAGCTCACTCAAAGGCGGTAATACGGTTATCCACAGAATCAGGG

ipBluescript SK+ backbone
5,860 5,880 5,900 5,920
| | [ |
GATAACGCAGGAAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTT

ipBluescript SK+ backbone
5,940 5,960 5,980 6,000
| |

I |
CCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAA
pBluescript SK+ backbone

5,0|2C| 5,(?40 B,iﬁa E,DEIO

GATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCC

’pBIuescript SK+ backbone

6,100 8120 &40 8,160
1
TTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAA

pBluescript SK+ backbone

6,180 6,200 6,220 6,240
| | I |
GCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGG

pBluescript SK+ backbone
‘ 6.2|eo e,ziao 6.:|Ioo 6.32i0
TAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAG

PBluescript SK+ backbone
‘ s,slao s,alao s,::ao 6,400

|
TTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGGACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTT
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Figure S1 (continued).
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pBluescript SK+ backbone

8,420 8,440 8,460 e

CGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGA

‘pBIuescriptSK+ backbone
TTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCA

B.SIOO s.sto B.SIQO 6,560

PBluescript SK+ backbone

6,580 6,600 6,620 6,640
| | I |

CGTTAAGGGATTTTGGTCATGAGATTATCAAAAAGGATCTTCACCTAGATCCTTTTAAATTAAAAATGAAGTTTTAAATC

PBluescript SK+ backbone
‘ 6,660 6,680 6,700 6,720
\ 1

| |
AATCTAAAGTATATATGAGTAAACTTGGTCTGACAGTTACCAATGCTTAATCAGTGAGGCACCTATCTCAGCGATCTGTC

6,740 6,760 6,780 6,800
| | | |

TATTTCGTTCATCCATAGTTGCCTGACTCCCCGTCGTGTAGATAACTACGATACGGGAGGGCTTACCATCTGGCCCCAGT

‘pBIuescript SK+ backbone

PBluescript SK+ backbone
6,820 6,840 6,860 6,880
| | 1 1
GCTGCAATGATACCGCGAGACCCACGCTCACCGGCTCCAGATTTATCAGCAATAAACCAGCCAGCCGGAAGGGCCGAGCG

6,900 6.920 6,940 6,960
| |

pBluescript SK+ backbone
‘ | |
CAGAAGTGGTCCTGCAACTTTATCCGCCTCCATCCAGTCTATTAATTGTTGCCGGGAAGCTAGAGTAAGTAGTTCGCCAG

‘pBIuescript SK+ backbone

E.SIGO 7.(?00 7.(|720 7.04|0

TTAATAGTTTGCGCAACGTTGTTGCCATTGCTACAGGCATCGTGGTGTCACGCTCGTCGTTTGGTATGGCTTCATTCAGC

‘pBIuascript SK+ backbone

T.OIGU 7.0|80 7.1IW 7.1Z|0

TCCGGTTCCCAACGATCAAGGCGAGTTACATGATCCCCCATGTTGTGCAAAAAAGCGGTTAGCTCCTTCGGTCCTCCGAT

’pBIuescript SK+ backbone

7,140 7,160 7,180 7.200
| | | |

CGTTGTCAGAAGTAAGTTGGCCGCAGTGTTATCACTCATGGTTATGGCAGCACTGCATAATTCTCTTACTGTCATGCCAT

pBluescript SK+ backbone

7‘2|2U 7.ZI4Q T.Z;EO T.ZBID
CCGTAAGATGCTTTTCTGTGACTGGTGAGTACTCAACCAAGTCATTCTGAGAATAGTIGTATGCGGCGACCGAGTTGCTCT

ipBluescript SK+ backbone
7,300 7,320 7,340 7,360
| | 1 |
TGCCCGGCGTCAATACGGGATAATACCGCGCCACATAGCAGAACTTTAAAAGTGCTCATCATTGGAAAACGTTCTTCGGG

ipBluescript SK+ backbone

T.SIBU 7.400 7420 7.440
GCGAAAACTCTCAAGGATCTTACCGCTGTTGAGATCCAGTTCGATGTAACCCACTCGTGCACCCAACTGATCTTCAGCAT

pBluescript SK+ backbone

7.480 7480 7,500 7.520
| |

I |
CTTTTACTTTCACCAGCGTTTCTGGGTGAGCAAAAACAGGAAGGCAAAATGCCGCAAAAAAGGGAATAAGGGCGACACGG

pBluescript SK+ backbone

7,540 7,560 7,580 7,600
| | I |
AAATGTTGAATACTCATACTCTTCCTTTTTCAATATTATTGAAGCATTTATCAGGGTTATTGTCTCATGAGCGGATACAT

ipBluescript SK+ backbone

7.620 7,640 7,660 7.680
| | 1 |
ATTTGAATGTATTTAGAAAAATAAACAAATAGGGGTTCCGCGCACATTTCCCCGAAAAGTGCCACCTAAATTGTAAGCGT

pBluescript SK+ backbone

7,700 7.720 7.740 7,760
| | 1 |

TAATATTTTGTTAAAATTCGCGTTAAATTTTTGTTAAATCAGCTCATTTTTTAACCAATAGGCCGAAATCGGCAAAATCC

pBluescript SK+ backbone

7,780 7,800 7.820 7,840
| | I |
CTTATAAATCAAAAGAATAGACCGAGATAGGGTTGAGTGTTGTTCCAGTTTGGAACAAGAGTCCACTATTAAAGAACGTG

ipBluescript SK+ backbone

T.Blﬁl) 7.8|80 7.?)0 7.92|°
GACTCCAACGTCAAAGGGCGAAAAACCGTCTATCAGGGCGATGGCCCACTACGTGAACCATCACCCTAATCAAGTTTTTT

ipBluescript SK+ backbone

7.9|40 7.]”0 T.9|80 B.DOIO
GGGGTCGAGGTGCCGTAAAGCACTAAATCGGAACCCTAAAGGGAGCCCCCGATTTAGAGCTTGACGGGGAAAGCCGGCGA
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TEF promoter

pBluescript SK+ backbone
8020 2040 2080 8080

ACGTGGCGAGAAAGGAAGGGAAGAAAGCGAAAGGAGCGGGCGCTAGGGCGCTGGCAAGTGTAGCGGTCACGCTGCGCGTA
pBluescript SK+ backbone
u.1|nu a.1|zn s.1lao u,1s|o
ACCACCACACCCGCCGCGCTTAATGCGCCGCTACAGGGCGCGTCCCATTCGCCATTCAGGCTGCGCAACTGTTGGGAAGG
ipBluescript SK+ backbone
8,180 8,200 8220 8240
| 1 1
GCGATCGGTGCGGGCCTCTTCGCTATTACGCCAGCTGGCGAAAGGGGGATGTGCTGCAAGGCGATTAAGTTGGGTAACGC
pBlueseript SK+ backbone
a_z}sn s,z;sn s,s:m e,azln
CAGGGTTTTCCCAGTCACGACGTTGTAAAACGACGGCCAGTGAGCGCGCGTAATACGACTCACTATAGGGCGAATTGGGT

sscript SK+ backbone

\
ACCGGGCCCCCCh

20 40 60 80
| 1 1 1
ACAATATGGACTTCCTCTTTTCTGGCAACCAAACCCATACATCGGGATTCCTATAATACCTTCGTTGGTCTCCCTAACAT

100 120 140 160
GTAGGTGGCGGAGGGGAGA'II'ATACAATAGAACAGATACC/I\GACAAGACATAATGGGCTAI‘\ACAAGACTACACCAATTAC/‘\
180 200 220 240
CTGCCTCATTGATGGTGGTACATAACGAACTAATACTGT:\GCCCTAGACTTGATAGCCA':'CATCATATCGAAGTTTCAC':

260 280 300 220

| 1 1 1
ACCCTTTTTCCATTTGCCATCTATTGAAGTAATAATAGGCGCATGCAACTTCTTTTCTTTITTTTTTCTTTTCTCTCTCCC

340 360 380 400
CCGTTGTTGTCTCACCATA-II-CCGCAATGACAAAAAAATGATGGAAGACGGGTGTACTAA:\GGAAAAAATTAACGACAAAG‘
) 0 i “
ACAGCACCAACAGATGTCGTTGTTCCAGAGCTGATGAGGGGTATCTCGAAGCACACGAAACTTTTTCCTTCCTTCATTCA
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Figure S1 (continued).
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500

1
TCAATCAATCATCACATAAA

V. M. Labunskyy et al.



