[bookmark: OLE_LINK38][bookmark: OLE_LINK39][bookmark: _GoBack]Applying T-classifier, binary classifiers, upon high-throughput TCR sequencing output to identify cytomegalovirus exposure history
[bookmark: OLE_LINK14][bookmark: OLE_LINK15]Kaiyue Zhou1*, Jiaxin Huo1*, Caixia Gao1, Xu Wang1, Pengfei Xu2, Jiahuan Hou2, Wenying Guo2, Tao Sun2-3*, Dalin1*

Authors’ affiliation: 
1 Department of Mathematics, School of Mathematical Sciences, Inner Mongolia University, Hohhot, China
2 Hangzhou ImmuQuad Biotechnologies, Hangzhou, China
3 Institute of Wenzhou, Zhejiang University, Wenzhou, China

[bookmark: OLE_LINK11][bookmark: OLE_LINK12]* Corresponding Authors:
Tao Sun, PhD
Hangzhou ImmuQuad Biotech, LLC., Hangzhou, China
Institute of Wenzhou, Zhejiang University, Wenzhou, China
Telephone: 86-15982358665 
E- mail: taosun@immuquad.com

Dalin, PhD
Department of Mathematics, School of Mathematical Sciences, Inner Mongolia University, Hohhot, China 
Telephone: 86-15647156090 
E-mail: 111977331@imu.edu.cn

Keywords: Cytomegalovirus，T Cell Receptor, Support Vector Machine，Logistic Regression , Random Forest，Linear Discriminant Analysis






Additional File:  
File contains supplementary figures from Supplementary Figure 1 to Supplementary Figure 2.

Acknowledgement and funding 
This work was supported by the Fundamental Research Funds for the Inner Mongolia University(21100-5187051).

Abbreviations
LR: Logistic Regression
SVM: Support Vector Machine
LDA: Linear Discriminant Analysis
RF: Random Forest
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Figure legends
[bookmark: OLE_LINK24][bookmark: OLE_LINK25]Supplementary Figure 1. Scatter plots and area classification lines of training samples. This figure is the scatter diagram of positive and negative decision boundaries and Cohort1 training subjects obtained by each algorithm according to Cohort1 training subjects.The blue dots represent the negative subjects in Cohort1, and the red dots represent the positive subjects in Cohort1.The pink area and sky blue area respectively represent the positive area and negative area obtained by each algorithm training Cohort1 training data. If a point falls in the pink area, it means that the algorithm predicts it to be positive; otherwise, it means that the sky blue area represents negative. 

Supplementary Figure 2. The evaluation scores of four algorithms. Supplementary Figure 2 shows the evaluation scores of four algorithms of Logistic Regression (LR, Supplementary Figure 2a), Support Vector Machine (SVM, Supplementary Figure 2b), Random Forest (RF, Supplementary Figure 2c), and Linear Discriminant analysis (LDA, Supplementary Figure 2d). The red, blue and green curves are on behalf of Accuracy, Sensitivity, Speciality respectively.
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