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C ERS K VIAY SH CCMN • VI YAFVG:ERFRKY LRHF 
CTFER TLAFVHCCLN·IIYFFLGEKFRKYILQ 
Css s N TLGMT H cc IN.IIYAFVGIEKFRNY LLVF 
CQSEK VLAFLHCCLN·VLYAFIGQKF NYFLKI 

.CELSK SLACVRCCVN·FLYAFIG;KFRNDLFK 
VLFLTSLHSMHILDG ..CSISQ  IlSFTHCCVN·VIYAFVGEKFKKHLSEl 
I L Q IDAYAMFISN.CAVST  TIAFFHSCLN·VLYVFVGERF RD VK 
AL LLDTADLLAARERS.CP ASK  GLALARCGLN • VL YAF LGiLRFRQDLRR 

�����:;g�:: 
V  L  1□ILMDLGALARN,CG RES GLGYMHCCLN • LLYAFVGjVKF ER W 
GISIDSFILLEIIKQG.CEFEN  ALAFFHCCLN·ILYAFLG�KFKTS QH 
VIFLD LARLKAVDNT.CKLNG  F�GLAHCCLN•MLYTFAG�KFRSDLSR M 
F!IRSTHWEYYAMT.......  A!AYLRACLN·VLYAFVS�KFRKNFWK 
T LF LQTLFRTQI I RS,, C EAKQ  NLAFSHCCFN • VL YVFVGiVKFRTH LKH 
MIFLETLKLYDFFPS..CDMRK  T AFSHCCLN • LIYAFAGIEKFRRY YH 

VLGLDFLVRSK LLL LSTCLAQQ AILA I LHCVAT.LL LALFCIH QATR T LLPs 
TLFLIHTLLDLQVFGN .. CEVSQ  SIAFLHCCFS·ILYAFSSHRF QYLKAF 
A LLDIFSILHYIPFT.CRLEH  CLSLVHCCVN·VLYSFINR YRYELMK 
V FCIR IDIIYSLITS.CNMSK SIALF}ISCLN·ILYVFMGIASFKNY MK 
AFFLSTFKEHFSLSD ..CKSSY  LIATTHCCIN·LLYAFLOGTFSKYLC 

 

  



 

 

 
 

 

Figure S1. Sequence alignment of human chemokine receptors reveals conserved 

structural motifs and selectivity-determining regions. This figure presents a multiple 

sequence alignment of human CCR, CXCR, XCR, CX3CR, and ACKR family 

members. Conserved GPCR motifs—such as DRY, CWxP, and NPxxY—are retained 

across transmembrane domains, indicating their essential roles in signaling. In 

contrast, notable sequence divergence is observed in the N-terminal and ECL2 

regions, which likely contribute to ligand specificity and offer potential targets for 

selective drug design. 


