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oxidase I (COI) fragment sequences inferred by MEGA X (Kumar et al., 2018), using the 29 

Maximum Likelihood (ML) method.  30 

Figure S3. Evolutionary relationships of Acari taxa based on 157 Acari Internal 31 

Transcribed Spacer (ITS) fragment sequences inferred by MEGA X (Kumar et al., 2018), 32 

using the Maximum Likelihood (ML) method. 33 


