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Sequencing Metrics
. Yield per Average
. N50 Pores Yield P g
Duration (bp) Used (% Bases > 100 kb) Pore Occupancy
P ° z (Mb) (%)
6 hours 163,398 670 0.85 Gb (68.32%) 1.27 79.69
Total (>20 hours) 156,372 777 1.06 Gb (66.78%) 1.37 55.65

Figure S5. Sequencing output of a concentrated UL library, marked by UL N50 but lower

occupancy and yield. (a) Read length distribution with N

50 marked by the black dashed line,

(b) Total yield distribution by read lengths, (c) Time lapse of relative occupancy, (d) Time lapse

of available pores showing mux scan at every ~6 hours,

(e) Sequencing metrics are at 6

hours and at the end of data collection (excluding the first 10 minutes). Library was prepared
from GM12878 cells, extracted DNA concentration was >60 ng/ul, loaded on a MinlON flow

cell and sequenced on the GridlON platform.



