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Figure S1 Detailed values of the parameters used in online predictors psRNATarget
and TAPIR
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Maximum expectation (* Prefer lower false positive prediction rate? Please set a
more stringent cut-off threshold [0-2.0]; Prefer higher prediction coverage? 3.0
Please set a more relaxed cut-off threshold [4.0-5.0]):

Length for complementarity scoring (hspsize): 20
Target accessibility - allowed maximum energy to unpair the target site (UPE): ~ 25.0
Flanking length around target site for target accessibility analysis 17

Range of central mismatch leading to translational inhibition: 9
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