Table S1: Differentially expressed immune-related genes (DEIRGs) between Xm TS

patients and normal individuals

Gene.Symbol Name Chromosome logFC P.Value
Up regulated genes
AZGP1 alpha-2-glycoprotein 1, zinc-binding 7 1.466220543  0.020388271
CCR4 C-C motif chemokine receptor 4 3 1.400561095  0.003554784
CMTM5 CKLF like MARVEL transmembrane domain containing 5 14 1.383406063  0.000804173
CXCLS C-X-C motif chemokine ligand 5 4 1.215979302  0.000546918
GHR growth hormone receptor 5 1.092357569  0.048749747
1L27 interleukin 27 16 1.166991148  0.025293412
INHBE inhibin subunit beta E 12 1.141435894  0.033468306
INSL4 insulin like 4 9 1.284553086  0.005278449
KLKBI kallikrein B1 4 1.163817384  0.013787769
MLN motilin 6 1.067283789  0.007873568
PIK3R3 phosphoinositide-3-kinase regulatory subunit 3 1 1.366165379  0.000140954
RAC3 Rac family small GTPase 3 17 1.032575405  0.027289601
RBP4 retinol binding protein 4 10 1.275950935  0.004026117
SEMGI semenogelin | 20 1.639372034  0.005296096
SST somatostatin 3 2.051227303  0.005539639
tyrosine kinase with immunoglobulin like and EGF like
TIEI 1 1.026743571  0.011748725
domains 1
UCN2 urocortin 2 3 1.119712791  0.032922125
WAP, follistatin/kazal, immunoglobulin, kunitz and netrin
WFIKKN1 16 1.00133285  0.019527038
domain containing 1
Down regulated genes
AREG amphiregulin 4 -1.198299967 0.019307956
CDI1B CD1b molecule 1 -1.136063235 0.00751384
CDH1 cadherin 1 16 -1.534847518 0.000580232
CORT cortistatin 1 -1.036547989 0.032112354
CSF2RA colony stimulating factor 2 receptor subunit alpha X -1.564323694 2.91E-05
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Table S2: Differentially expressed immune-related genes (DEIRGs) between Xp TS

patients and normal individuals

Gene.Symbol Name Chromosome  logFC P.Value

Up regulated genes

AGER advanced glycosylation end-product specific receptor 6 1.134704217  0.000287817
BTC betacellulin 4 1.036738904  0.036224694
CARDI11 caspase recruitment domain family member 11 7 1.107786635  1.27E-05
CD19 CD19 molecule 16 1403997149  4.85E-05
CD22 CD22 molecule 19 1.210033691  0.000130427
CD72 CD72 molecule 9 1.052230683  0.000453192
CDS81 CDS81 molecule 11 1.022765527  1.72E-07
CHGA chromogranin A 14 1.800999884  0.019855482
CMTMS CKLF like MARVEL transmembrane domain containing 5 14 1.10407548 0.007372116
CXCR1 C-X-C motif chemokine receptor 1 2 1.316647968  0.043525997
CXCR5 C-X-C motif chemokine receptor 5 11 1.073442265  0.000138166
DHXS58 DExH-box helicase 58 17 1.188991428  0.00098955
IGLV1-44  immunoglobulin lambda variable 1-44 22 1.149761516  0.010026845
KIR2DLSA killer cell immunoglobulin like receptor, two Ig domains 19 1.086990386  0.048404351
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Table S3: Differentially expressed immune-related genes (DEIRGs) of the Xp and

Xm group in red and brown modules

Module Xp group Xm group
CSF2, DEFBI1, DHXS58, IL21, IL3RA, LTBP4,
Red CCR4, CDIB, CDHI1, IL3RA, PIK3R3, SST
MDK, PIK3R3, SST
C3ARI1, CARDI11, CSF2RA, IDO1, IL1R2, AZGP1, CSF2RA, CXCL11, FLT3, IDOI,
Brown

PDGFRB, PROK2

IL1R2, MLN, PPARG
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Figure S1. Significant enriched cellular component (CC) and molecular function (MF)
terms between monosomy X TS patients and normal individuals. (A) The CC terms in
DEIRGs of Xm TS patients compared with normal individuals. (B) The MF terms in
DEIRGSs of Xm TS patients compared with normal individuals. (C) The CC terms in
DEIRGSs of Xp TS patients compared with normal individuals. (D) The MF terms in
DEIRGS of Xp TS patients compared with normal individuals.
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Figure S2. WGCNA analysis and Clinically Significant Module Identification. (A)
Analysis of the scale-free index for various soft-threshold powers. (B) Analysis of the
mean connectivity for various soft-threshold powers. (C) Clustering dendrogram of
genes, with dissimilarity based on topological overlap, together with assigned module
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a trait. Each cell contains the corresponding correlation and p-value. The

table is color-coded by correlation according to the color legend.
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Figure S3. ClueGO enrichment analysis. (A) The interaction network of KEGG
pathways for genes in the red module generated by the Cytoscape plug-in ClueGO.
The most significant term of each group is highlighted. (B) Proportion of each KEGG
pathways group in the total in the red module. (C) The interaction network of KEGG
pathways for genes in the brown module generated by the Cytoscape plug-in ClueGO.
The most significant term of each group is highlighted. (D) Proportion of each KEGG
pathways group in the total in the brown module. KEGG, Kyoto Encyclopedia of

Genes and Genomes . **p < (0.05.
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