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Figure S11. A web-based SVM model was developed for the prediction of talaromycosis

By entering a participant's clinical variables into the online tool available at https://modelscope.cn/studios/

LRYHJG/rf/summary for users in China and https://huggingface.co/spaces/HuJiaGuang/LRYHJG-TM for int

ernational users, the corresponding probability of developing talaromycosis can be calculated. As demonstr

ated in Figures A and B, the probabilities of talaromycosis development for the two patients in our study

were determined to be 0.64 and 0.84, respectively.


