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(59) Xbal NdeI (99)
Xhol (131)

thrombin site

PmII (206)
Xhol (284)

(attR1)
NotI (419)

moter
<19 6

Ncol (1040)

XmalI (1608)

pDNz-VinER Smal (1610)

6507 bp

Sall (1867)

Nhel (2281)

AatII (2591)

Xbal Ndel

AGATCTCGATCCCGCGAAATTAATACGACTCAC TATAGGGAGACCACAACGGTTTCCCTCTAGAAATAATTTTGTTTAACTTTAAGAAGGAGATATACAT
I 1 I 1 I 1 I 1 I 1 I 1 I 1 I 1 I 1 I 1

r 1 r 1 r 1 r 1 r 1 r 1 r 1 r 1 r 1 r 1
TCTAGAGCTAGGGCGCTTTAATTATGCTGAGTGATATCCCTCTGETGTTGCCAAAGGGAGATCTTTATTAAAACAAATTGAAATTCTTCCTCTATATGTA

[ T7 promoter >

Xhol

ATGTCGTACTACCATCACCATCACCATCACCTCGAGTTAGTACCTCGCGGATCATTGGAAATTGAAGCAGCCTTTCTGGAACGTEGAAAACACCGEGCGEGCTTG
I 1 I 1 I 1 I 1 I 1 I 1 I 1 I 1 I 1 I 1

r 1 r 1 r 1 r 1 r 1 r 1 r 1 r 1 r 1 r 1
TACAGCATGATGGTAGTGGTAGTGGTAGTGGAGCTCAATCATGGAGCGCCTAGTAACCTTTAACTTCGTCGGAAAGACCTTGCACTTTTGTGGCGCGAAC
1 L L L 3 L i 1 L 1 =] 1 1 L | L =] L | 1 1 i0 1 L 1 1 15
His His His His His His Leu Glu Leu Val Pro Arg Gly Ser Leu Glu Ile Glu Als Ala Phe Leu Glu Arg Glu Asn Thr Ala Leu
—————— > e EERRR-2Ip >

thrombin site

PmiI Xhol

AAACACGTGTTGCTGAATTACGGECAGCGCGTACAGCGTCTGCGCAATCGCGTAAGTCAGTATCGCACTCGCTATGGTCCATTACTCGAGTCAACAAGTTT
I 1 I 1 I 1 I 1 I 1 I 1 I 1 I 1 I 1 I 1

T T T T T T T T T T T T T T 1 T y T } T
TTTGTGCACAACGACTTAATGCCGTCGCGCATGTCGCAGACGCGTTAGCGCATTCAGTCATAGCGTGAGCGATACCAGGTAATGAGCTCAGTTGTTCAAA

L L 20 L L L 25 L L 30 L L L 33 L L y 40 L L

Glu  Thr A Wal Ala Glu Lleu Arg Gln Arg Wal Gln Arg Leu A Asn Arg Val Ser Gln Tyr Arg Thr A Tyr Gl Pro Leu Leu Glu Ser Thr Ser Leu
EERRR-zIp ____________________ =

Figure S 1: Vector map and zipper sequence of pDNz-VinER.
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(59) Xbal NdeI (99)
XhoI (131)

thrombin site

SaclI (219)
Xhol (284)

(@ttR1)
NotI (419)

NcoI (1040)

Xmal (1608)

pDNz-VinRE
Smal (1610)

6507 bp

SalI (1867)

Nhel (2281)

HindIII (2481)

AatII (2591)

Xbal Ndel
5" AGATCTCGATCCCGCGAAATTAATACGACTCACTATAGGGAGACCACAACGGTTTCCCTCTAGAARATAATTTTGTTTAACTTTAAGAAGGAGATATACAT
D L B B e e A e
3’ TCTAGAGCTAGGGCGCTTTAATTATGCTGAGTGATATCCCTCTGOTGTTGCCAAAGGGAGATCTTTATTAAAACAAATTGAAATTCTTCCTCTATATGTA
[ T7 promoter >
*hol

ATGTCGTACTACCATCACCATCACCATCACCTCGAGTTAGTACCTCGCGGATCACTTGAAATTCGGGCAGCCTTTTTACGCCAGCGGAATACTGCTCTTC

TACAGCATGATGGTAGTGGTAGTGGTAGTGGAGCTCAATCATGGAGCGCCTAGTGAACTTTAAGCCCGTCGGAAAAATGCGGTCGCCTTATGACGAGAAG
1 L L L 5 L 1 . . . 5 L L , L 5 L , L L 10 . | L 15
Hiz Hi= Hiz Hiz Hiz His Leu Glu Leu Val Pro aArg Gly Ser Leu Glu Ile Arg &la Ala Fhe Leu Arg Gln Arg Asn Thr Ala Leu
| BXHis * I I RREEE-zip <
thrombin site

Sacl ¥hol

GCACTGAAGTTGCAGAGCTCGAACAGGAAGTGCAGCGCCTGGAAAACGAAGTTAGTCAGTATGAAACGCGGTATGGACCTTTACTCGAGTCAACAAGTTT

CGTGACTTCAACGTCTCGAGCTTGTCCTTCACGTCGCGGACCTTTTGCTTCAATCAGTCATACTTTGCGCCATACCTGGAAATGAGCTCAGTTGTTCAAA

L L L L 20 L L 1 L 25 L L 1 L 30 L
Arg Thr Glu Vval Ala Glu Leu Glu GIn Glu val GIn Arg Leu Glu Asn Gl
RREEE-zip

L L L 35 L L | L 40 L L 1
lu val Ser GIn Tyr Glu Thr Arg Tyr Gly Pro Leu Leu Glu Ser Thr Ser Leu

Figure S 2: Vector map and sequence of pDNz-VinRE.
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Figure S 4: High performance liquid chromatography (Chl: 214 nm) and electron spray mass spectrometry of ER
leucine zipper peptide. Calculated mass: 6370.14 ((M+5HJ> 1274.76, [M+6H]* 1062.68, [M+7H]” 911.08, [M+8H[* 797.28,
[M+9H]* 708.72).
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Figure S 5: High performance liquid chromatography (Chi: 214 nm) and electron spray mass spectrometry of RE
leucine zipper peptide. Calculated mass: 6287.94 (IM+5H[> 1258.52, [M+6H]|* 1048.92, [IM+7H]”* 899.36).
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Figure S 6: SDS-PAGE with coomassie brilliant blue protein stain of leucine zipper-tagged La solutions and lysates
containing leucine zipper-tagged La and U1A proteins.
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Figure S 7: Example of a view through the iSPR camera. Three microarray-spots, part of the measurements
depicted in figure 4b, are visible with regions of interest defined in red (1: RE-La, 2: covalent, 3: ER-La) and adjacent
reference regions in green.
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Figure S 8: Sensorgram visualizing binding of 0.4 ug/mL anti-La monoclonal antibody SW5 to the La protein,
tagged with a leucine zipper complementary (ER) or non-complementary (RE) to the sensor surface, immobilized
using various concentrations. Binding was performed in PBS containing 0.075% Tween-80 for 1800 s, after which
dissociation conditions (buffer wash) were applied for 480 s. Non-specific binding signals to reference areas of
the surface were subtracted. RU: response units.
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Table S 1: Oligonucleotides used in cloning

Mutational primers for insertion | forward: CACCATCACCATCACCTCGAGTCAACAAGTTTGTACAA
of Xhol site in pDEST17 reverse: TTGTACAAACTTGTTGACTCGAGGTGATGGTGATGGTG

RE zipper oligonucleotide forward:
GCATCTCGAGTTAGTACCTCGCGGATCACTTGAAATTCGGGCAGCC
TTTTTACGCCAGCGGAATACTGCTCTTCGCACTGAAGTTGCAGAGCTCG
reverse:
GAGCCTCGAGTAAAGGTCCATACCGCGTTTCATACTGACTAACTTC
GTTTTCCAGGCGCTGCACTTCCTGTTCGAGCTCTGCAACTTCAGTGCG

ER zipper oligonucleotide forward:
GTCGCTCGAGTTAGTACCTCGCGGATCATTGGAAATTGAAGCAGCCTTT
CTGGAACGTGAAAACACCGCGCTTGAAACACGTGTTGC

reverse:
GCTGCTCGAGTAATGGACCATAGCGAGTGCGATACTGACTTACGCGATTGCG
CAGACGCTGTACGCGCTGCCGTAATTCAGCAACACGTGTTTCAAGCGCGG
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