Table S1. Primer sequences for gPCR-amplified genes.

Actb
Vav3

FecgR1
Pitpn22_distal
Veam1
Hmgcs2
Slc22a15
S100a10
Ctss

GGCTGTATTCCCCTCCATCG
GCCACACTCCATCAATCTG

AGAAGCGATGGCGTGTATGA
AGCCGTGCAAACTTCTTCTACT
GCCTCAACGGTACTTTGGATAC
ATGATCTTCCACACACCCTTTT

CTCTGCCCTTCATCGTGT
GCAAACCTGTGAAACGTA
TAAAGGGCCTGTCTCTGT

CAGTTGGTAACAATGCCATGT
GGTCAAATGCCTCAAAAAGTTC

TTCAGGCTGCTCGGGTCCAC
CTGAACACGTTCTGTAGGCTTG
TCTCCATGAGAACAATGGTGAC
GCCTTCAAAAGAGCCTTGTCTA

TCACTGCTGACCTTGTCC
CAGCTCTTCCAAGGACTG
TGCCATCCGAATGTATCC
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