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Figure S31: Global graph properties of four time series human gene perturbation (16hr,
48hr and 90hr) networks corresponding to avirulent (RA) and virulent (RV) strains
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Figure S32: Comparison of the networks using (A) cluster network tree with Jaccard Edge
distance and (B) radar plot of node and edge Jaccard distance from the union network



RVv438

MNumber of chosen components in each Network

212

Exclusive to RVO0 .
ANG
C10B
C1R
CCMNBE1
CcD14
CMELR1
CSF3
FGF2
IL10O

IL13
MNGFR
Os5M
RARRES?Z2

v

RA48 RA90 '
RV48 RV30

Number of elements: specific (1) or shared by 2, 3, ... networks

T

4(16) 2
3

Figure $33: Visualizing similarities and differences between the post infection time point

networks in H37Ra and H37Rv
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A Ofemeenness ODegree OClseness OhubScore  OEigenvec Sorted by Rv90 from High to Low values
Nodes RV90 ¥ RA90 RV48 RAA48
Iﬁlter column...
BIRCS 26.3 2584.531 201.001 178.442
CCNE1 23.533 -1.0 -1.0 -1.0
CCNAZ 20.133 265.46 385.394 380.126
ASPM 14.0 0.0 1.283 3.417
CENPA 13.467 -1.0 46.943 42.096
NDCB80 11.983 -1.0 23.412 72.162
1 3

(-1 values indicate node absence) 1j{2]|3]|4]|5) Next||Last
RN RAD T RAAR EX]X)TIT-tk_'
Node Degree Closeness Betwee... ™ EigenVe... Network... Clusteri... PageRank HubScore Authority...
BIRCS5 10.0 0.714 26.3 0.429 0.281 0.422 0.031 0.374 0.425
CCNBE1 9.0 0.714 23.533 0.392 0.313 0.444 0.017 0.557 0.007
CCMNA2 8.0 0.652 20.133 0.339 0.317 0.429 0.018 0.473 0.13
ASPM 3.0 0.5 14.0 0.118 0.425 0.333 0.025 0.0 0.227
CENPA 7.0 0.625 13.467 0.322 0.358 0.524 0.041 0.0 0.544
NDCEO 7.0 0.625 11.983 0.319 0.354 0.524 0.013 0.416 0.123
4 3
1((2((3|/4||5| | Next || Last

Figure S34: (A) Visualizing nodes sorted with betweenness across various networks (B)
visualizing variation of other network properties of the same nodes
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Clique Membership
BIRCS BUBL1B NDC80 CDCAB CENPM CENPE SPC25 CENPA CENPF ZWINT CENPN MLF1IP AURKB
BIRC5 BUB1B NDCB80 CDCAB CENPM CENPE SPC25 CENPA CENPF ZWINT CENPN MLF1IP KIF1BA
BIRC5 BUB1B NDCB0 CDCAB CENPM CENPE SPC25 CENPA CENPF ZWINT CENPN NUF2 AURKB
BIRCS BUBLB CCNAZ CEMWNPA CENPE CDCAS8
BIRCS BUB1B CCNAZ PBK NCAPG RRM2
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Figure S35: Clique containing BIRCS in the virulent strain infection networks
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Figure $36: Visualizing differential shortest paths for connected perturbation
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Figure S37: Visualizing changes in community structure between the 48t and 90™ hour
network of H37Rv infected human cells
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