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Supplementary Figures 

 

Figure S1: PSVs of the perturbed genes in homogeneous THP-1 cells responding to Mtb 

infection. 

(A) The PSVs of TMtb-i and TMtb-r genes. 

(B) The relative expression of each gene after Mtb infection compared to its expression prior to Mtb 

infection (0 h, panel A). The genes and samples in panel A and panel B are laid out in exactly the 

same way, except that time point 0 h was omitted in panel B since it served as a control. 
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Figure S2: Box plots of the PSVs of THP-1 cells before and 72 h after infection. 

TMtb-i data is from matched 212 out of 367 gene-specific DNA fragments, its derived network-based 

signature TMtb-iNet is from matched 122 out of 165 gene-specific DNA fragments and TMtb-r is 

from matched 15 out of 32 gene-specific DNA fragments. Data are shown as in Figure 1.
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Figure S3: PSVs of PTB-specific signature genes in human whole blood. 

(A) PSVs of each gene. 

(B) Relative expressions of each gene compared to its median expression level in HC donors. 

Data are shown as in Figure S1.
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Figure S4: Box plots of the PSVs of the filtered whole genome and signature genes of whole 

blood. 

PTBsigUp data is from matched 302 out of 306 gene-specific DNA fragments and PTBsigDn is from 

matched 85 out of 87 gene-specific DNA fragments matched between HC donors and TB patients. 

HC, healthy control donors; TB, tuberculosis patients. The data are shown as in Figure 1.
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Figure S5: PSVs of PTB-specific signature genes in separated cell populations of human whole 

blood. 

(A) PSVs of each gene. 

(B) Relative expressions in different cell populations compared to the cognate median expression 

level in that cell population from HC donors. 

The genes and samples in panel A and panel B are laid out identically.
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 Figure S6. Sequence alignment of transcripts of FCGR1A, FCGR1B, and FCGR1CP. 
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Figure S7: The box plots of the PSVs of FCGR1 in whole blood. 

(A & B) The PSVs from ILMN_2176063 and ILMN_2261600 respectively in whole blood of HC 

donors, LTBI donors and PTB patients from different cohorts. 

(C & D) The PSVs from ILMN_2176063 and ILMN_2261600 respectively in whole blood of HC 

donors or PTB patients at different stages of chemotherapy. PTB_0m, PTB patients without 

chemotherapy; PTB_2m, PTB patients at 2 months post drug initiation; PTB_12m, PTB patients at 

12 months post drug initiation.
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Figure S8: Sequence alignment of the promoters of FCGR1A, FCGR1B, and FCGR1CP. 

Sequences from 2000 bp upstream to -50 downstream of transcription start site were used for 

sequence alignment.
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Figure S9: The relative expressions of FCGR1A, FCGR1B, and FCGR1CP in the whole blood of 

LTBI progressors compared to their expressions in the whole blood of LTBI controls. 

This heat map is a visual representation of the data shown in Figures 5a-5c. Each row represents the 

relative expressions of a specific splice junction (1).
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Figure S10: The PSVs of FCGR1A (A), FCGR1B (B) and FCGR1CP (C) relative to the median 

expression of FCGR1A in LTBI controls. 

Data were from Figure S9, presented as described in Figure 5.
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Figure S11: The sequence alignment of proteins of FCGR1A and FCGR1B.  

 

Table S1. Genomic locations of FCGR1 genes. 

Organisms 

Gene 

Symbol Chromosome Location 

Genome 

Assembly 

Human FCGR1A 1 

149782071-

149792518 GRCh38.p13 

Human FCGR1B 1 

121087345-

121097161 GRCh38.p13 



 
37 

Human FCGR1CP 1 

143874743-

143883733 GRCh38.p13 

Mouse Fcgr1 3 

96282909-

96293969, 

complement GRCm38.p6 
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