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The authors wish to make the following correction to their article:

The last column of Table 2, pHr, is not in the correct order. A new table is provided below and the table has been corrected
in the published article.

The mistake does not affect the overall conclusions of the work.
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Table 2. Thermal and pH stability of the genomic i-motif candidate oligonucleotides used in this study

pH7.0
Notation Bases Sequence 5’ -3 Tm1/Tm2 Ta pHT
AC017019.1 28 CCC-CCC-TCC-CCC-CCT-CCc-cce-Tce-cce-C 279 £ 0.6 18.0 £ 0.2 7.1
AC018878.3 26 CCC-CCA-CCC-CCA-GCC-CCC-TTT-CCC-CC 18.1 £ 0.2 75+ 05 7.1
ATXN2L 24 CCC-CCc-Cccce-ccee-ccee-cee-cee-cece 237+ 1.0 225+ 0.6 7.0
CAMK2G 50 CCC-CCA-GGC-CCC-GCC-AGT-CCC-CCC-CCC-CGC-CCG-GLC-Ccee-GaGe-cea-cce-¢ 13.0 £ 1.2 11.3 £ 0.7 6.9
C
DAP 29 CCC-CCG-CCC-CCG-CCe-Ccea-cee-cea-cee-ce 247 £ 0.5 220 +£ 04 7.0
DRP2 70 CCC-CCT-CTT-CCC-CTC-TCC-CCC-TCT-CCC-CCT-CTC-TCC-CTC-TTC-CCC-CTC-TCC 4.5+ 0.7 6.5+ 0.7 6.0
-TTG-TCT-CCTTCT-CTC-CCC-C
DUX4L22 41 CCC-CCG-AAA-CGC-GCC-CCC-CTC-CCC-CCT-CCC-CCC-TCT-CCC-CC 292 +£02 142 +£ 0.2 7.1
GH2 42 CCC-CCA-CCC-CCA-CCC-CCA-TCC-CCA-CGC-CCC-GCC-Ccece-Gee-ccece 227+ 1.0 152 £ 0.9 7.1
HIC2 74 CCC-CCG-GGA-CAG-GGA-CCC-TGG-CCC-CCC-CCG-ACA-GGC-TGA-CGC-CCA-CCC 75+ 2.1 7.8 £ 2.0 6.4
-CCT-CAA-ACT-CTG-GTG-GAC-TTA-CCC-CC
HOXC10 24 CCC-CCA-CCC-CCA-CCC-CCA-CCc-cCcC 17.7 £ 0.8 140 £ 0.2 7.1
HOXD10 26 CCC-CCC-CCC-CCT-CCC-CCG-CGG-Ccce-ce 102 £ 0.9 52+02 7.1
JAZF1 31 CCC-CCC-CCG-CCC-CCG-Ccee-cea-cee-Tee-ccee-c 204 + 0.4 18.5 + 0.6 7.1
MSMO1 23 CCC-CCG-CCC-CCG-Ccee-cea-cee-ce 16.6 + 0.5 159 £ 04 6.7
NFATCI1 45 CCC-CCG-TTT-CCC-CCG-CCA-GCC-CCA-GCG-CCC-CCC-TGC-CCG-GCe-cee 232 +0.0/28.8+0.5 18.8 + 0.6 7.1
PIM1 45 CCC-CCG-ACG-CGC-CCC-CCA-ACA-CAC-AAA-CCC-CCA-GAA-TCC-GCC-CCC 294 £ 19 51+02 7.0
PLCB2 36 CCC-CCG-CCT-CTT-CTG-GAG-GCC-CCC-GCC-CCC-ACC-CCC 150 £ 0.2 132+ 0.2 7.0
QSOX1 25 CCC-CCG-CCC-CCG-AGC-CCe-cae-cee-C 20.1 £ 0.2 119 + 0.4 7.1
RAEI1 116 CCC-CCC-GCC-CCC-CCC-GCC-CCC-CCG-CGL-CGL-Ccee-cee-cea-cee-cee-gee-¢ 271 + 7.4 13.6 + 6.3 6.8
CC-GTC-CCC-CCG-CCC-CCC-CCG-CCC-CCC-CCG-CCC-Cee-GTC-cee-cea-cee-cce
-CGC-CCC-CCC-GTC-CCcc-ce
RUNXI1-1 31 CCC-CCC-CCG-CAC-CCC-TTC-CCC-CGG-CCe-ccee-C 143 + 0.9/25.0 +0.4 9.8 + 04 6.7
RUNXI1-2 36 CCC-CCC-TCC-CCC-TGC-CTC-TCC-CTC-CCC-CCT-TTC-CCC 132 £ 0.2/244+0.2 10.1 +£ 0.0 6.5
RUNXI1-3 32 CCC-CCC-TTT-CCC-CTG-CCC-CCC-CTG-CCT-CCC-CC 10.7 + 0.6/26.2 + 0.0 9.7 £ 0.6 6.7
SHANKI1b 28 CCC-CCC-TCC-CCC-CAC-CCC-CCA-CCc-cce-C 225+ 0.6 12.0 + 0.0 7.1
SHANK3 80 CCC-CCG-CCT-CCG-GCG-CAG-CCC-CCT-CGC-CAC-CCC-CGC-TTC-CCT-CCC-GTC-T 183 £ 1.9 56 £ 1.0 6.6
CA-GGC-CCC-CTC-CCC-CCG-CCG-CCe-cea-cee-ce
SHANK3b 79 CCC-CCC-GCA-CCG-AGG-CCT-AGG-ACT-CCC-CCC-CCC-AAC-CCC-GTC-ACA-GCC-C 12.6 + 3.6 4.8 £ 0.7 6.5
CC-CAG-ACC-CCC-GCC-CCG-TGG-CTC-GGC-CCC-C
SNORDI112 36 CCC-CCC-CCC-GCC-CCC-CAC-CCC-CCC-ACc-cce-cce-cce 258 £ 0.5 159 + 0.4 7.2
SOX1 57 CCC-CCT-GCA-GGC-CCC-CCT-GCG-CCT-CCC-CCC-CCC-CGC-CAC-TGG-CGC-CTG-G 9.0 £ 0.2 6.5+ 0.5 6.9
CT-TCC-CCC
STX17 33 CCC-CCG-CCC-CCG-CCC-CCG-CCC-CGC-AGG-GCe-cce 19.5 + 0.6 15.0 £ 0.2 7.0
Tandem Repeat 57 CCC-CCC-GTG-TCG-CTG-TTC-CCC-CCG-TGT-CGC-TGT-TCC-CCC-CGT-GTC-GCT-G 94 + 1.5/31.6 £0.6 6.7 £ 0.6 6.6
(LA16¢-0812.2) TT-CCC-CCC
TRABD 23 CCC-CCG-CCcc-cce-ccee-ccee-cee-ce 213 £ 0.2 193 £ 0.2 6.9
WNT7A 48 CCC-CCG-CCC-CTC-CCT-CCT-TTC-CCC-CGT-CCC-TCC-CCC-GCC-CCC-TCC-CCC 227+ 25 16.1 + 0.0 7.1
ZBTB7B 58 CCC-CCC-ATC-CCT-CCC-CTC-CCT-CCC-CCC-GCC-CCT-GCC-ACC-CCC-CAA-ACT-C 255+ 1.3 10.0 + 0.2 7.1
CC-CCcc-ccce-¢
ZFP41 52 CCC-CCA-GCC-CCC-GCC-GAC-CCC-CAG-CTC-CCG-CCT-CCG-CCG-ACC-CCC-AGC-C 21.7 £ 0.7/35.6 £ 0.4 174 £ 0.4 7.0
CC-C
ZNF480 23 CCC-CCG-CCC-CCG-CcCe-cea-cee-ce 17.1 £ 0.0 152 £ 0.2 6.7




