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Supplementary figures and tables 

 

Figure S1. Information of scRNA-seq data quality control. (A) Cell number of P. 

cantorii hemocytes before quality control. (B). Count number of P. cantorii hemocytes 

before quality control. (C) Cell number of P. cantorii hemocytes after quality control. 

(D). Count number of P. cantorii hemocytes after quality control. NS and HI represent 

hemocytes of normal state and hibernation period, respectively.  

 

 



 

Figure S2. The subclusters of P. cantorii hemocytes distributed over the pseudo-time 

differentiation trajectory.  

 



 

 

Table S1. Statistical analysis of cell data in each sample before and after filtration. 

Sample 

Before 

filtering 

number 

After 

filtering 

number 

Before 

filtering 

median 

UMI per 

cell 

After 

filtering 

median 

UMI per 

cell 

Before 

filtering 

median 

genes per 

cell 

After 

filtering 

median 

genes per 

cell 

AS 12,540 11,262 1,652 1,488 763 723 

HI 13,547 11,104 2,507 2,251 827 765 

 

 

Table S2. Statistical table of classification results of cell subsets 

Cluster AS HI 

C1 14691 (65.23%) 2180 (9.82%) 

C2 140 (0.62%) 10285 (46.31%) 

C3 1096 (4.87%) 6768 (30.48%) 

C4 4972 (22.08%) 1516 (6.83%) 

C5 1591 (7.06%) 1261 (5.68%) 

C6 33 (0.15%) 198 (0.89%) 

 

 

Table S4. The expression level of bipotent progenitor or stem-like cell signatures zeb1 

and itga6 in hemocytes of normal state. 

GeneID 
Gene 

Name 
C1 C2 C3 C4 C5 C6 

Pca02G014240 zeb1 0.049 0.810 0.501 1.830 1.271 0.840 

Pca07G003140 itga6 0.003 0.009 0.008 0.049 0.015 0.012 

 

 

 


