Table S1. Primers, oligonucleotide probes, and LNAzymes used in this study.

Oligonucleotide Sequence (57- 3")

Probes used for FISH

Ntspal43l (6) TTG GCT TGG GCG ACT TC

EUB338 (1) GCT GCC TCC CGT AGG AGT

EUB338-11 (2) GCA GCC ACC CGT AGG TGT

EUB338-111 (2) GCT GCC ACC CGT AGG TGT

PCR Primers

1492R (5) GGY TACCTTGTTACGACTT

8F (modified) (3, 4) AGA GTT TGATYM TGG CTC

T3-8F (7) AAT TAA CCC TCA CTA AAG GG AGA GTT TGA TYM
TGG CTC

907R (5) CCGTCAATTCMTTTGAGTTT

LNAzymes

Ntspa668 (this study) CTA CAC CGG GAA GGC TAG CTA CAA CGA TCC
GCGCTCC

Ntspa665 (this study)® CCG CTA CAC CGG GAA GGC TAG CTA CAA CGA
TCCGCG CTCCTCTCC

Ns0215 (this study)* AAC TAG CTA ATC AGA GGC TAG CTA CAA CGA
ATC GGC CRC TCC

Helper probes
Ntspa630help (this study) CCTCTAGCC KRG CAG TMCCCTCYGCRCTTTCC
Ntspa700help (this study) GCC ACC GGC CTT CCT CCC GATCTC TACGC

! LNA nucleotides are underlined and substrate-binding arms are in boldface.
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