Supplemental Table 1. Participant and survey information

Total Numbfer . Wi e w I ;
participants (%)

2009A 48 8.3 e14a2 neat 1:100 1:10,000

2009B 51 7.8 el4a2 neat 1:1,000 Negative
2010A 53 13.2 el14a2 neat 1:10,000 Negative
2010B 57 12.3 el4a2 neat 1:100

2011A 61 16.4 e13a2 neat 1:100 1:10,000

2011B 63 23.8 el4a2 neat 1:10,000 Negative
2012A 77 41.6 e13a2 neat 1:1,000

2012B 90 52.2 el4a2 neat 1:1,000 1:100,000

2013A 103 68.0 el14a2 neat 1:10,000 Negative
2013B 115 73.9 el4a2 neat 1:100 1:100,000

2014A 132 75.8 el4a2 1:10 1:100 1:10,000

2014B 133 80.5 e13a2 1:10 1:1,000 1:100,000

2015A 145 86.2 e13a2 1:10 1:1,000 1:10,000

2015B 106 91.5 el13a2 1:10 1:100,000 Negative
2016A 176 89.8 e13a2 1:10 1:1,000 1:100,000

2016B 171 88.9 el4a2 1:10 1:100 Negative
2017A 181 89.5 e13a2 1:10 1:100 1:10,000

2017B 190 91.6 el4a2 1:10 1:1,000 Negative
2018A 190 92.6 el4a2 1:10 1:1,000 1:100,000

2018B 195 92.3 e13a2 1:10 1:10,000 Negative
2019A 199 98.5 e13a2 1:10 1:10,000 Negative
2019B 193 99.5 el4a2 1:10 1:100 1:100,000

2020A 197 99.5 el14a2 1:10 1:1,000 Negative
2020B 197 99.5 e13a2 1:10 1:100 1:10,000

2021A 214 99.5 el4a2 1:10 1:100 1:10,000

2021B 215 100.0 el4a2 1:10 1:5,000 Negative
2022A 214 100.0 e13a2 1:10 1:50,000 Negative
2022B 222 99.5 e13a2 1:10 1:100 1:5,000

2023A 233 99.1 el4a2 1:10 1:5,000 1:10,000

2023B 228 99.1 e13a2 1:10 1:5,000 Negative

Definitions: neat — neat concentration of RNA from the CML cell line. All dilutions in this table are
represented as fold-dilutions from the neat RNA concentration. For mailings (2010B and 2012A)
where both dilutions would be considered “Intermediate,” only one level was included in the
analyses (other not shown in this table). The exception is the 2022B mailing where the 1:5,000

dilution was binned with the “low” levels. The samples that were negative for transcript are listed in

the table but were not included in the analyses in the manuscript.




