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Table  I 

Primer sequences for qRT-PCR. 

Ccr2 forward ATGGAAGACAATAATATGTTACC 
Ccr2 reverse ATGACAAGGCTCACCATC 
Tcf 7 forward GTACATGGAGAAGCCGAGGG 
Tcf 7 reverse ACTCTGGAAGTTTGTCCGGG 
Tcf 7 RT ACCTCCTAGGCCAATAGGGAGGTCCAGCCA 
Klf7 forward CGTTGAAACTGGTGGCCAAG 
Klf7 reverse ATAAACTTTCCGGCACCCGT 
Lef1 forward AGCACGGAAAGAGAGACAGC 
Lef1 reverse GCTGTCATTCTGGGACCTGT 
Mouse beta catenin forward CGCCGCTTATAAATCGCTCC 
Mouse beta catenin reverse TTCACAGGACACGAGCTGAC 
Ccr5 forward GTTGTTTTGGAGAACGCCCC 
Ccr5 reverse CAACACTGCTCCGAAACTGC 
CD122 forward TTGTCTGCTACCTAAGCTGCG 
CD122 reverse GGCTCCAGGGAAGAGCTATG 
CD44 forward AAAAAGCCATGCAGCAGCTC 
CD44 reverse TTGCCTCTTGGGTGGTGTTT 
Ly6a forward CCACATCTGACAGAACTTGCC 
Ly6a reverse GCTGCACAGATAAAACCTAGCAG 
Mouse GAPDH forward GGACCTCATGGCCTACATGG 
Mouse GAPDH reverse TAGGGCCTCTCTTGCTCAGT 

 


