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Figure S3in the Supplementary data was also incorrectly included:
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The correct version of Fig $3 can be found below:
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NAME CPD17 1H
EXPNO 1
PROCNO 1
e 4 isition Parameters

gﬁ"éeféq% 20210924
Time 19.50
INSTRUM spect
PROBHD  2108618_0903 (
PULPROG ~ zg30
TD 65536
SOLVENT DMSO
NS 16
DS 2
SW 8012.820
FIDRES 0.244532
AQ 4.0894465
RG 130.73
DW 62.400
DE 6.50
TE 295.6
D1 1.00000000
TDO 1
SFO1 400.2324714
NUC1 1H
Pl 14.00
PLW1 13.95600033
F2 - Processing parameters
SI 65536
F 400.2300000
WDW EM
ssB 0

LB 0.30
GB 0

PC 1.00

The authors apologize for the errors. Both the HTML and PDF versions of the article have been updated to correct the errors.
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