
Supplementary Table S1. Details of primers used for qPCR analysis 
 
Gene name Primer Sequence (5’-3’) Annealing temperature (℃) 
KRTAP8 Forward GGCTTCGGCTATGGCTACAA 60° 
  Reverse GAAGTCCGCCTCTTGGGTTT  

FOSB Forward TCCGCCGAGTCTCAGTATCTGTC 59° 
  Reverse TCCGCCGAGTCTCAGTATCTGTC  

FOS Forward TCCAAGCGGAGACAGACCAA 59° 
  Reverse TCAAGGGAAGCCACAGACATC  

FOSL1 Forward TAGGACCGAGGTAATGGGGG 60° 
  Reverse ATCGCCGGAGTTGAGACAAG  

FGF5 Forward AAACTCCATGCAAGTGCCAA 59° 
 Reverse TGGAGGTCCTGGCTGGTTGTG  
GAPDH Forward GGCGTGAACCACGAGAAGTA 60° 
  Reverse GGCGTGGACAGTGGTCATAA 

 

  
  
 
 
 
 
  



Supplementary Fig. S1. The enriched GO terms and KEGG pathway results obtained for the 

Eskisehir Anagen Female versus Eskisehir Anagen Male comparison group.  

 

 

 

 

 

 

 

 

 



 

 

Supplementary Fig. S2. The enriched GO terms and KEGG pathway results obtained for the 

Eskisehir Catagen Female versus Eskisehir Catagen Male comparison group.  

 

 

 

 

 

 

 

 

 

 

 

 



Supplementary Fig. S3. The enriched GO terms and KEGG pathway results obtained for the 

Eskisehir Telogen Female versus Eskisehir Telogen Male comparison group.  

 

 

 

 

 

 

 

 

 

 



 

Supplementary Fig. S4. The enriched GO terms and KEGG pathway results obtained for the 

Lalahan Anagen Female versus Lalahan Anagen Male comparison group.  

 



Supplementary Fig. S5. The enriched GO terms and KEGG pathway results obtained for the 

Lalahan Catagen Female versus Lalahan Catagen Male comparison group.  

 

 

 

 

 

 

 

 

 

 

 

 



 
Supplementary Fig. S6. The enriched GO terms and KEGG pathway results obtained for the 

Eskisehir Female Anagen versus Eskisehir Female Catagen comparison group.  

 

 

 

 

 

 

 

 

 



 
Supplementary Fig. S7. The enriched GO terms and KEGG pathway results obtained for the 

Eskisehir Female Anagen versus Eskisehir Female Telogen comparison group.  

 

 

 

 

 

 

 

 

 

 

 



 

Supplementary Fig. S8. The enriched GO terms and KEGG pathway results obtained for the 

Eskisehir Male Anagen versus Eskisehir Male Catagen comparison group.  

 

 

 

 

 

 

 

 

 



 
Supplementary Fig. S9. The enriched GO terms and KEGG pathway results obtained for the 

Eskisehir Male Anagen versus Eskisehir Male Telogen comparison group.  

 

 

 

  



 

 

Supplementary Fig. S10. The enriched GO terms and KEGG pathway results obtained for 

the Eskisehir Male Catagen versus Eskisehir Male Telogen comparison group.  

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

 

 
 

Supplementary Fig. S11. The enriched GO terms and KEGG pathway results obtained for 

the Lalahan Male Anagen versus Lalahan Male Catagen comparison group.  

 

 

 

 

 

 

 

 



 

 

 
 

Supplementary Fig. S12. The enriched GO terms and KEGG pathway results obtained for 

the Lalahan Male Anagen versus Lalahan Male Telogen comparison group.  

 

 

 

 

 

 

 

 

 

 

 

 

 



 

 

 

 

 
 

Supplementary Fig. S13. The enriched GO terms and KEGG pathway results obtained for 

the Lalahan Male Catagen versus Lalahan Male Telogen comparison group.  

 

 

 

 

 

 

 



 

 

Supplementary Fig. S14. The enriched GO terms and KEGG pathway results obtained for 

the Catagen Female Eskisehir versus Catagen Female Lalahan comparison group.  

 

 

 

 

 

 

 

 

 



 
 

Supplementary Fig. S15. The enriched GO terms and KEGG pathway results obtained for 

the Catagen Male Eskisehir versus Male Female Lalahan comparison group.  

 

 

 

 

 
 
  



 
 

 
 
Supplementary Fig. S16. QPCR validation of RNA-Sequencing result. Five mRNAs were 

selected for validation including KRTAP8, FOS, FOSL1, FOSB, and FGF5. The x-axis shows 

the two main cycles of the hair follicles (anagen and telogen) in female and male Ankara goats of 

the Eskisehir and Lalahan varieties. The y-axis indicates mRNA relative expression level.  

ESK: Ankara goats of Eskisehir varieties; LAL: Ankara goats of Lalahan varieties. 

 
 
  



 
 
Supplementary Fig. S17. Involvement of Differentially Expressed Genes in the Calcium 
Signaling Pathway. Seven differentially expressed genes (ATP2A1, TNNC2, FGF21, HRC, 
CAMK2A, RYR1, and CACNA1S) were identified as components of the calcium signaling pathway 
(KEGG pathway chx04020). 
 


