
Amino acid sequence alignment of vertebrate chemokine receptors. 
 
Amino acid sequences were aligned by using MUSCLE with gap open and extention penalty of 8 and 2, respectively. Conserved TxP, DRY, CWxP, and NPxxY(x)5,6F motifs are indicated with red letters.  
Letters highlighted with green and gray colors are the most conserved residues in each transmembrane region and the other evolutionary conserved residues, respectively.  
The cysteine residues that are assumed to be involved in disulfide bonds are highlighted with blue colors. Helix regions are underlined in human CXCR1.  
(MUSCLE: Edgar, R. C. 2004. MUSCLE: multiple sequence alignment with high accuracy and high throughput. Nucleic Acids Res. 32:1792-1797) 
 
Species: 
hsa, Homo sapiens (human); mus, Mus musculus (mouse); bta, Bos taurus (cow); laf, Loxodonta africana (elephant); mdo, Monodelphis domestica (opossum); meu, Macropus eugenii (wallaby); oan, Ornithorhynchus anatinus (platypus) 
gga, Gallus gallus (chicken); tgu, Taeniopygia guttata (zebra finch); apl, Anas platyrhynchos (duck); aca, Anolis carolinensis (anole lizard); xtr, Xenopus tropicalis (Xenopus); xla, Xenopus laevis 
dre, Danio rerio (zebrafish); ola, Oryzias latipes (medaka); tni, Tetraodon nigroviridis (Tetraodon); tru, Takifugu rubripes (Fugu); gac, Gasterosteus aculeatus (stickleback); cmi, Callorhinchus milii (elephant shark); pma, Petromyzon marinus (sea lamprey) 
 
 Amino acid sequences of Xenopus laevis and Takifugu rubripes (Fugu) were used to complement those of the Xenopus tropicalis (Xenopus) and Tetraodon nigroviridis (Tetraodon), respectively. 
 
Genome sequence versions: 
Human, GRCh37, Feb 2009; Mouse, NCBIM37, Apr 2007; Cow, UMD3.1, Nov 2009; Elephant, loxAfr3 Jul 2009; Opossum, monDom5, Oct 2006; Wallaby, Meug_1.0, Dec 2008; Platypus, OANA5, Dec 2005 
Chicken, Galgal4, Nov 2011; Zebra finch, taeGut3.2.4, Aug 2008; Duck, BGI_duck_1.0, Apr 2013; Anole lizard, AnoCar2.0, May 2010; Xenopus, JGI 4.2, Nov 2009 
Medaka, HdrR, Oct 2005; Stickleback, BROAD S1, Feb 2006; Zebrafish, Zv9, Apr 2010; Tetraodon, TETRAODON 8.0, Mar 2007; Elephant shark, whole genome shotgun sequences9; Sea lamprey, Pmarinus_7.0, Jan 2011 



 

 TM-I Asn1.50 TM-II Asp2.50 TxP (Pro2.58) Trp2.60 Cys3.25 TM-III DRY (Asp3.49, Arg3.50, Tyr3.51) TM-IV Trp4.50 
>hsaCXCR1___--------------------------------------------------------------------------------------MSNITDPQMWDFDDLNFTGMPPADEDYSPCMLETETLNKYVVIIAYALVFLLSLLGNSLVMLVI-LYSR------VGR-SVTDVYLLNLALADLLFALTLPIWAASKV--NG-WIF--GTFLCKVVSLLKEVNFY--SGILLLACISVDRYLAIVHATRT-LTQKR----------HLVKFVCLGCWGLSMNLSL--PFFLFRQAYHPNNS---------------- 
>hsaCXCR2___-----------------------------------------------------------------------------MEDFNMESDSFEDFWKGEDLSNYSYSSTLPPFLLDAAPCEPESLEINKYFVVIIYALVFLLSLLGNSLVMLVI-LYSR------VGR-SVTDVYLLNLALADLLFALTLPIWAASKV--NG-WIF--GTFLCKVVSLLKEVNFY--SGILLLACISVDRYLAIVHATRT-LTQKR----------YLVKFICLSIWGLSLLLAL--PVLLFRRTVYSSNV---------------- 
>hsaCXCR3___------------------------------------------------------------------------MVLEVSDHQVLNDAEVAALLENFSSSYDYGENESDSCCTSPPCPQDFSLNFDRAFLPALYSLLFLLGLLGNGAVAAVL-LSRR------TAL-SSTDTFLLHLAVADTLLVLTLPLWAVDAA--VQ-WVF--GSGLCKVAGALFNINFY--AGALLLACISFDRYLNIVHATQL-YRRGP---------PARVTLTCLAVWGLCLLFAL--PDFIFLSAHHDERLN--------------- 
>hsaCXCR4___---------------------------------------------------------------------------------------MEGISIYTSDNYTEEMGSGDYDSMKEPCFREENANFNKIFLPTIYSIIFLTGIVGNGLVILVM-GYQK------KLR-SMTDKYRLHLSVADLLFVITLPFWAVDAV--AN-WYF--GNFLCKAVHVIYTVNLY--SSVLILAFISLDRYLAIVHATNS-QRPRK---------LLAEKVVYVGVWIPALLLTI--PDFIFANVSEADD----------------- 
>hsaCXCR5___--------------------------------------------------------------------------MNYPLTLEMDLENLEDLFWELDRLDNYNDTSLVENHLCPATEGPLMASFKAVFVPVAYSLIFLLGVIGNVLVLVIL-ERHR------QTR-SSTETFLFHLAVADLLLVFILPFAVAEGS--VG-WVL--GTFLCKTVIALHKVNFY--CSSLLLACIAVDRYLAIVHAVHA-YRHRR---------LLSIHITCGTIWLVGFLLAL--PEILFAKVSQGHHNNS-------------- 
>hsaCXCR6___----------------------------------------------------------------------------------------------MAEHDYHEDYGFSSFNDSSQEEHQDFLQFSKVFLPCMYLVVFVCGLVGNSLVLVIS-IFYH------KLQ-SLTDVFLVNLPLADLVFVCTLPFWAYAGI--HE-WVF--GQVMCKSLLGIYTINFY--TSMLILTCITVDRFIVVVKATKA-YNQQA-------KRMTWGKVTSLLIWVISLLVSL--PQIIYGNVFNLD------------------ 
>hsaCCR1____-------------------------------------------------------------------------------------------METPNTTEDYDTTTEFDYGDATPCQKVNERAFGAQLLPPLYSLVFVIGLVGNILVVLVL-VQYK------RLK-NMTSIYLLNLAISDLLFLFTLPFWIDYKL-KDD-WVF--GDAMCKILSGFYYTGLY--SEIFFIILLTIDRYLAIVHAVFA-LRART---------VTFGVITSIIIWALAILASM--PGLYFSKTQWEFT----------------- 
>hsaCCR2____-----------------------------------------------------------------------------------MLSTSRSRFIRNTNESGEEVTTFFDYDYGAPCHKFDVKQIGAQLLPPLYSLVFIFGFVGNMLVVLIL-INCK------KLK-CLTDIYLLNLAISDLLFLITLPLWAHSAA--NE-WVF--GNAMCKLFTGLYHIGYF--GGIFFIILLTIDRYLAIVHAVFA-LKART---------VTFGVVTSVITWLVAVFASV--PGIIFTKCQKEDS----------------- 
>hsaCCR3____-------------------------------------------------------------------------------------------MTTSLDTVETFGTTSYYDDVGLLCEKADTRALMAQFVPPLYSLVFTVGLLGNVVVVMIL-IKYR------RLR-IMTNIYLLNLAISDLLFLVTLPFWIHYVR-GHN-WVF--GHGMCKLLSGFYHTGLY--SEIFFIILLTIDRYLAIVHAVFA-LRART---------VTFGVITSIVTWGLAVLAAL--PEFIFYETEELFE----------------- 
>hsaCCR4____--------------------------------------------------------------------------------------MNPTDIADTTLDESIYSNYYLYESIPKPCTKEGIKAFGELFLPPLYSLVFVFGLLGNSVVVLVL-FKYK------RLR-SMTDVYLLNLAISDLLFVFSLPFWGYYAA--DQ-WVF--GLGLCKMISWMYLVGFY--SGIFFVMLMSIDRYLAIVHAVFS-LRART---------LTYGVITSLATWSVAVFASL--PGFLFSTCYTERN----------------- 
>hsaCCR5____-----------------------------------------------------------------------------------------------MDYQVSSPIYDINYYTSEPCQKINVKQIAARLLPPLYSLVFIFGFVGNMLVILIL-INCK------RLK-SMTDIYLLNLAISDLFFLLTVPFWAHYAA--AQ-WDF--GNTMCQLLTGLYFIGFF--SGIFFIILLTIDRYLAVVHAVFA-LKART---------VTFGVVTSVITWVVAVFASL--PGIIFTRSQKEGL----------------- 
>hsaCCR6____-------------------------------------------------------------------------------MSGESMNFSDVFDSSEDYFVSVNTSYYSVDSEMLLCSLQEVRQFSRLFVPIAYSLICVFGLLGNILVVITF-AFYK------KAR-SMTDVYLLNMAIADILFVLTLPFWAVSHA-TGA-WVF--SNATCKLLKGIYAINFN--CGMLLLTCISMDRYIAIVQATKS-FRLRS-------RTLPRSKIICLVVWGLSVIISS--STFVFNQKYNTQG----------------- 
>hsaCCR7____-------------------------------------------------------------------MDLGKPMKSVLVVALLVIFQVCLCQDEVTDDYIGDNTTVDYTLFESLCSKKDVRNFKAWFLPIMYSIICFVGLLGNGLVVLTY-IYFK------RLK-TMTDTYLLNLAVADILFLLTLPFWAYSAA--KS-WVF--GVHFCKLIFAIYKMSFF--SGMLLLLCISIDRYVAIVQAVSA-HRHRA-------RVLLISKLSCVGIWILATVLSI--PELLYSDLQRSSSEQ--------------- 
>hsaCCR8____------------------------------------------------------------------------------------------MDYTLDLSVTTVTDYYYPDIFSSPCDAELIQTNGKLLLAVFYCLLFVFSLLGNSLVILVL-VVCK------KLR-SITDVYLLNLALSDLLFVFSFPFQTYYLL--DQ-WVF--GTVMCKVVSGFYYIGFY--SSMFFITLMSVDRYLAVVHAVYA-LKVRT---------IRMGTTLCLAVWLTAIMATI--PLLVFYQVASEDG----------------- 
>hsaCCR9____-----------------------------------------------------------------------------MTPTDFTSPIPNMADDYGSESTSSMEDYVNFNFTDFYCEKNNVRQFASHFLPPLYWLVFIVGALGNSLVILVY-WYCT------RVK-TMTDMFLLNLAIADLLFLVTLPFWAIAAA--DQ-WKF--QTFMCKVVNSMYKMNFY--SCVLLIMCISVDRYIAIAQAMRA-HTWRE-------KRLLYSKMVCFTIWVLAAALCI--PEILYSQIKEESG----------------- 
>hsaCCR10___------------------------------------------------------------------------------------MGTEATEQVSWGHYSGDEEDAYSAEPLPELCYKADVQAFSRAFQPSVSLTVAALGLAGNGLVLATH-LAAR------RAARSPTSAHLLQLALADLLLALTLPFAAAGAL--QG-WSL--GSATCRTISGLYSASFH--AGFLFLACISADRYVAIARALPAGPRPST---------PGRAHLVSVIVWLLSLLLAL--PALLFSQDGQREG----------------- 
>hsaCX3CR1__----------------------------------------------------------------------------------------------MDQFPESVTENFEYDDLAEACYIGDIVVFGTVFLSIFYSVIFAIGLVGNLLVVFAL-TNSK------KPK-SVTDIYLLNLALSDLLFVATLPFWTHYLI--NE-KGL--HNAMCKFTTAFFFIGFF--GSIFFITVISIDRYLAIVLAANS-MNNRT---------VQHGVTISLGVWAAAILVAA--PQFMFTKQK--------------------- 
>hsaXCR1____----------------------------------------------------------------------------------------------MESSGNPESTTFFYYDLQSQPCENQAWVFATLATTVLYCLVFLLSLVGNSLVLWVL-VKYE------SLE-SLTNIFILNLCLSDLVFACLLPVWISPYH--WG-WVL--GDFLCKLLNMIFSISLY--SSIFFLTIMTIHRYLSVVSPLST-LRVPT---------LRCRVLVTMAVWVASILSSI--LDTIFHKVL--------------------- 
>hsaACKR3___---------------------------------------------------------------------------------MDLHLFDYSEPGNFSDISWPCNSSDCIVVDTVMCPNMPNKSVLLYTLSFIYIFIFVIGMIANSVVVWVN-IQAK------TTG-YDTHCYILNLAIADLWVVLTIPVWVVSLVQHNQ-WPM--GELTCKVTHLIFSINLF--GSIFFLTCMSVDRYLSITYFTNT-PSSRK---------KMVRRVVCILVWLLAFCVSL--PDTYYLKTVTSASNN--------------- 
>hsaACKR2___-------------------------------------------------------------------------------MAATASPQPLATEDADSENSSFYYYDYLDEVAFMLCRKDAVVSFGKVFLPVFYSLIFVLGLSGNLLLLMVL-LRYV------PRR-RMVEIYLLNLAISNLLFLVTLPFWGISVA--WH-WVF--GSFLCKMVSTLYTINFY--SGIFFISCMSLDKYLEIVHAQPY-HRLRT---------RAKSLLLATIVWAVSLAVSI--PDMVFVQTHENPKG---------------- 
>hsaACKR4___------------------------------------------------------------------------------------MALEQNQSTDYYYEENEMNGTYDYSQYELICIKEDVREFAKVFLPVFLTIVFVIGLAGNSMVVAIY-AYYK------KQR-TKTDVYILNLAVADLLLLFTLPFWAVNAV--HG-WVL--GKIMCKITSALYTLNFV--SGMQFLACISIDRYVAVTKVPSQ-SGVGK-----------PCWIICFCVWMAAILLSI--PQLVFYTVND-------------------- 
>hsaACKR5___---------------------------------------------------------------------------------------MANYTLAPEDEYDVLIEGELESDEAEQCDKYDAQALSAQLVPSLCSAVFVIGVLDNLLVVLIL-VKYK------GLK-RVENIYLLNLAVSNLCFLLTLPFWAHAGG-----------DPMCKILIGLYFVGLY--SETFFNCLLTVQRYLVFLHKGNF-FSARR--------RVPCGIITSVLAWVTAILATL--PEYVVYKPQMEDQKYK-------------- 
>hsaACKR1___-----------------------------------------------------------------MASSGYVLQAELSPSTENSSQLDFEDVWNSSYGVNDSFPDGDYGANLEAAAPCHSCNLLDDSALPFFILTSVLGILASSTVLFML-FRPL----FRWQL-CPGWPVLAQLAVGSALFSIVVPVLAPGLG-----STR--SSALCSLGYCVWYGSAF--AQALLLGCHASLGHRLGAGQVPG-LTLGL----------------TVGIWGVAALLTL--PVTLASGAS--------------------- 
>musCXCR1___---------------------------------------------------------------------------------MAEAEYFIWTNPEGDFEKEFGNITGMLPTGDYFIPCKRVPITNRQALVVFYALVSLLSLLGNSLVMLVI-LYRR------RTR-SVMDVYVLNLAIADLLFSLTLPFLAVSKL--KG-WIF--GTPLCKMVSLLKEFNFF--SGILLLACISVDRYLAIVHATRT-LARKR----------YLVKFVCVGIWGLSLILSL--PFAIFRQAYKPFR----------------- 
>musCXCR2___------------------------------------------------------------------------------MGEFKVDKFNIEDFFSGDLDIFNYSSGMPSILPDAVPCHSENLEINSYAVVVIYVLVTLLSLVGNSLVMLVI-LYNR------STC-SVTDVYLLNLAIADLFFALTLPVWAASKV--NG-WTF--GSTLCKIFSYVKEVTFY--SSVLLLACISMDRYLAIVHATST-LIQKR----------HLVKFVCIAMWLLSVILAL--PILILRNPVKVNL----------------- 
>musCXCR3___-------------------------------------------------------------------------MYLEVSERQVLDASDFAFLLENSTSPYDYGENESDFSDSPPCPQDFSLNFDRTFLPALYSLLFLLGLLGNGAVAAVL-LSQR------TAL-SSTDTFLLHLAVADVLLVLTLPLWAVDAA--VQ-WVF--GPGLCKVAGALFNINFY--AGAFLLACISFDRYLSIVHATQI-YRRDP---------RVRVALTCIVVWGLCLLFAL--PDFIYLSANYDQRLN--------------- 
>musCXCR4___-------------------------------------------------------------------------------------MEPISVSIYTSDNYSEEVGSGDYDSNKEPCFRDENVHFNRIFLPTIYFIIFLTGIVGNGLVILVM-GYQK------KLR-SMTDKYRLHLSVADLLFVITLPFWAVDAM--AD-WYF--GKFLCKAVHIIYTVNLY--SSVLILAFISLDRYLAIVHATNS-QRPRK---------LLAEKAVYVGVWIPALLLTI--PDFIFADVSQGDISQGDD------------ 
>musCXCR5___------------------------------------------------------------------------MNYPLTLDMGSITYNMDDLYKELAFYSNSTEIPLQDSNFCSTVEGPLLTSFKAVFMPVAYSLIFLLGMMGNILVLVIL-ERHR------HTR-SSTETFLFHLAVADLLLVFILPFAVAEGS--VG-WVL--GTFLCKTVIALHKINFY--CSSLLLACIAVDRYLAIVHAVHA-YRRRR---------LLSIHITCTAIWLAGFLFAL--PELLFAKVGQPHNNDS-------------- 
>musCXCR6___-------------------------------------------------------------------------------------MDDGHQESALYDGHYEGDFWLFNNSSDNSQENKRFLKFKEVFLPCVYLVVFVFGLLGNSLVLIIY-IFYQ------KLR-TLTDVFLLNLPLADLVFVCTLPFWAYAGT--YE-WVF--GTVMCKTLRGMYTMNFY--VSMLTLTCITVDRFIVVVQATKA-FNRQA-------KWKIWGQVICLLIWVVSLLVSL--PQIIYGHVQDID------------------ 
>musCCR1____-------------------------------------------------------------------------------------------MEISDFTEAYPTTTEFDYGDSTPCQKTAVRAFGAGLLPPLYSLVFIIGVVGNVLVILVL-MQHR------RLQ-SMTSIYLFNLAVSDLVFLFTLPFWIDYKL-KDD-WIF--GDAMCKLLSGFYYLGLY--SEIFFIILLTIDRYLAIVHAVFA-LRART---------VTFGIITSIITWALAILASM--PALYFFKAQWEFT----------------- 
>musCCR1L1__------------------------------------------------------------------------------------------MEIPAVTEPSYNTVAKNDFMSGFLCFSINVRAFGITVPTPLYSLVFIIGVIGHVLVVLVL-IQHK------RLR-NMTSIYLFNLAISDLVFLSTLPFWVDYIM-KGD-WIF--GNAMCKFVSGFYYLGLY--SDMFFITLLTIDRYLAVVHVVFA-LRART---------VTFGIISSIITWVLAALVSI--PCLYVFKSQMEFT----------------- 
>musCCR2____----------------------------------------------------------------------MEDNNMLPQFIHGILSTSHSLFTRSIQELDEGATTPYDYDDGEPCHKTSVKQIGAWILPPLYSLVFIFGFVGNMLVIIIL-IGCK------KLK-SMTDIYLLNLAISDLLFLLTLPFWAHYAA--NE-WVF--GNIMCKVFTGLYHIGYF--GGIFFIILLTIDRYLAIVHAVFA-LKART---------VTFGVITSVVTWVVAVFASL--PGIIFTKSKQDDH----------------- 
>musCCR3____---------------------------------------------------------------------------------------MAFNTDEIKTVVESFETTPYEYEWAPPCEKVRIKELGSWLLPPLYSLVFIIGLLGNMMVVLIL-IKYR------KLQ-IMTNIYLFNLAISDLLFLFTVPFWIHYVL-WNE-WGF--GHYMCKMLSGFYYLALY--SEIFFIILLTIDRYLAIVHAVFA-LRART---------VTFATITSIITWGLAGLAAL--PEFIFHESQDSFG----------------- 
>musCCR4____--------------------------------------------------------------------------------------MNATEVTDTTQDETVYNSYYFYESMPKPCTKEGIKAFGEVFLPPLYSLVFLLGLFGNSVVVLVL-FKYK------RLK-SMTDVYLLNLAISDLLFVLSLPFWGYYAA--DQ-WVF--GLGLCKIVSWMYLVGFY--SGIFFIMLMSIDRYLAIVHAVFS-LKART---------LTYGVITSLITWSVAVFASL--PGLLFSTCYTEHN----------------- 
>musCCR5____---------------------------------------------------------------------------------------------MDFQGSVPTYSYDIDYGMSAPCQKINVKQIAAQLLPPLYSLVFIFGFVGNMMVFLIL-ISCK------KLK-SVTDIYLLNLAISDLLFLLTLPFWAHYAA--NE-WVF--GNIMCKVFTGLYHIGYF--GGIFFIILLTIDRYLAIVHAVFA-LKVRT---------VNFGVITSVVTWAVAVFASL--PEIIFTRSQKEGF----------------- 
>musCCR6____---------------------------------------------------------------------------------------MNSTESYFGTDDYDNTEYYSIPPDHGPCSLEEVRNFTKVFVPIAYSLICVFGLLGNIMVVMTF-AFYK------KAR-SMTDVYLLNMAITDILFVLTLPFWAVTHA-TNT-WVF--SDALCKLMKGTYAVNFN--CGMLLLACISMDRYIAIVQATKS-FRVRS-------RTLTHSKVICVAVWFISIIISS--PTFIFNKKYELQD----------------- 
>musCCR7____-------------------------------------------------------------------MDPGKPRKNVLVVALLVIFQVCFCQDEVTDDYIGENTTVDYTLYESVCFKKDVRNFKAWFLPLMYSVICFVGLLGNGLVILTY-IYFK------RLK-TMTDTYLLNLAVADILFLLILPFWAYSEA--KS-WIF--GVYLCKGIFGIYKLSFF--SGMLLLLCISIDRYVAIVQAVSA-HRHRA-------RVLLISKLSCVGIWMLALFLSI--PELLYSGLQKNSGED--------------- 
>musCCR8____--------------------------------------------------------------------------------------------MDYTMEPNVTMTDYYPDFFTAPCDAEFLLRGSMLYLAILYCVLFVLGLLGNSLVILVL-VGCK------KLR-SITDIYLLNLAASDLLFVLSIPFQTHNLL--DQ-WVF--GTAMCKVVSGLYYIGFF--SSMFFITLMSVDRYLAIVHAVYA-IKVRT---------ASVGTALSLTVWLAAVTATI--PLMVFYQVASEDG----------------- 
>musCCR9____-----------------------------------------------------------------------------MMPTELTSLIPGMFDDFSYDSTASTDDYMNLNFSSFFCKKNNVRQFASHFLPPLYWLVFIVGTLGNSLVILVY-WYCT------RVK-TMTDMFLLNLAIADLLFLATLPFWAIAAA--GQ-WMF--QTFMCKVVNSMYKMNFY--SCVLLIMCISVDRYIAIVQAMKA-QVWRQ-------KRLLYSKMVCITIWVMAAVLCT--PEILYSQVSGESG----------------- 
>musCCR10___------------------------------------------------------------------------------------MGTKPTEQVSWGLYSGYDEEAYSVGPLPELCYKADVQAFSRAFQPSVSLMVAVLGLAGNGLVLATH-LAAR------RTTRSPTSVHLLQLALADLLLALTLPFAAAGAL--QG-WNL--GSTTCRAISGLYSASFH--AGFLFLACISADRYVAIARALPAGQRPST---------PSRAHLVSVFVWLLSLFLAL--PALLFSRDGPREG----------------- 
>musCX3CR1__---------------------------------------------------------------------------------------------MSTSFPELDLENFEYDDSAEACYLGDIVAFGTIFLSVFYALVFTFGLVGNLLVVLAL-TNSR------KPK-SITDIYLLNLALSDLLFVATLPFWTHYLI--SH-EGL--HNAMCKLTTAFFFIGFF--GGIFFITVISIDRYLAIVLAANS-MNNRT---------VQHGVTISLGVWAAAILVAS--PQFMFTKRK--------------------- 
>musXCR1____--------------------------------------------------------------------------------------------------MESSTAFYDYHDKLSLLCENNVIFFSTISTIVLYSLVFLLSLVGNSLVLWVL-VKYE------NLE-SLTNIFILNLCLSDLMFSCLLPVLISAQW---S-WFL--GDFFCKFFNMIFGISLY--SSIFFLTIMTIHRYLSVVSPIST-LGIHT---------LRCRVLVTSCVWAASILFSI--PDAVFHKVI--------------------- 
>musACKR3___---------------------------------------------------------------------------------MDVHLFDYAEPGNYSDINWPCNSSDCIVVDTVQCPTMPNKNVLLYTLSFIYIFIFVIGMIANSVVVWVN-IQAK------TTG-YDTHCYILNLAIADLWVVITIPVWVVSLVQHNQ-WPM--GELTCKITHLIFSINLF--GSIFFLACMSVDRYLSITYFTGT-SSYKK---------KMVRRVVCILVWLLAFFVSL--PDTYYLKTVTSASNN--------------- 
>musACKR2___--------------------------------------------------------------------------------MPTVASPLPLTTVGSENSSSIYDYDYLDDMTILVCRKDEVLSFGRVFLPVVYSLIFVLGLAGNLLLLVVL-LHSA------PRR-RTMELYLLNLAVSNLLFVVTMPFWAISVA--WH-WVF--GSFLCKVISTLYSINFY--CGIFFITCMSLDKYLEIVHAQPL-HRPKA---------QFRNLLLIVMVWITSLAISV--PEMVFVQIHQTLDG---------------- 
>musACKR4___------------------------------------------------------------------------------------MALELNQSAEYYYEENEMNYTHDYSQYEVICIKEEVRQFAKVFLPAFFTVAFVTGLAGNSVVVAIY-AYYK------KQR-TKTDVYILNLAVADLLLLITLPFWAVNAV--HG-WIL--GKMMCKVTSALYTVNFV--SGMQFLACISIDRYWAITKAPSQ-SGAGR-----------PCWIICCCVWMAAILLSI--PQLVFYTVNQ-------------------- 
>musACKR5___----------------------------------------------------------------------------------------MDNYTVAPDDEYDVLILDDYLDNSGPDQVPAPEFLSPQQVLQFCCAVFAVGLLDNVLAVFIL-VKYK------GLK-NLGNIYFLNLALSNLCFLLPLPFWAHTAA--HG-ESP--GNGTCKVLVGLHSSGLY--SEVFSNILLLVQGYRVFSQGRLA-SIFTT---------VSCGIVACILAWAMATALSL--PESVFYEPRMERQKHK-------------- 
>musACKR1___--------------------------------------------------------------------MGNCLYPVENLSLDKNGTQFTFDSWNYSFEDNYSYELSS-DYSLTPAAPCYSCNLLGRSSLPFFMLTSVLGMLASGGILFAI-LRPF----FHWQI-CPSWPILAELAVGSALFSIAVPILAPGLH--SA---H--STALCNLGYWVWYTSAF--AQALLIGCYACLNPRLNIGQLRG-FTLGL----------------SVGLWGAAALLGL--PVALASD----------------------- 
>btaCXCR1___-----------------------------------------------------------------------------MTIILKDLSNSSILWEGFEDEFGNYSGTPPTEDYDYSPCEISTETLNKYAVVVIYALVFLLSLLGNSLVMLVI-LYSR------IGR-SVTDVYLLNLAMADLLFAMTLPIWAASKA--KG-WVF--GTPLCKVVSLLKEVNFY--SGILLLACISMDRYLAIVHATRT-LTQKR----------HWVKFICLGIWALSVILAL--PIFIFREAYQPPYS---------------- 
>btaCXCR2___--------------------------------------------------------------------------MAETKFTSNIEGFNWENYSDEDFGNYSYNTDLPSILTDSAPCRPEILDINKHAVVVIYALVFLLSLLGNSLVMLVI-LYSR------IGR-SVTDVYLLNLAMADLLFAMTLPIWAASKA--KG-WVF--GTPLCKVVSLLKEVNFY--SGILLLACISMDRYLAIVHATRT-LTQKR----------HWVKFICLGIWALSVILAL--PVFIFRRAIHPPY----------------- 
>btaCXCR3___--------------------------------------------------------------------------MVPEMSERQEFQASDFAYLLENSSYDYGENETYFCCTSPPCPQDFSLNFDRTFLPVLYSLLFVLGLLGNGIVAVVL-LSQR------AAL-SSTDTFLLHLAVADALLVLTLPLWAVDAA--IQ-WVF--GSGLCKVAGALFNINFY--AGALLLACISFDRYLSIVHATQL-YRRGP---------PTRVALTCVAVWGLCLLFAL--PDFIFLSSHHDNRLN--------------- 
>btaCXCR4___--------------------------------------------------------------------------------------MEGIRIFTSDNYTEDDLGSGDYDSMKEPCFREENAHFNRIFLPTVYSIIFLTGIVGNGLVILVM-GYQK------KLR-SMTDKYRLHLSVADLLFVLTLPFWAVDAV--AN-WYF--GKFLCKAVHVIYTVNLY--SSVLILAFISLDRYLAIVHATNS-QKPRK---------LLAEKVVYVGVWLPAVLLTI--PDLIFADIKEVDE----------------- 
>btaCXCR5___------------------------------------------------------------------------MNYPLTLDMDLMNYNLEDLYKELGSYNDSTETPIKENHLCLTVEGPLLTSFKAVFMPVAYGLIFLLGVMGNILVLVIL-ERHR------QTR-SSTETFLFHLAVADLLLVFILPFAVAESS--VG-WVL--GTFLCKTVISLHKINFY--CSSLLLACIAVDRYLAIVHAVHA-YRHRR---------LLSIHITCATIWLAGFFFAL--PEILFAKVSEPHYNDS-------------- 
>btaCXCR6___-----------------------------------------------------------------------------------------------MAEYNYEDLGFFNGSNDSSQGHQDFLRFSKFFLPCMYVVVFTCGLVGNSLVLVIY-VFYQ------KLK-SLTDVFLMNLPLADLVFVCTLPFWAYAGI--HE-WVF--GNVMCKALLGIYTLNFY--TSMLVLTCITVDRYVAVVRATKA-YNQQA-------KRMAWGKAICSSIWVVSLLVSL--PQIIYGNVLYHD------------------ 
>btaCCR1____-------------------------------------------------------------------------------------------METSTTAKDYDMTTEYDYGDTTPCQKAQERAFGAQLLPPLYSVVFVIGLVGNILVVLVL-MQYK------RLK-SMTSIYLLNLAISDLIFLFTLPFWIDYKV-KDD-WIF--GDAMCKLLSGFYFMGLY--SEIFFIILLTIDRYLAIVHAVFA-LRART---------ITFGIITSIVVWVLAVLASV--PGLYFSKTQWEFT----------------- 
>btaCCR1L1__-------------------------------------------------------------------------------------------METSTTAKDYDMTTEYDYGDTTPCQKAQERAFGAQLLPLLYSVVFVIGLVGNILVVLVL---YK------RIK-NIINICLLNLAISDLIFLFTLPFWIDYKV-KDD-WIF--GDAMCKLLFGFFFLGLY--SKIFFIILLTIDRYLTNVHPQFK-RQCWN---------ITSGTVTSIVVWVLAILASV--PGLYFSKTQWWLT----------------- 
>btaCCR2____-------------------------------------------------------------------------MDGNDTFSHNVLPTSHSLFTTNVKGNDEEPTTSYDYDYSEPCRKTSVGQIEAQLLPPLYSLVFIFGFVGNLLVVLIL-INCK------KLK-SMTDIYLLNLAISDLLFLLTMPFWAHYAA--DQ-WVF--GNVMCKFFTGLYHIGYF--GGIFFIILLTIDRYLAIVHAVFA-LKART---------VTFGVVTSGVTWVVAVFASL--PGIIFIKSLEEHS----------------- 
>btaCCR3____---------------------------------------------------------------------------------------MATSADGIETVGEVAGTTPYDYEAALPCEKSNVKELAAQFLPPLYSLVFVTGLLGNVVVVVIL-TKYK------RLR-IMTNIYLLNLAISDVLFLFTLPFWIHYVR-WNE-WVF--GHRMCKLLSGLYYMGLY--SEIFFIILLTIDRYLAIVHAVFA-LRART---------VTFGIVTSIFTWVLAGLAAL--PEFFFHETQEEAG----------------- 
>btaCCR4____--------------------------------------------------------------------------------------MNPTDIADTTVDESIYNSYYLYENLPKPCNKDGIRAFGGLFLPPLYSLVFLFGLLGNSVVVLVL-FKYK------RLK-SMTDVYLLNLAISDLLFVLSLPFWGYYAA--DQ-WVF--GLGLCKLISWIYLVGFY--SGIFFITLMSIDRYLAIVHAIFS-LRART---------LTYGVITSVATWSVAVLVSL--PGLLFSTCYTERN----------------- 
>btaCCR5____-----------------------------------------------------------------------------------------------MDYQTSTPLYDIDYGMSEPCQKLNVRQIAARLLPPLYSLVFIFGFVGNMLVVLIL-INCK------KLK-SMTDIYLLNLAISDLLFIITIPFWAHYAA--DQ-WVF--GNTMCQLFTGFYFIGYF--GGIFFIILLTIDRYLAIVHAVFA-LKART---------VTFGAATSVVTWVVAVFASL--PGIIFTKSQKEGS----------------- 
>btaCCR6____------------------------------------------------------------------------------------MNSTNIYDSNEDYFGLANSSDYLLDDDSFLCSLQEVRSFSGLFVPVAYSLICVCGLLGNILVVVTF-AFYK------KAK-SMTDVYLLNMAVADILFVLTLPFWAVNHA-TGE-WIF--SNAMCKLTRGIYAINFN--CGMLLLTCISLDRYIAIVQATKS-FRLRS-------RTLAHHKLICLAVWAVSILISS--STFTFNQKYKLQG----------------- 
>btaCCR7____-------------------------------------------------------------------MDLGKPMKNVLVVALLVIFQVCLCQDEVTDDYIGDNTTVDYTLYESVCFKKDVRNFKAWFLPIMYSIICFVGLLGNGLVMLTY-IYFK------RLK-TMTDTYLLNLALADILFLLTLPFWAYSAA--KS-WVF--GVHVCKLIFGIYKISFF--SGMLLLLCISIDRYVAIVQAVSA-HRHRA-------RVLLISKLSCLGIWMLAIVLST--PEVMYSGIQKSSS----------------- 
>btaCCR8____--------------------------------------------------------------------------------------------MDYTPEPNLTTATDFYYPDIYSSPCDGEGRESKLLLAVFYCILFVFGLLGNSLVILVL-VACK------KLR-SVTDVYLLNLALSDLLFVFSFPFQTHYQL--DQ-WVF--GTVMCKVVSGFYYIGFF--SSMFFITLMSMDRYLAVVHAVYA-LKVRT---------ISMGTALSLVVWLTALVATS--PLLVFYQVASENG----------------- 
>btaCCR9____-------------------------------------------------------------------------------MVPTEATSLIPNLSDDYSYDGTPPMEYDGNFTDYFCEKSHVRQFAGHFLPPLYWLVFIVGGVGNSLVILVY-WYCT------RVK-TMTDMFLLNLAIADLLFLATLPFWAIAAA--DQ-WKF--QTFMCKVVNSMYKMNFY--SCVLLIMCISVDRYIAIAQAMRA-QMWRQ-------KRLLYSKMVCFTIWVTAAALCL--PELLYSQVKEEHG----------------- 
>btaCCR10___-------------------------------------------------------------------------------------MGTEPAEQVSWGPYSGEDEAYSVEPLPELCYKADVQAFSRAFQPSVSLTVAALGLAGNGLVLATH-LAAR-----RAAR-SPTSAHLLQLALADLLLALTLPFAAAGAL--QG-WSL--GSATCRAISGLYSASFH--AGFLFLACISADRYVAIARALPAGPRPSA---------PGRAHLVSVIVWLLSLLLAL--PALLFSQDGHREG----------------- 
>btaCX3CR1__---------------------------------------------------------------------------------------------MHTTLPESTSENFEYYDLAEACDMGDIVALGTVFVVILYSLVFAFGLVGNLLVVFAL-INSQ------RSK-SITDIYLLNLALSDLLFVATLPFWTHYVI--NE-QGL--HHATCKLITAFFFIGFF--GGIFFITVISVDRFLAIVLAANS-MSNRT---------VQHGVTTSLGVWAAAILVAT--PQFMFTREK--------------------- 
>btaXCR1____----------------------------------------------------------------------------------------------MEPSDIPESTTFYEYDPQSFLCEKRTFVFATVSTTILYCLVFFLSLVGNSLVLWVL-VKYE------SLE-SLTNVFILNLCLSDLVFSCLLPVWILGYH--WG-WVL--GDLLCKLLNMVFSISLY--SSISFLTIMTIHRYLSVVSPISS-LRVHT---------LQRRVLVTAAVWAASILSSI--PDAIFHKVF--------------------- 
>btaACKR3___---------------------------------------------------------------------------------MDLHLLDYSEPGNFSDISWPCNGSDCIAVDTLQCGHIPNKSVLLYTLSFVYIFIFVIGMIANSVVVWVN-IQAK------TTG-YDTHCYILNLAIADLWVVVTIPVWVVSLVQHNQ-WPM--GELTCKVTHLIFSINLF--GSIFFLTCMSVDRYLSVAYFAST-SGRKK---------RLVRRAVCVLVWLLAFGVSL--PDTYYLKTVTSASNN--------------- 
>btaACKR2___-----------------------------------------------------------------------------MATTASPLPPTTKVASSENSSSFYDYEYYLEDMIFMLCRKDEVLSFGRVFLPVFYSLIFVLGLVGNLLLLAVL-LRFV------PRR-RMTETYLLNLAISNLLFVVTLPFWGISVA--WH-WVF--GSVLCKVVSTLYTVNFY--SGIFFISCMSLDKYLEIVCARPY-HRLRT---------RAKSLLLAASVWAMALAVSI--PDMVFVRTHENSPG---------------- 
>btaACKR4___------------------------------------------------------------------------------------MAVEYNQSTDYYYEENEMNDTHDYSQYEVICIKEEVRKFAKVFLPAFFTIAFIIGLAGNSTVVAIY-AYYK------KRR-TKTDVYILNLAVADLFLLFTLPFWAVNAV--HG-WVL--GKIMCKVTSALYTVNFV--SGMQFLACISTDRYWAVTKAPSQ-SGVGK-----------PCWVICFCVWVAAILLSI--PQLVFYTVNH-------------------- 
>btaACKR5___---------------------------------------------------------------------------------------MANYTPAPEDDYDVFIEDDLSDDEIEPCTPYDPKILSAQLVPYLYTTVFMVGLLDNILVVFIL-VKYK------GLR-QAENMSFLNLALSNLGFLLTLPFWAYAAS--HG-EGF--DDPLCKILLLLYSIGLY--SEAFFNVLLTVQRYKEFFHVRRRFSACRT---------VAGSIFISVLVWVTATLVTL--PELVSYKPQMQSQKYK-------------- 
>btaACKR1___-------------------------------------------------------------------------MGNCLYPVADDNSTKLAIKEDFLIDFPEDYYPDYNETDVEAAAPCHSCSLLNYSSLPFFILVSILGILASGTILYAL-LRPL----FRWQL-YQDRSTLVQLAVGSALFSIVVPILARGLS-----GAL--ITSLCHLAHLVAYGSAF--AQALLIGYHACLGPQLGAGQVPG-LRLGV----------------TVGLWGVAALLSL--PVVLGSDTS--------------------- 
>lafCXCR1___-------------------------------------------------------------------------------MADIIDNIWNVTDLWKWFDDISNFTGMPPTEEDVGPCNIETETLNKYIVVTIYALVFLLSLLGNSLVMLVI-LYNR------VSS-SVTDVYLLNLAMADLLFALTLPIWAASKE--HG-WIF--GTPLCKVVSLLKEVNFY--SGILLLACISVDRYLAIVHATRT-LIQKR----------HLVKFICLGIWGLSLILSL--PFFLFRQAYRLPYS---------------- 
>lafCXCR2___-------------------------------------------------------------------------------MEEFNFDNLSLEDFFGDDSNYSYSTGIPSILSDSAPCRPESLEINKNVVITIYALVFLLSLLGNTLVMLVI-LYNR------VSC-SVTDVYLLNLAMADLLFALSLPIWAASKK--NG-WIF--GTTLCKVVSLLKEVNFY--SGILLLACISVDRYLAIVHATRT-LIQKR----------HLVKFICLGIWGLSLILAL--PIVLFRKAIYPPY----------------- 
>lafCXCR3___-------------------------------------------------------------------------LPPQMSEHQVLDAPDFAFLENCSSSYDYEDNETDSCCASPPCPQDFSLNFDRAFLPALYSFLFLLGLLGNGAVAAVL-LSQR------AAL-SSTDTFLFHLAVADALLVLTLPLWAVDAA--VQ-WVF--GSGLCKVAGALFNINFY--AGALLLACISFDRYLSIVHATQL-YRRRP---------PARVALTCVVVWGLCLLFAL--PELIFLSAHHDDRLN--------------- 
>lafCXCR4___-----------------------------------------------------------------------------------------------MDNETEEVGSGDYDSIKEPCFREENAHFNRFFLPTIYSIIFLTGIVGNGLVILVM-GYQK------KLR-SMTDKYRLHLSVADLLFVLTLPFWAVDAV--AG-WYF--GKFLCQAVHVIYTVNLY--SSVLILAFISLDRYLAIVHATNS-QKPRK---------LLAEKVVYVGVWIPALLLTI--PDFIFANVTESEE----------------- 
>lafCXCR6___-----------------------------------------------------------------------------------------------MEEYDYTDPEFFNTSSDSRQEHNRFLQFSKFFLPCMYMVVFVCGLVGNSLVLVIY-IFYQ------KLK-SMTDLFLMNLPLADLVFVCTLPFWTYASI--HE-WVF--GTSMCKILLGTYTLNFY--TSMLILTCITVDRFLAVVQATKA-YNQQA-------KRMIWAKVICLSMWVISLLVSL--PQIIYGNVSIHD------------------ 
>lafCCR1____-------------------------------------------------------------------------------------------MEITTTPEAYDMTTEYDYGGSTPCQKREVRAFGAQLLPPLYSLVFVIGLVGNILVVLVL-MQYK------RLR-SMTSIYLLNLAISDLLFLFTLPFWIDYKL-KDN-WVF--GDVMCKFLSGFYYTGLY--SEIFFIILLTFDRYLAIVHAVFA-LRART---------ITFGIISSIVSWALAILASI--PGWQFSKTQWEVS----------------- 
>lafCCR2____-------------------------------------------------------------------------------MLSTSQSFFTRSIAGNDKEATISYDYDCGNHASEPCRKTDLKQIAAQILPPLYSLVFIFGFVGNMLVVLTL-INCK------KLK-SMTDIYLLNLAISDLLFLLTLPFWAHHAA--NG-WVF--GDSGCKIFTGLYHIGYF--GGIFFIILLTVDRYLAIVHAVFA-LKART---------VTFGVVTSGATWVVVVLVSL--PGIIFTKSQEEDS----------------- 
>lafCCR3____---------------------------------------------------------------------------------------METSIDESETEVEVFGTTPYDYAGLWPCEKVNIKDLGAQFLPPLYSLVFIVGLLGNVVVVVIL-TKYR------RLR-IMTNIYLLNLAISDLLFLVTLPFWIHYTG-WNK-WVF--GQCMCKFLSGFYYMGLY--SEIFFIVLLTIDRYLAIVHAVFA-LRART---------VTFGVITSIFTWVLAGLAAL--PEFAFHEFQEEDE----------------- 
>lafCCR4____--------------------------------------------------------------------------------------MNPTDITDTTLDESMYNNYYLFENIPKPCTKEGIKAFGELFLPPLYFLVFLFGLLGNSVVVLVL-IKFK------RLK-SMTDVYLLNLAISDLLFVFSLPFWGYYAA--DQ-WVF--GLGLCKVISWMYLVGFY--SGIFFIMLMSIDRYLAIVHAVFS-LRART---------LTYGVITSLATWSVAILASL--PGLIFSTCYTERN----------------- 
>lafCCR5____----------------------------------------------------------------------------------------------MDYETTSPMDYGIDYSISDPCQKIDVRQIAAQLLPPLYSLVFIFGFVGNMLVVLTL-INCK------KLR-SMTDIYLLNLTISDLLFLLTLPFWAHYAA--NG-WVF--GNVVCKLFTGLYHIGYF--GGIFFIILLTIDRYLAIVHAVFA-VKART---------VTFGVVTSGVTWVVAVLVSL--PGIIFTRSQKEGS----------------- 
>lafCCR6____-------------------------------------------------------------------------------------------SNINDDYFGSTDMDYSEDGWAFPCSLWEVRKFSSLFVPIAYALICIFGLLGNILVVITF-AFYK------KAK-SMTDVYLLNMAIADILFVLTLPFWAVNHA-RGT-WYF--SNVLCKLIKGIYAVNFN--CGMLLLTCISLDRYVAIVQATKS-FRLRS-------KTLAHSKVICLVVWVASIIISS--STFIFSQKYNIQG----------------- 
>lafCCR7____------------------------------------------------------------------LSPAGKPMKSVLVVALLVVFQVCLCQDEVTDDYIGDNTTVDYTLYESVCFKKDVRNFKAWFLPVMYSVICFVGLLGNGLVMLTY-IYFK------RLK-TMTDTYLLNLAMADILFLLTLPFWAYSAA--KS-WDF--GVHFCKFIFGTYKVSFF--SGMLLLLCISIDRYVAIVQAVSA-HRHRA-------RVLLISKLSCVGIWILAVVLSI--PELLYSGIQKSSSEQ--------------- 
>lafCCR8____------------------------------------------------------------------------------------------MDYTLEPNVTEVTDYYYPDVFSSPCDGELIQRGSSLLLAIFYCLLFVCSLLGNSLVILVL-ITCK------KLR-SITDVYLLNLALSDLLFVFSFPFLTHYHL--DQ-WVF--GTVMCKVVSGIYYIGFF--SSMFFVTLMSVDRYVAVVHAVYA-LKVRT---------VSMGTVLSLAVWLIAIIATS--PLLVFYQVASEDG----------------- 
>lafCCR9____---------------------------------------------------------------------------MLSCVPLQSLNLNLSDEYSYDSASSEAYEYMHDDFTDFFCKKSNVRQFASYFIPPLYWLVFIVGTLGNSLVILVY-WYCT------RVK-TMTDMFLLNLAIADLLFLLTLPFWAIAAA--DH-WKF--HSVTCKVVNSMYKMNFY--SCVLLIMCISVDRYIAIAQAMKA-QNWRQ-------KRLLYSKMVCITIWVIAAVLCI--PEILYSQVRGESD----------------- 
>lafCCR10___------------------------------------------------------------------------------------MGTEPAEQVSWGPYSGDDDEAYSSEPLPELCYKADVQAFSRAFQPSVSLTVAALGLAGNGLVLATH-LAAR------RVARSPTSAHLLQLALADLLLALTLPFAAVGTL--QG-WSL--GSATCRAISGLYSASFH--AGFLFLACISADRYVAIARALPAGPRPSA---------PGQAHLVSAVVWLLSLLLAL--PALLFSRDGHREG----------------- 
>lafCX3CR1__---------------------------------------------------------------------------------------------MSTPFTNSYTEDHVYDEGAEACQEGDIVDFGTVFLPIFYSCVFAFGLVGNLLVVFVL-TNSQ------KPK-SITDIYLLNLAFSDLLFVATLPFWIHYVI--SD-QGF--SNAVCKLITAFFFIGFF--GGIFFITIISIDRYLAVVLATHS-MRNRT---------VQHGVTISLSVWAVAILVAA--PQFMFTKQN--------------------- 
>lafACKR2___-------------------------------------------------------------------------------MAASTSPPLLTTEDTNSENSSYYYYDYFVDIPFMLCRKDAVMSFGKIFLPVFYSLIFVLGLGGNLLLLTVL-LRYV------PRR-QMAEIYLMNLAISNLLFVVTLPFWGISAA--WH-WVF--GNFLCKMVSTLYTINFY--SGIFFISCMSLDKYLEIVHAQPH-HRLRT---------RAKSLILSAVVWGVALAISI--PDMVFVQTHENPKG---------------- 
>lafACKR4___------------------------------------------------------------------------------------MALGHNQSTDYYYEENEVNGTHDYSQYEMICVKEEVRRFAKAFLPAFFTIAFVIGLAGNSVVVAIY-AYYK------KQR-TKTDVYILNLAVADLLLLFTLPFWAVSAV--HG-WVL--GKMMCKVTSALYTVNFV--SGMQFLACISMDRYLAVTKAPSQ-SRVGR-----------PGWIICSCVWTAAVLLSI--PQLVFNTVND-------------------- 
>lafACKR5___--------------------------------------------------------------------------------YPRGSLRMAGYTAAPDEDYDVLIEGDLNGSDTEPCDKYDARVLSAQLLPNLYSIVFVVCLLGNLLVVLIL-AKYK------GLR-HVKNIYFLNLAFSNLLFSLTLPFWAYTAS--AG-GSL--GDTMHTILIGVSAVGLY--SEVCFNVLLTVHRYLVQSPSPTP-CTASC------------GILTSILVWTVAVLISL--PECMAYTLQMEGQENK-------------- 
>lafACKR1___------------------------------------------------------------------------MGNCLHPVTSSVDDNSSKFSFENYEWNMTYDSLDYNDPSLQAAAPCHSCNLLDDSSLPFFIMASILGILASGTALLAF-LRPL----FHWEL-CRGRPILVQLAVGSALFSVVVPILAPGIS-----SSH--STALCRLGHSVWYGSAF--AQGSADRMPGLPGPQAGCSQVSS-----------------HTLVLTVGLWGTAALLAL--PITLARDTS--------------------- 
>mdoCXCR1___--------------------------------------------------------------------------------------MSSRYILNEYNWGSAFDNYTDFIASDAMPCDVGSWRINKYFVMVIYSLVFLLSLLGNSLVILVI-LYNR------ISR-SVTDIYLLNLAIADLLFALSLPIWAASKI--KG-WLY--GTALCKIVSLLKEVNFY--SGILLLACISVDRYLAIVHATRS-LTQKR----------HWVKFVCLGIWGLSLLLSM--PIILSREAFKSEDY---------------- 
>mdoCXCR2___---------------------------------------------------------------------------------MSIEEIYNLTFGDDDFLYSGYGTGLPPLSEDAAPCHSESSGLNKYFVIIIYSLVFLLSLLGNSLVILVI-LYNR------ISR-SVTDIYLLNLAIADLLFALSLPIWAASKI--KG-WLY--GTPLCKIVSLLKEVNFY--SGILLLACISVDRYLAIVHATRT-LTQKR----------HWVKFVCLGIWGLSLLLSM--PIILSREAFKSDDY---------------- 
>mdoCXCR4___------------------------------------------------------------------------------MALRAQSFPFTGLIIEFHDNNTVEGFGSGDYEGKEPCYPNENEDFNRIFLPTVFSIIFVTGIVGNGLVIIVM-GYQK------KLR-SMTDKYRLHLSVADLLFVLTLPFWAVDAA--AN-WYF--GNFLCKAVHVIYTVNLY--GSVLILAFISLDRYLAIVHATNS-QRPRK---------LLAEKVVYLGVWLPAVLLTV--PDIIFASTSEAGG----------------- 
>mdoCXCR5___-----------------------------------------MLPGGGAACLWREAPPLLGGRAATLPASSPEVPAPHPPPAHPGAAERPFPDFSNYSNHSNELLEPDEYLCPEVGGWADQLGLKAVFVLLAYSAIFLLGMMGNTLVLVIL-KSHH------MSR-SSTETFLLHLAVADLLLVLTLPFAVVEGA--VG-WVL--GAFFCKAVSALHKINFY--CSSLLLACIAVDRYLAIVHAVHT-YRHRR---------LLSVHATCAAVWLASFLCAL--PELLFVKVSNSGANN--------------- 
>mdoCXCR6___--------------------------------------------------------------------------------------MEDGNNRLTMEEYAYDPDVWKTLENVSKEGHENFQKFGKIFLPCTYLLVFSCGLVGNCLVLAVY-IFFQ------KAK-SLTDQFLMNLPIADLLFLCTLPFWVYATI--HE-WVF--GQVMCKVILGMYTLNFY--TSMLFLTSITIDRLLAVVQATKT-YNYQA-------KRMTVGKNLCATIWLISLTVTI--PQFMYARVFPND------------------ 
>mdoCCR1____-----------------------------------------------------------------------------------MGTSAPLLDFTVPEYNSSFPEYYYFGEDAIPCFKYNIKELASKFLPPLYSLVFIVGLLGNAAVVLIL-TKYK------RLT-SMTNIYLFNLAISDLLFLVTIPFWIHYEK-QND-WVF--GNAMCKLLTGLHYLGLY--SEIFFIILLTVDRYVAIVHAVFA-IRVRR---------VVLSVTTSIITWVIALLVSL--PDIIFTKTQWEFT----------------- 
>mdoCCR2____---------------------------------------------------------------------------------------MSFSSIGQIKMEEDAITTTFYYDFKVPCQNFDVKQTASLILPPLYSLVFIFGFVGNALVFLIL-IRCK------KLK-SMTDIYLLNLAISDLLFIVTLPFWAHYAA--DQ-WIF--GDALCKVLTGFYHMGFF--GGVFFIILLTMDRYLAIVHAVFA-LKART---------VTFGILTSVITWVVAGFASL--PAIIFTKSQKEGI----------------- 
>mdoCCR3____--------------------------------------------------------------------------------------------MATYSMDINEEATTFDYEFSTPCQKMNIKELGAKFLPPLYSFVLIVGLLGNILVVLIL-TKYK------RFK-SMTNIYLFNLAISDLLFLFTLPFWIDYAR-KND-WVF--GHTMCKILSGLYYMGLY--SEIFFIVLLTIDRYLAVVYAVFA-LKART---------VTFGIFTSIVTWGLSALAAL--PEVIFHESQEDLE----------------- 
>mdoCCR4____---------------------------------------------------------------------------------------------MEPLETTMDYSGYYIYDLPSPCSKGGVRDFGQLFLPPLYSLVFLFGLLGNFMVVLVL-LKYK------RLK-SMTDVYLFNLAISDLLFVFSLPFWVYYVA-AHQ-WVF--GTAFCKIISYMYLVGFY--SGIFFIMLMSVDRYLAIVHAIFA-LRART---------LTYGVITSLVIWLVAILASL--PVLLFSTSYTENN----------------- 
>mdoCCR5____-----------------------------------------------------------------------------------------------MDNESTTPFYYPDYPIEEPCQKLDVKHTASRLLPPLYSLVFIFGFVGNALVFLVL-IRCK------KLK-SMTDIYLLNLAISDLLFIVTLPFWAHYAA--DQ-WIF--GDALCKVLTGFYHMGFF--GGVFFIILLTMDRYLAIVHAVFA-LKART---------VTFGILTSVITWVVAGLASL--PAIIFTKSQKEGI----------------- 
>mdoCCR6____------------------------------------MDTKRPVTAKPQLCVSAAGKGAIRSGTGGAERADTVGRRGEEDDTMNAVGEPMNSSSFYDDFTEVTSSTDYFIGDAVLCVMEEVRKFTTLFVPVAYSLICVFGLLGNILVVITF-AFYK------KAK-SMTDVYLLNMAIADILFILTLPFWAVNHA-TGS-WKF--SNIMCKLTTGIYAINFN--CGMLLLTCISLDRYIAIVQATKS-FRLRT-------WTLAYSKMICLMVWLFSIIISI--STFVFNQKYTIQG----------------- 
>mdoCCR7____-------------------------------------MTDVLTENKVIAYYGYYKFPIFWNKNNAHHPLQRKRMQNVMVVTLLVICQVCLCFDGVTDDYGDENTTVDYSQFETLCYKKEVRDFKAWFLPTMYSVICFVGLLGNGLVMLTY-IYFK------RLK-TMTDIYLLNLALADILFLLTLPFWAASAA--KS-WMF--GPFLCKAVYCIYKMSFF--SGMLLLLCISVDRYFAIVQAVSA-HRHRN-------RIILISQISCCVVWVLAFLFSI--PELIYSNILKNGR----------------- 
>mdoCCR8a___------------------------------------------------------------------------------------------MDYTPEPNVSVTTEDYYPEILASPCHTAFTQKSSSLLLALFYCLLFGFGLLGNTLVILVL-VACK------KLR-SMTDVYLLNLAISDLLFVFSFPFLTHYTL--DQ-WVF--GNIMCKTISGIYYIGFF--SSIFFITIMSMDRYLAIVHAVYA-LKVRT---------TRKGMAVSLLVWMVATLASV--PLLVFYQVSSEEG----------------- 
>mdoCCR8b___------------------------------------------------------------------------------------------MDYTPEPNVSVTTEDYYPEILASPCHTAFTQKSSSLLLALFYCLLFGFGLLGNTLVILVL-VACK------KLR-SMTDVYLLNLAISDLLFVFSFPFLTHYTL--DQ-WVF--GNIMCKTISGIYYIGFF--SSIFFITIMSMDRYLAIVHAVYA-LKVRT---------TRKGMAVSLLVWMVATLASV--PLLVFYQVSSEEG----------------- 
>mdoCCR9____-----------------------------------------------------------------------------------------MTPTDFMESNYESTPEYYYNETESFCVKTSVREFASYFLPPLYWLVFVVGALGNSLVITVY-WYCT------RVK-TMTDMFLLNLAIADLLFLLTLPFWAIAAS--DQ-WKF--ETVMCKLVNAIYKMNFY--SSMLLIMCISIDRYIVIAQAMKA-HHWRQ-------KRLLYSKMVCFAIWVMAITLCI--PEILYSQSETKSD----------------- 
>mdoCCR10___------------------------------------------------------------------------------------MGTEPLEQVTWTPYSGESDDVYPSVSLPELCYKADVQSFSRTFQPSISLTVAAFGLAGNGLVLATHLAAHR------AAR-SPTSAHLLQLALADLLLALTLPFGAAGAL--QG-WTL--GSTLCRTVSGLYSASFH--AGFLFLACISADRYVAIAQASPGSHRPPA---------PGRTHVISAAIWLLSLLLAL--PSLLYGQDGQRDG----------------- 
>mdoCX3CR1__----------------------------------------------------------------------------------------------MTETILKATTLDYYEGITFGCDQKDILDFGMMFLPSFYSLVFAVGLVGNLLVIFAL-TNSS------KHK-SITDIYLFNLALSDLLFVTTLPFWSHYLL--HE-EGF--NNALCKLITAFYFIGYY--SGIFFITIISIDRYVAIVLAANS-LNSRT---------VQHGVVVSLGVWAAAILVAT--PQFMFTEKV--------------------- 
>mdoXCR1____-----------------------------------------------------------------------------------------MTSVGYSDDQLSSTPFTDYDTEGILCENHENFESMTLSHTVFYSLVFFLSLVGNSLVLWVL-VKYE------SLE-SLTNVFILNLCLSDLVFSCLLPFWVVVHY--YD-WIF--GEFFCKLLNMLFSISLY--SSIIFLMVMTTHRYISVVHPLSN-LGGHS---------CWSRVGIILGIWMASIMVSV--PDTIFHTVLT-------------------- 
>mdoACKR3___---------------------------------------------------------------------------------MDLFSFDYSEPGNFTDLNWTCPNGDCITVDTVMCPSTTSRNVLLYTLSIFYIFIFVVGMIANSVVVWVN-LQAK------TTG-YETHLYIFNLAIADLCVVVTIPIWVVSLVQHNQ-WPM--GELTCKIAHLIFSINLF--GSIFFLTCMSVDRYLSVTYFSNT-SSHKK---------KVVRRLICILVWLLAICVSL--PDSYYLKTVTLAANN--------------- 
>mdoACKR2___---------------------------------------------------------------------------------MAATFPPASSAPTSLENTSLYDYYYFENFPDTVCRKEAILSFGQVFLPIFYSLVFVLGLGGNLFFLIVL-LYSA------RSR-RVTEIYLLNLVVSNLLFTITLPFWGVSAA--WH-WGF--GEVLCKIICTLYTTSLY--GSIFFLGCMSLDKYLDVVHAQTH-HRQWT---------SAKSRLLTGGVWTVALVLSI--PDLVFARLQEGPSG---------------- 
>mdoACKR4___------------------------------------------------------------------------------------MDLEHNQSTDYYYEENEVNGTQDYSQYEILCVKEEVRNFAKVFLPTFYTVAFIAGIAGNSTVVAIY-AYYK------KQK-TKTDVYIMNLAVADLLLLITLPFWAVNAV--HG-WVL--GIPMCKLTSALFTINFV--SGMQFLACISIDRYSAITKDPGH-QRLGR-----------PCWIICFSVWLIAILLSI--PQLVFNTVND-------------------- 
>mdoACKR5___-----------------------------------------------------------------------------------------MDNSTLPDDYDVYIEDDFTHDLTEECHKYDDKVFAAQFLPTFYSLMFILGLVGNAFLVLIL-VKYK------GLK-VVVNIYFLNIAISNFLFLVTFPFSIHTAI--HS-WDL--GGAMCKIISGFYSVGYY--GYTCFLLLLIIHRYLAIVHTGRF-HLATK----------KTTYGIIISSWGTAMLVTL--PELVLSQVQMEDKDYIC------------- 
>mdoACKR1___-----------------------------------------------------------------------MGNCLHRAESGPQNSENWTFSSSEDYDWSLNYTYNYTDDDLNMAAPCRSCVLLDDTSLPFFAITSALGILGGGILLFAL-LKPL----ACWNL-CPDRTILAQLAGGSTLFSIVLPILAPGWN--PA---L--DTVVCCMAHGLWYASAF--AQALLVCAYSCL------------GPELN---------QSWLLKLSLAVWSVALLMAL--PVTLASDVV--------------------- 
>meuCXCR4___---------------------------------------------------------------------------------------SLFLQIQASDNNSSDGFGSGDYDGKEPCFRHENEDFNRIFLPTVYTFIFLTGIVGNGLVIIVM-GYQK------KLR-SMTDKYRLHLSVADLLFVLTLPFWAVDAA--AS-WYF--GKFLCKAVHVIYTVNLY--GSVLILAFISLDRYLAIVHATNS-QRPRK---------LLAEKVVYLGVWLPALLLTV--PDIIFANTGEANG----------------- 
>meuCXCR5___---------------------------------------------------------------------------------------FTILDFSNYSNYSNVFLPESWDDYLCPARAGKILNFKSVFVLVAYSAIFLLGMTGNALVLVIL-KSHR------TAR-SSTETFLLHLAVADLLLVLTLPFAMTEGA--VG-WVL--GAFLCKAVSALHKINFY--CSSLLLACIAVDRYLAIVHAVHT-YRHRR---------LLSVRIACGAVWLASVLYAL--PELLFVTVSKIGTN---------------- 
>meuCCR3____---------------------------------------------------------------------------------------------MTSFMDTSEEMTTFDYDSAMPCQKMSIKTLGAKFLPPLYSFVFIVGLLGNIMVVLIL-TKYK------RFK-SMTNIYLLNLSISDLLFLFTLPFWIHYAR-QND-WVF--GHTMCKILSGLYYLGLY--SEIFFIVLLTIDRYLAVVYAVFA-LKART---------VTFGIFTSIVTWGLSALAAL--PEFIFHESQQDME----------------- 
>meuCCR4____---------------------------------------------------------------------------------------------LETMETTLDYGNYYSSDLPSPCSKGGVRDFGKLFLPPLYSLVFLFGLLGNFMVVLVL-LKYK------RLK-SMTDVYLFNLAISDLLFVFSLPFWVYYVA--DQ-WVL--GTAFCKIISYMYLVGFY--SGIFFIMLMSVDRYLAIVHAIFA-LRART---------LTYGVITSLVIWSVAMLASL--PVLLFSTSYTENN----------------- 
>meuCCR7____------------------------------------------------------------------------------------------------------------------------------------------------LVMLTY-IYFK------RLK-TMTDIYLLNLALADILFLLTLPFWAVSAA--KS-WIF--GPILCKVVYFTYKTSFF--SGMLLLLCISVDRYFAIVQAVSA-HRHRT-------RIVLISQISCGVVWVLALLFST--PELIYSNILKNGR----------------- 
>meuCCR9____-----------------------------------------------------------------------------------------------SNFDYNFTISAEDYTVNDICMKTSVRQLARYFLPPLYWLVFVVGTLGNSLVIVMY-WYCT------RVK-TMTDMFLLNLAIADLLFLFTLPFWAIDAS--DQ-WKF--GTNMCKVINATYKINFY--SYVLLIMCISIDRYIVIVQAMKA-HRWRQ-------KRLLYSKMVCSAIWVIAIILCI--PEYLYSQSKVQYD----------------- 
>meuCCR10___-------------------------------------------------------------------------------------------VTWGIHYSGESDDVYPSVTLPELCHKADVQSFSRTFQPSISLTVAAFGLAGNGLVLATH-LAAH----R-TAR-SPTSAHLLQLALADLLLALTLPFAAAGAL--QG-WTL--GSILCRTVSGLYSASFH--AGFLFLACISADRYVAIAQASPGGHRPPA---------PGKTHVVSAAIWLLSLLLAL--PSLLYGQDGQRDG----------------- 
>meuACKR3___---------------------------------------------------------------------------------MDPFPFDYSEPGNFTDLNWTCTNGDCITVDTIMCPSATGRNILSYILSIFYIFIFVVGMIANSVVVWVN-LQAK------TTG-YETHLYILNLAIADLCVVVTIPIWVVSLVQHNQ-WPM--GELTCKVAHLIFSINLF--GSIFFLTCMSVDRYLSVTYFANT-SSYKK---------KVVRRLICILVWLLAICVSL--PDAYYLKTITLAANN--------------- 
>meuACKR4___------------------------------------------------------------------------------------MDLEHNQSTDYYYEENEANGTQDYSQYEILCVKEDVRNFAKVFLPAFYTVAFIAGIAGNSTVVAIY-AYYK------KQK-TKTDVYIMNLAVADLLLLVTLPFWAVNAV--HG-WVL--GIPMCKVTSALFTINFA--SGMQFLACISMDRYSAITKAPGH-QRVGR-----------PCWIICVSVWLIAILLSI--PQLVFNTVND-------------------- 
>oanCXCR1a__-----------------------------------------------------------------------------MNHLVDLDELFSYSNVSDYSSYSPSLDDFLSTVGMSAPCRREPGAVMRPALAALYGLVFLFNVVGNSLVALVV-LHNR------PHR-TVTDVYLLNLAGADLLFALTLPFWAAYQV--TG-WLF--GTVLCKLVSVLQDLNFY--SGVLLLACISVDRYLAIVHATRS-AAHQR----------RWVVFVCLGLWILSFLLAL--PALVLRDVFTPPNS---------------- 
>oanCXCR1b__---------------------------------------------------------------------------------------------------------------------------MRPALAALYGLVFLFNVVGNSLVALVV-LHNR------PHR-TVTDVYLLNLAGADLLFALTLPFWAAYQV--TG-WLF--GTVLCKLVSVLQDLNFY--SGVLLLACISVDRYLAIVHATRS-AAHQR----------RWVVFVCLGLWILSFLLAL--PALVLRDVFTPHNS---------------- 
>oanCXCR4___---------------------------------------------------MAHWKEHGLSSQRSWVPILALPPVSCVTLGKSLPSGFIDIHDNSSDGDWSGSGSGDYDNYKEPCYRQENADFNRIFLPTIYSIIFLTGIVGNLLVIIVM-GYQK------KLR-SMTDKYRLHLSVADLLFVLTLPFWAVDAA--VS-WCF--GIFLCKAIHVIYTVNLY--GSVLILAFISLDRYLAIVHATNS-QRPRK---------LLAEKVVYVGVWLPAVLLTI--PDLIFAETSQLDE----------------- 
>oanCXCR6a__----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------VVDSNLY--TSMLLLTCITVDRFISVAQATKA-HAYQS-------RRLTWGKITCICMWLISLAVTT--PQFIYSTVSNQ------------------- 
>oanCXCR6b__----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CGGFNLY--TSMLLLTCITVDRFISVAQATKA-HAYQS-------RRLTWGKITCICMWLISLAVTT--PQFIYSTVSNQ------------------- 
>oanCCR1____-------------------------------------------------------------------------------------------MNISTVETDYDSATELIYDLAEPCKKTDVKALATRFLPPLYSLVFIVGVVGNFMVVLIL-VKYK------RLI-TMTNIYLLSLAFSDLLFLFTFPFWIHSEL-KGD-WIF--GNGMCKLLSCLHSVGLF--SGIFIIILLTIDRYLAVVHAVFA-LKVRT---------VTVSFVSSAVAWILAGFTAL--PDFIFQKTQTKNL----------------- 
>oanCCR2____------------------------------------------------------------------------------------------------MDGPLTTTQFFYDYGGEPCQKIDVQLTGAQLLPPLYSLVFIFGFVGNGLVVLIL-KKYK------KLK-TMTDIYLLNLAISDLLFLFTLPFWAYYAA--DQ-WLL--GDAACKIFSGLYYLGFF--SGIFFIILLTVDRYLAIVHAVFA-LKART---------VSCGVVTSVCTWAVALLASV--PGFLFNRSQKAED----------------- 
>oanCCR3____-------------------------------------------------------------------------------------------MENSTVDMDYDATTEFDYGTSAPCEKYNVKALATQLLPPLYSLVFIVGLVGNVVVALIL-IKYK------RLR-IVTNIYLLNLAFSDLLFLFTLPFWIHTEV-KSE-WVF--GNSMCKFVSGLYYMGLY--SEIFFIVLLTVDRYLAIVHAVFA-LQVRT---------VNFGIMTSAVTWGLAGLAAL--PSFVFSTSQRSLE----------------- 
>oanCCR4____-------------------------------------------------------------------------------------MSTVDPILSTTEEEPYSSSDYSYDNAPRPCSKGGVKAFGGLFLPPIYSQVFLLGLLGNSTVVLVL-FKYK------RLR-SMTDVYLLNLAISDLLFVFSLPFWAYYAA--DQ-WIF--GLGLCKIISWIYLVGFY--SGILFIMLMSIDRYLAIVHAVFS-LKART---------FSYGVIASSVIWLVAILASF--PTLLFSESFWEEG----------------- 
>oanCCR5____---------------------------------------------------------------------------------------------------METTTSFMYDNDGDPCTKNEVKFTGAQLLPPLYSLVFISGVVGNGLVVLIL-KKYK------KLK-TMTDIYLLNLAISDLLFLFTLPFWAYYAA--DQ-WLL--GDAACKIFSGLYYLGFF--SGIFFIILLTVDRYLAIVHAVFA-LKART---------VSCGVVTSVCTWAVALLASV--PGFLFNRSQKAED----------------- 
>oanCCR6____--------------------------------------------------------MKENQLEARGRIDGHSRLKREEWEEAGREQGQVNLSIFEEYSDYTEATSTLDYEDALPCSMQEVRNFTKTFLPVAYSLISIFGLVGNVLVVVTF-AFYK------KGK-SMTDVYLLNMAITDILFVLTLPFWAVNHA-TES-WIF--DNFICKLTSGIYAINFN--CGMLFLACISMDRYIAIVQATKS-FRLRAKSFKFRMRTLAYSKVICSVVWMFSILISS--ATFIVSQKYQMQG----------------- 
>oanCCR9____MYSSVAISCKDGYDTGVIRVATPKPPTIGEVGGHPFFTVNGPFAVLWGIVSLTSMNGSELGKSMDSMIIMIMMVMADSTKLISWSSFLSAIDGDDSEFTTSLDDYYYNITENVFCEKSNVRLFAKNFIPPLYWTVFTAGILGNSLVILVY-WYCS------QMK-TMTDMFLLNLAIADLLFLFTLPFWAVAAA--DQ-WKF--QNTTCKLVNSMYQMNFY--SSMLLLTCIGMDRHIVIVQATRA-FSWKQ-------KRVVYSKVICLCIWMVATALCI--PELTFSQATETND----------------- 
>oanCX3CR1__----------------------------------------------------------------------------------------------MTEKTLEMTTSYEYDDLAEMCELGDILDFGRVFLPVLYALVFAFGLVGNLLVVFAV-TNGG------KKK-SITDVYLLNLAFSDLLLVISLPFWIHYVV--GE-QVL--GNILCKSASALFFIGFF--GGMFFVTVISIDRFLAIVQAAGS-IHSRT---------VQHGVSTSFSVWTVAILAAV--PQFMYTEQV--------------------- 
>oanXCR1____------------------------------------------MAGVLLYAKRNGEPSKFFEEEIYLQCGRQADIAYSRSSTAWCLDLGSGKWEQGSNPKSGTYLFYNLDPESYLCDSEEVFGFVSINISVLYCLVFFLSLIGNSLVLCVL-IRYE------NLE-SITNTFIFNLCLSDLVFSCLLPFWTTAHH--LG-WIF--GDVLCKILNLLFSLSLY--SSIIFLTVMTIHRYLSVVNPLST-LRTHT---------LRYRLLVSLAIWVTSLAAAI--PDAIFHKVMTGS------------------ 
>oanACKR3___--------------------------------------------------------------------------------MDFASIFDYPEPGNFNDTNFTCTSGDCILVDTVLCPNTLNKSALLYTLSIFYIFIFVIGLIANSVVVWVN-LQAK------TTG-YETHRYILNLAIADLCVVITLPIWVVSLIQHNQ-WPL--GELTCKITHLIFSINLF--GSIFFLTCMSVDRYLSITYFTNS-SSRTK---------KVTRCVICTFVWLLAICVSL--PDTYYLKTITSATSN--------------- 
>oanACKR4___-------------------------------------------------------------------------RSLFYSPNILAMDLAHNQSSEYYYEEGEMNATYDYGLFETICLKEEVRNFAKSFLPAFYTVAFIVGLAGNSAVLVVY-SFYK------KQK-SKTDVYIMNLAVADLLLLFTLPFWAVNAV--QG-WVL--GQTMCKVTSALYTINFV--SGMQFLACISVDRYSAVTNAPRL-EKIGK-----------TCWVICFCVWIAAVLLSV--PELIFNTVRKNKD----------------- 
>oanACKR5___-----------------------------------------------------------------------------------------MDNNSSEYIYDVFIEEDFIKDEMEQCNKYDGQVLATQFMPRLYLLVFILGLVGNTLILVIL-IKYK------RLK-LTVHLCLLNLAISNLFFLLTLGFGALTSR--PG-WAL--GYAMCQLISGIYSVGLF--SQSFFIMFLAVQKYLTVVHRLTFHLKPKA---------GHWGIITSALIWGLATLASL--PDFLLRQSPLKDESDT-------------- 
>ggaCXCR2___-------------------------------------------------------------------------------MGTFYADELLDILYNYTSDYGNYSLVLPDIDVSSSPCRNEGSVANKYLVAFIYCLVFLLSMVGNGLVVLVV-TSGH------INR-SVTDVYLLNLAVADLLFALSLPLWAVYWA--HE-WVF--GTVMCKAISVLQESNFY--SGILLLACISVDRYLAIVYATRA-ATEKR----------HWVKFVCVGIWVFSVLLSL--PVLLFREAFVSDRN---------------- 
>ggaCXCR4___-----------------------------------------------------------------------------MDGSMDGLDLSSGILIEFADNGSEEIGSADYGDYGEPCFQHENADFNRIFLPTIYSIIFLTGIIGNGLVIIVM-GYQK------KQR-SMTDKYRLHLSVADLLFVITLPFWSVDAA--IS-WYF--GNVLCKAVHVIYTVNLY--SSVLILAFISLDRYLAIVHATNS-QRPRK---------LLAEKIVYVGVWLPAVLLTV--PDIIFASTSEVEG----------------- 
>ggaCXCR5___------------------------------------------------------------------------MGPVSYSSETYDLSLVELSGYYEAENTTPSLEGYFCFNPSSSVVGNQRDPFRKVFIPLAYLLMFVLGTVGNALVLVIL-ERFK------RSR-TTTENFLFHLTLANLALLLTFPFSVVESL--AG-WVF--GTFLCKILSAVHKINFY--CSSMLLGCIAVDRYLAIVYAIHT-YRKRR---------ARSIHLTCTAIWLSSLLLTL--PDLIFMEVWTDESN---------------- 
>ggaCCR2____--------------------------------------------------------------------------------------------MENYTDLGDMPTTTFDYGDTAPCMGTEEKHFAANFLPPLYSLVVIFGFIGNILVVLIL-VKYK------KLK-SMTDIYLLNLAISDLLFVFSLPFWAYYAA--HD-WIF--GDALCRILSGVYLLGFY--SGIFFIILLTVDRYLAIVHAVFA-LKART---------VTYGILTSIVTWAVALFASV--PGIVFHKTQQENT----------------- 
>ggaCCR4____-------------------------------------------------------------------------------------MSSSSTESLEADTTTFYDFIDNYNDAPQPCSKENFKRFAASFFPVLYTLVFLIGLIGNTLVIVVL-FKYK------RLK-SMTDVYLLNLAISDLLFVLSLPFWSYFMI--DQ-WVF--GTPWCKIISWIYLVGFY--SGIFFIMLMSIDRYLAIVRAVFS-MKART---------AFHGLIASLTVWLVALLASV--PELVFRESFVEQN----------------- 
>ggaCCR5____-------------------------------------------------------------------------------------------MENYTDLGDMDVTTTFDYGDTAPCMGTEEKHFAANFLPPLYSLVVIFGFIGNILVVLIL-VKYK------KLK-SMTDIYLLNLAISDLLFIFSLPFWAYYAA--HD-WIF--GDALCRILSGVYLLGFY--SGIFFIILLTVDRYLAIVHAVFA-LKART---------VTYGILTSIVTWAVALFASV--PGIVFHKTQQEHT----------------- 
>ggaCCR6____-------------------------------------------------------------------------------------------MSTTVFGTTEFFDTDYASLISTVCSKSEVRSFTKVFLPVAYSLICIVGLVGNIFVVMTF-ALYE------RTK-SMTDVYLFNMAIADILFVLTLPLWAVNYA-ADK-WIF--GNFICKMAKGIYAINFS--CGMLLLAFISVDRYIAIVQATKS-FKLRA-------RTLAYSKLICLAVWASAILISS--SSFLYSESYGFATNE--------------- 
>ggaCCR7____---------------------------------------------------------------------MDGGKQLRVTIAFSLPLIFQFCAGNNVTDDYDANTTIDYNMFEMMCEKKEVRDFRAAFLPAMYSLICFTGLLGNGLVMLTY-IYFK------RLK-TMTDIYLLNLALADILFLLTLPFWATSAA--TF-WCF--GEFACKAVYCICKMSFF--SGMLLLLSISIDRYFAIVQAASA-HRFRP-------RMIFISKVTCILIWLLAFVLSI--PELVHSGVNNYDS----------------- 
>ggaCCR8a___----------------------------------------------------------------------MDGDLRSLLAGGKQEDLLEDFHFSPTVNSSAPYDNMYYPELATDCEFESIPAFASSFFPVLYSILFVIGLMGNALVVWVL-TAFK------KIR-AMTDVYLLNLAISDLVFVFSLPFLAQYSL-VSQ-WTF--GNAMCKIVSSAYFIGFY--SSAFFITIMSIDRYLAIVHSVYA-LKVRT---------TKHGIIASLALWAVAILASV--PGLVFFREVDEDN----------------- 
>ggaCCR8b___----------------------------------------------------------------MEQRKKLTGRHTRALYLWFFPSQESKMNPTDLFLSTTEYDYGYDENTAPCNEGNSFPRFKSLFLPILYCLVFVFCLLGNSLVLWIL-LTRK------RLM-TMTDICLLNLAASDLLFIVPLPFQAYYAS--DQ-WVF--GNALCKIMGGIYYTGFY--SSIFFITLMSIDRYIAIVHAVYA-MKIRT---------ASCGTMISLVLWLVAGLASV--PNIVFNQQLEIEQ----------------- 
>ggaCCR9____---------------------------------------------------------------------------------------MTSLDYYRNDSAGLSVIGNPINDTELMCDRRQVWQFARAFLPMFFWLIFFVGTVGNALVVLIY-CKYR------FRR-SMMDRYLLHLAVADLLLLFTLPFWATAAS--SG-WIF--RNFMCKVVNSMYKINFY--GCILFLTCISFDRYLTIVQATKA-KSSKQ-------RRILRSKVVCFAVWLASVSLCL--PEIMYSQSKQIGA----------------- 
>ggaCCR10___----------------------------------------------------------------------------------------MVITATTDFYTWDYSISWDDGTLPELCEKQAVQGFARTYQPAIYLLLSLLGTVGNGLVLLTH-TRYR------QAR-SITDVCLLHLALSDLLLLLTLPFAVTAML--QG-WSP--DTAACKVLQGVYALNFY--SGFLFLTCISMDRYVAIVRVPAA-CRLRP-------RARRHGWLTVGLAWLLAALLAL--PQFVYGKAERHQD----------------- 
>ggaCX3CR1__----------------------------------------------------------------------------------------------MTEAPPEVTTEYVFYESALACDESDIQAFGKIFLPLFYIAVFALGLAGNVMVVLAI-VKEG------SKK-SITDIYLMNLAVSDLLFVISLPFWASNTV--RG-WTL--GTIPCKVVSSLYYIGFF--GGMFFITVISIDRYLAIVRATYS-MRSRT---------IKHSLLITCGVWATAVLVSV--PHFVFSQMF--------------------- 
>ggaXCR1____-----------------------------------------------------------------------------------------MDEEQYPSGWDDNYSFEYVLNESNVCEMGNYFIFYTHFTTVLYTLAFLLSLLGNTLVLWIL-FKYE------NLT-SLTNIFIMNLCISDLVFSCMLPFWAVDQT--FG-WIF--GEFLCKAVNAIFSIGYY--SGVFFLTLMTILRYLSVVSPLST-LRSQT---------QYCGSLVCLLVWTCSILIVV--PEMIHTTVVETLEE---------------- 
>ggaACKR3___-----------------------------------------------------------------------------MSALDLTSILDFLEKANLTEINWMCNNSDCITVDATTCPGTLNKSALLYTLSFFCIFIFVIGLVANSVVVWVN-LQAK------MTG-YETHLYIFNLAVADLCVVITLPVWVVSLVQHNQ-WHM--GEITCKITHLIFSINLY--GSIFFLACMSVDRYLSVAYFTNS-SNRKK---------KIVRRCICILVWLLAFSASL--PDTYFLKTVSTSN----------------- 
>ggaACKR2___-----------------------------------------------------------------------------KLATTAAALLDGQDYTANSSDYPYEYLNEEDYILYGVCTKEEVVSFSKAFLPAFYTVVFLIGFTGNVLLFTVL-MYIS------KKK-KMAEVYLLNLVVSDFLLLLTLPFWALFIS---Q-WVT--WDLLCPVLNAMYIMNFY--SGIFFVSCMSLDTYLQIVHACSP-HSSVT---------RKKSFLLLLMLWVLSILLSI--PDALFSSTKEMHNK---------------- 
>ggaACKR4___----------------------------------------------------------------------------------MGWVVNNSTDYWIEDDEHYLNSDVDYNTYEFLCEKEDVRKFMKVFLPVFYALTFTVGVAGNSLVVAIY-AYCK------KPK-TKTDVYIMHLAIADLLLLFTLPFWAANAV--QG-WEL--GNSMCKLTSSLYTMNFS--SSMLFLACISLDRYRATSESQRH-RRAGK-----------HCSVTCICVWLSAVLLSI--PELIFNQVITHNN----------------- 
>tguCXCR4___-------------------------------------------------------------------------MALSMDSSLDSLDLSSGLLIELSENGTDEIGSGDYGDYKEPCYQNENADFNRIFLPTIYSIIFLTGIIGNGLVIIVM-GYQK------KQR-SMTDKYRLHLSVADLLFVITLPFWSVDAA--IG-WYF--GNVLCKAVHVIYTVNLY--SSVLILAFISLDRYLAIVHATNS-QRPRK---------LLAEKVVYVGVWLPALLLTV--PDLIFASTSEIER----------------- 
>tguCXCR5___--------------------------------------------------------------------------------------------------------------------------FRKIFMPLIYLLMFVLGTLGNALVLVIL-ERFK------RSR-TTTENFLFHLTLANLALLLTFPFSVVESL--AG-WVF--GKFLCKILSAVHKINFY--CSSMLLGCIAVDRYLAIVYAIHT-YRKRR---------AHSIHLTCMAVWLCSLLLTL--PDLIFMEVWTDDGN---------------- 
>tguCCR2____------------------------------------------------------------------------------------------MGNETTDYTDPSVTTEFDYGDSTPCMGREEKHFAANFLPPLYSLVVIFGLTGNMLVVLIL-VKYK------RLK-SMTDIYLLNLAISDLLFVFSLPFWAYYAV--HD-WIF--GEALCRILSGVYFLGFY--SGIFFIILLTLDRYLAIVHAVFA-LKART---------VTYGVLTSVVTWALAVLISV--PGVVFHKTQKESS----------------- 
>tguCCR4____-------------------------------------------------------------------------------------MSSSSTESLEVELSTFYDYYDSYYDAPKLCSKEGVRRFAASFLPVLYSLVFLVGLAGNILVIVVL-FKYK------RLK-SMTDVYLLNLAISDLLFVLSLPFWSYFTV--DQ-WVF--GTPWCKIISWIYLVGFY--SGIFFIMLMSIDRYLAIVRAVLS-LKART---------TFHGLITSLVVWLVALSASV--PELVFRESFNEHN----------------- 
>tguCCR5____------------------------------------------------------------------------------------------MGNETTDYTDWPLTTEFDYSDSTPCPATEEKHFAANFLPPLYSLVVIFGLTGNMLVVLIL-VKYK------RLK-SMTDIYLLNLAISDLLFVFSLPFWAYYAV--HD-WIF--GEALCRILSGVYLLGFY--SGIFFIILLTLDRYLAIVHAVFA-LKART---------VTYGVLTSVVTWALAVLISV--PGVVFHKTQKESS----------------- 
>tguCCR6____---------------------------------------------------------------------------------MTQILEVADPNTTDLHSTDYPYYSDYVNLITSPCSKQEVRNFTKAFLPVAYSLICIIGLFGNIFVVMTF-ALYE------RAK-SMTDVYLFNMAIADILFVLTLPLWAMNYA-TDE-WIF--GDFICKMTRGIYAINFS--CGMLLLAFISVDRYIAIVQATKS-FKLRA-------RTLAHSKLICLAVWISSILISS--PSFLYSESYSFSINET-------------- 
>tguCCR7____--------------------------------------------------MPGLNDMSGYQRSNVKGPVEVQGKQLKVTLVFSLPLVFQLCAGDNVTDYYDSNSTIDYSMFESLCEKEEVRNFRAAFLPAMYSLICFLGLLGNGLVMLTY-IYFK------RLK-TMTDVYLLNLALADILFLLTLPFWATSAT--TH-WLF--GSFACKAVYCICKMSFF--SGMLLLLSISIDRYFAIVQAASA-HRLRP-------RMIFISKVTCILIWLLAFILST--PELVHSGVNNMDS----------------- 
>tguCCR8a___----------------------------------------------------------------------MEQNLTDLLGSSGSEDMLMSYTSPTPNSSAAYEYAFDYSELHIICHPEGIPEFASTLFPVLYSILFVAGLVGNALVVWIL-TVFM------KIK-TMTDVYLLNLTLSDLLLVFSLPFLVQYSV-VSQ-WTF--GNALCKIISSVYFIGFY--SNVFFITIMSIDRYLAIVHSLHV-QGIRT---------AAIGFITSLVVWVVAILASL--PDLLFFQEVNDNN----------------- 



>tguCCR8b___--------------------------MPAFSSIWASLQPQEPAAAEHSTALKAAPARAPAQVLLEHTLSAEEEEEEEEEEGTEAKPEVSEMNPTSQFLGTTEYDYGYDENTAPCNEGNNFLRFKSFFLPILYCLVFVFCLLGNSLVLWVL-LTRK------KLT-TMTDICLLNLAASDLLFVLPLPFQAHYAS--DQ-WVF--GNAMCKIMAGIYYTGFY--SSIFFITLMSVDRYIAIVHAVYA-MRIRT---------ATCGIIISLILWLVAGLASV--PNILFSQELEIEQ----------------- 
>tguCCR8c___----------------------------------------------------------------------------------------------------------------IPEFASTYYLLGNFLFPVLYSILFVAGLVGNALVVWIL-TVFM------KIK-TMTDVYLLNLTLSDLLLVFSLPFLVQYSV-VSQ-WTF--GNALCKIISSVYFIGFY--SNVFFITIMSIDRYLAIVHSLHV-QGIRT---------AAIGFITSLVVWVVAILASL--PDLLFSQEVNDNN----------------- 
>tguCCR9____--------------------------------------------------------MNMGHFPMEEVWLHPLLLWFLQGDLSVTHPGKSSLDYYRNGSIVLSLCEDPANSTDFMCDKRQVRQFAQAFLPVFFWLIFAVGTVGNTLVVLVY-CKYH------FRR-SMMDLYLLHLAIADLLLLFTFPFWAKAAS--DG-WIF--KDFMCKVVNSMYKINFY--GCSLLLTCISFDRYITIVQAMKA-RTCKR-------RWLLRSRLMCLAVWLTSVSLCI--PELIYSQSTEVGD----------------- 
>tguCX3CR1__----------------------------------------------------------------------------------------------MTEAYAETTAEYAYDEHAFSCNKTDIQEFGKIFLPLFYILVFALGLTGNLMVVFAI-VKGN-------KK-SITDIYLLNLAVSDLLFVISLPFWASNTV--RG-WTL--GTIACKAVSSLYYIGFF--GGMFFITVISVDRYLAIVRATYS-LKSRT---------IRHGFLVTCGVWAIAVLVSV--PHFVFSQLI--------------------- 
>tguXCR1____---------------------------------------------------------------------------------------------MDEDYYLDENYSYEYPNETNVCEMGDYFTFNIYLTAVLYILVFFLSLLGNTLVLWIL-LKYE------NLT-SLTNIFIMNLCISDLVFSCMLPFWVVDQS--FG-WIF--GEFLCKASNAIFSIGYY--SGVFFLTLMTILRYLFVVNPLST-LRSQT---------QCCGVLVSLAVWTVSILIVV--PEVIHTTVQKDLEE---------------- 
>tguACKR3___-----------------------------------------------------------------------------MSALDLTSILDFLETANLTEINWTCNNGECITVDATTCPGTLNKSALLYTLSFFYIFIFVIGLVANSVVVWVN-LQAK------MTG-YETHLYIFNLAIADLCVVITLPVWVVSLVQHNQ-WHM--GEITCKITHLIFSINLY--SSIFFLACMSVDRYLSVAYFTNS-SSRKK---------KIIRRCICILVWLLAFSASL--PDTYYLKTVSSNN----------------- 
>tguACKR2a__-----------------------------------------------------------------MGLSVEKGHWSNTTSGVTATTTGTWLDAANSSEYLYEYLDEEDYGLYGLCTKEEVLSFSRVFLPSFYTVIFLVGMAGNALLFTVLLMHIK------KKK-KMTELYLMNLVVSDFFLLLTLPFWALYIS---Q-WVT--WDILCPFLSAMYTLNFY--SGIFFVSCMSLDMYLQIVHAWSP-HSSTV---------WRNSILILLVMWILSIALSI--PDGLFTSTRQTHNK---------------- 
>tguACKR2b__------------------------------------------------------------------------------MSGVTATTTGTWLDAANSSEYPYEYLDEEDYGLYGLCTKEEVLSFSRVFLPSFYTVIFLVGMAGNALLFTVLLMHIK------KKK-KMTELYLMNLVVSDFFLLLTLPFWALYIS---Q-WVT--WDVLCPFLSAMYTLNFY--SGIFFVSCMSLDMYLQIVHAWSP-HSSTV---------WRNSILILLVMWILSIALSI--PDGLFTSTRQTHNK---------------- 
>tguACKR4a__--------------------------------------------------------------------------------------MNNSTDYWIEDEEDDLNPLIDYNTYELLCEKGDVRNFRKLFLPVFYALAFTVGVAGNSLVVAIY-AYCK------KPK-TKTDVYIMHLAIADLLLLFTLPFWAANAV--QG-WEL--GNPMCKLTSSLYTMNFS--SSMLFLACISVDRYRATSDSQGH-RRVGK-----------HCSVTCICVWLAATFLSI--PELIFNQVKKHNE----------------- 
>tguACKR4b__--------------------------------------------------------------------------------------MNNSTDYWIEDEEDDLNPLIDYNTYELLCEKGDVRNFRKLFLPVFYALAFTVGVAGNSLVVAIY-AYCK------KPK-TKTDVYIMHLAIADLLLLFTLPFWAANAV--QG-WEL--GNPMCKLTSSLYTMNFS--SSMLFLACISVDRYRATSDSQGH-RRVGK-----------HCSVTCICVWLAATFLSI--PELIFNQVKKHNE----------------- 
>aplCXCR2___--------------------------------------------------------------------------------GMDSISFIGDLSDLLSNYTYDYSTALPDAAISSSPCRPDGSVLNKYLVVFIYCLVFVLSLLGNGLVVLVV-TSSH------ANR-SVTDVYLLNLAVA-----LTLPLWAAYRA--HE-WVF--GTVLCKAISVLQEANFY--SGILLLACISVDRYLAIVYATRA-ATEKR----------HWVKFVCLAIWLFSVLLSL--PVLLFREAFVSPSN---------------- 
>aplCXCR4___---------------------------------------------------------------------------------------SSGLIIEFSDNGTDEIGSGDYGDYGEPCFQHENADFNRIFLPTIYSIIFLTGIIGNGLVIVVM-GYQK------KQR-SMTDKYRLHLSVADLLFVITLPFWSVDAA--IS-WYF--GNVLCKAVHVIYTVNLY--SSVLILAFISLDRYLAIVHATNS-QRPRK---------LLAEKVVYVGVWLPAVLLTV--PDIIFASTSEVEG----------------- 
>aplCXCR5___-----------------------------------------------------------------------MNLPPCNQILSVPQSQAELSGYYEADNTTPSLEGYFCFNPASSVVGNQRDPFRKVFMPLIYLLMFVLGTVGNALVLVIL-ERFK------RSR-TTTENFLFHLTLANLALLLTFPFSVVESL--AG-WVF--GTFLCKILSAVHKINFY--CSSMLLGCIAVDRYLAIVYAIHT-YRKRR---------ARSIHLTCTAVWLCSLLLTL--PDLIFMEVWTDESN---------------- 
>aplCXCR6___----------------------------------------------------------------------------------------------MATADAVTFYYNFSAIDPNENGIENFYTFITIFLPCVYSFVFIFGLAGNALVFIIL-VFYE------KLK-TLTDIFLLNLAIADWIFLWTLPFWAYSAA--QE-WIF--GTVTCRIIRGLYNLNLY--TSMLTLTSITFDRLISITFATKA-HMSQT-------KRLKWGKLICGLIWVISVAFAT--PQLIFSDVFTID------------------ 
>aplCCR2____------------------------------------------------------------------------------------------MENDTIGFLDMATTTEFDYGDSAPCTGTEEKHFAANLLPPLYSLVVIFGLIGNVLVVLIL-IKYK------RLK-SMTDIYLLNLAISDLLFIFSLPFWAYYAV--HD-WIF--GEALCRILSGVYLLGFY--SGIFFIILLTIDRYLAIVHAVFA-LKART---------VTYGILASIVTWAVAMLASV--PGIVFHKTQKENS----------------- 
>aplCCR4____-----------------------------------------------------------------EEKVTDIFIFFHSQESGKKNMSSSSTESFEVDTSTLYDYYDNYNDAPKPCSKESVKRFAASFLPVLYTLVFLVGLMGNILVIVVL-FKYK------RLK-SMTDVYLLNLAVSDLLFVFSLPFWSYFAI--DQ-WVF--GTPWCKIISWIYLVGFY--SGIFFIMLMSIDRYLAIVRAVFS-LKART---------TFHGLITSVIVWLVALSASV--PELVFRESFHEQN----------------- 
>aplCCR5____-------------------------------------------------------------------------------------------------------------------------------------------VLGNVLVVLIL-IKYK------RLK-SMTDIYLLNLAISDLLFIFSLPFWAYYAV--HD-WIF--GEALCRILSGVYLLGFY--SGIFFIILLTIDRYLAIVHAVFA-LKART---------VTYGILASIVTWAVAMLASV--PGIVFHKTQKENS----------------- 
>aplCCR6____---------------------------------------------------------------------FKSAKPLLYRICIVLLPIIFQLYKTESSVTEYMYDSDYPSQIAQPCSKGEVRTFTKAFLPVAYSLICIIGLVGNIFVVMTF-ALYE------RTK-SMTDVYLFNMAIADILFVLTLPLWAVNYA-ADK-WIF--GNFICKMARGIYAINFS--CGMLLLAFISVDRYIAIVQATKS-FKLRA-------RTLAYSKLICLAVWVSSILISS--SSFLYSESYNFSVNET-------------- 
>aplCCR7____-------------------------------------------------------------------SSIGKQLKVTLVFSLPLIFQVRLCQWNNVTDDYDSNTTIDYTMFETVCEKEEVRNFRAAFLPAMYSLICFTGLLGNGLVMVTY-IYFK------RLK-TMTDIYLLNLALADILFLLTLPFWATSAA--TY-WCF--GETACKAVYCICKMSFF--SGMLLLLSISIDRYFAIVQAASA-HRFRP-------QMILISKITCVVIWVLAFILSI--PELVHSGVNNPDN----------------- 
>aplCCR8a___-----------------------------------------------------------------------MDDSLGSLLSSGDLEDLLVDYQSTVNSSASYDDIFLYSELNIDCELETIPAFAQIFFPVLYTVLFVTGLVGNALVVWVL-LAFK------KVR-AMTDIYLLNLAISDLLFVFSLPFLVQYSL-VSQ-WTF--GNAMCKIVSSAYFIGFY--SSSFFITIMSIDRYLAIVRSVYA-LRVRT---------SAHGVIASLALWAVAILASA--PDLIFFQEMDDSN----------------- 
>aplCCR8b___------------------------------------------------------------------------------------------MNPTSHFVETTEYAYGYDENTAPCNEGNSFHRFKSLLLPILYCLVFVFCLLGNSLVLWVL-LTRK------KLM-TMTDVCLLNLAASDLLFVVPLPFQAHYAA--EQ-WVF--GNAMCKIMAGIYYTGFY--SSIFFITLMSIDRYIAIVHAVYA-MKIRT---------TSCGIIISLILWLVAGLASV--PNIVFNQQLEIEQ----------------- 
>aplCCR8c___-------------------------------------------------------------------------------------------MSPAPNSSSNYYEDYYYPEMASTCTTEHSKYFTSMFFPVLYTVLFVTGLVGNALVVWVL-LAFK------KVR-AMTDIYLLNLAISDLLFVFSLPFLVQYSL-VSQ-WTF--GNAMCKIVSSAYFIGFY--SSSFFITIMSIDRYLAIVRSVYA-LRVRT---------SAHGVIASLALWAVAILASA--PDLIFFQEMDDSN----------------- 
>aplCCR9____----------------------------------------------------------------------------------------------------MSLYANPANDTELMCDRRQVWQFARAFLPVFFWLIFSVGTVGNALVVLIY-CKYR------FRR-SMMDRYLLHLAVADLLLLFTLPFWAKAAS--DG-WVF--RNFLCKVVNSMYKINFY--GCILFLTCISFDRYITIVQATKA-KTSKR-------RRLLHNKLVCLAVWLTSIGLCI--PEIMYSQSKQVGD----------------- 
>aplCX3CR1__----------------------------------------------------------------------------------------------MAEAFPEVTTEYAYDEYAFTCDKTDIQEFGKIFLLIFYIVVFALGLMGNLMVVFAI-LRAG------SKK-SITDIYLLNLAVSDLLFVVSLPFWASNTV--RG-WTL--GTIPCTVVSSLYYIGFF--GGMFFITVISIDRYLAIVRATYS-LKSRT---------MKQGFLITCGVWATAVLFSV--PHFVFSQLL--------------------- 
>aplXCR1____-----------------------------------------------------------------------------------------MDEEEYPAYSDNNYSYGYSINESNVCEMGNYFVFYTHLTTVIYSLAFFLSLLGNTLVLWIL-FKYE------NLV-SLTNIFIMNLCVSDLIFSCMLPFWVVDQT--FG-WIF--GEFLCKAMNAIFSIGYY--SGVFFLTLMTILRYLSVVNPLST-LRSPT---------QCCGSVVSLVVWTGSILIVV--PEVMHTTVHEDVYG---------------- 
>aplACKR3___--------------------------------------------------------------------------------LDLTSILDFLEKANLTEINWMCNNSDCITVDATTCPGTLNKSALLYTLSFFCIFIFVIGLVANSVVVWVN-LQAK------MTG-YETHLYIFNLAVADLCVVITLPVWVVSLVQHNQ-WHM--GEITCKITHLIFSINLY--GSIFFLACMSVDRYLSVAYFTSS-SNRKQ---------KIVRRCICILVWLLAFSASL--PDTYFLKTVSSNN----------------- 
>aplACKR2___----------------------------------------------------------------------------SKAATTAAALMDAQDYAANTSDYPYEYLDEVDYVQYGLCTKEEVLSFSRVFLPAFYTVVFLVGLAGNLLLFVVLVLYIR------KKK-KMTEVYLLNLVVSDFFLLLTLPFWAMYISQRVT-WDM-----LCPFLNAMYTMNFY--SGVFLVSCMSLDMYLQIIDACSP-RSFTT---------QRKSILVLVAVWVLSILLSV--PDGLFTTTKHTNNQ---------------- 
>aplACKR4___----------------------------------------------------------------------------------MDWDMNNSTDYWTEDEEEDLNSVIDYNMYELLCEKDDVRKFRKLFLPVFYALTFTVGVAGNSLVVAIY-AYCK------KLK-TKTDMYIMHLAIADLLLLFTLPFWAANAV--QG-WEL--GTSMCKLTSSLYTMNFS--SSMLFLACISVDRYRATAGTQGH-RRGGK-----------RCSMTCCCVWLAAVLLSI--PELIFNQVKKHNN----------------- 
>acaCXCR1___----------------------------------------------------------------------------------------------------------------------------RYFVAFLYCLVCLLSLIGNALVVLVV-AYNK------RNR-SVTDVYLLNLAIADLLFALTLPIWAVFRA--HE-WIF--GTGMCKFTSVLKEVNFY--SGVLLLAFISVDRYLAIVYATRH-ATEKR----------HWVKFVCVGIWVFSLLLSL--PMVTYREVFHAPNSS--------------- 
>acaCXCR2___-----------------------------------------------------------------------------------------------DYLNYSYESTLNPDSAPGPCRPKSASALIRYFVAFLYCLVCLFSLVGNALVVLVV-TYNK------GNR-PVTDVYLLNLAIADLIFALTLPIWAIFRA--HE-WIF--GTAMCKIISAMKEVNFY--SGILLLAFISIDRYLAIVYATHH-VTEKR----------HWVKFVCVGIWVFSLLLSL--PMITYREVVHAPNSA--------------- 
>acaCXCR3___---------------------------------------------------------------------------GDDAMVLTSGDLFDLVGNSSDGYYDYDNWTDACCSSSSVCNSNATQGFSGSFLPAFYSLICLLGLWGNGMVIAVL-LRAK------EAL-AGTDVFLFNLAVADILLVLTLPFWAVQEA--RG-WVF--GTFLCRVVGGAFKINFF--ASIFFLVCISLDRYLSIVCVVRM-YRRSK---------ASAVHLTAVAVWVACLLLTV--PDFVYLSAEYDSRQK--------------- 
>acaCXCR3L__-----------------------------------------------------------------------MVYLYIYLTCFTAVSVPFRLDPFALSPSQFPSDLPDINPGAFPCTQSEVGSFARSFGPAVFSVSFLLGLVGNGLVLAVL-SSRR------CPW-LLADRFLFQLAVADLLLVLVLPFRATQFS--QS-WAF--GEPFCKLVGALSAMSSY--STAFLLACVTLERYLAIVHSLQP-RWTPH-----------GALLASTLLWAASIALSV--VELHFRTVSYVSQAG--------------- 
>acaCXCR4___----------------------------------------------------------------------------------------PGIFIFMTENSTDEPGSGDDGDYQEVCLQQENADFNRIFLPTIFSIIFLTGIIGNGLVIVVM-GYQK------KLR-SMTDKYRLHLSVADLLFVITLPFWSVDAV--IS-WYF--GNFLCKAVHFIYTVNLY--SSVLILAFISLDRYLAIVHATNS-QRPRK---------LLAERIVYVGVWLPALLLTV--PDIIFASTSEVGG----------------- 
>acaCXCR5___--------------------------------------------------------------------------MTLGRLRTTDLTPSLLSPFPPQYNYSEPDGEWNYSDYICVDEPEAAEHFGKFLVPAVHLLIFLLGGLGNLLVMVTL-WRYR------RAR-TPTEVFLFHFALANLLLVAMFPFGAAESL--AG-WVF--GTVLCKGLSAATRVSFY--SSSLLLAGISVDRYLAVVHALRT-FQRPR---------SLSVHLTCLAVWLLSVLLAM--PDLLFTEVWPDSGN---------------- 
>acaCXCR6___----------------------------------------------------------------------------------------------------------------------MFLQFNKIFLVCMYSVTCIFGISGNALVLIIL-IFYE------KVK-VLSDIFLVSLAIADLCFLCTLPFWAYMAA--DE-WIF--HTLPCKLIRGLYTMNLY--GSMLTLTCITIDRYFAVVQATKA-HVSQA-------KRRTWGIAACILVWVISLAFAM--PQFIFSTEASNG------------------ 
>acaCCR2____--------------------------------------------------------------------------------------------MNTPEMADGFTTISDYGNLPGPIYNPYVNIFSSYVVPPLYSLVFIFGLLGNALVVLIL-IKYK------KLK-NMSDIYLLNLAISDLVFIISLPFWAYYAA--NE-WVF--GNAVCKILSGVFRAGFY--SGSFFITLLTIDRYLAIVHAIFA-LRART---------VFYGTFSSAITWVVATLASV--PALLFSHVQKEGE----------------- 
>acaCCR4____----------------------------------------------------------------------------------------------------------------EPCSKDGVKRFSSWFLPTFYSLVFFLGLAGNTLVLLVL-FKYK------RLR-SMTDIYLLNLAISDLLFVFALPFWSYFVA--DE-WVF--GDGLCKFISWVYRTGFY--SGIFFIMLMSIDRYFAVVHVVFA-LKART---------VSYGTLASLVVWLVAITASF--PELIFSEAKSDYN----------------- 
>acaCCR5a___-----------------------------------------------------------------------------------------------------------------PCHSVAVQEFASHVLPTLYSLVLVFGMLGNALVVLIL-IRYK------KLK-SMTDIYLLNLAISDLLFVVSLPFWAYSAA--HE-WIF--EDAMCKILSGIYVVGFY--SGSFFIILLTIDRYLAIVHAVFA-LKART---------VTYGIVTSAVTWCVAILASI--PWLIFNKLQRENN----------------- 
>acaCCR5b___-------------------------------------------------------------------------------------------------------------YGAAPCKDIKGQKFASHVLPTLYSLVLIFGMLGNALVVLIL-IRYK------KLR-SMTDIYLLNLAISDLLFVVSLPFWAYSAA--HE-WIF--EDAMCKILSGIYVVGFY--SGSFFIILLTIDRYLAIVHAVFA-LKART---------VVYGIATSAVTWCVAILASI--PWLIFNKLQQENN----------------- 
>acaCCR6____------------------------------------------------------------------------------------------------------------------CDKNEVRNFTKTLLPVAYSLICMFGLVGNIFVVMTF-ALYK------KTE-SMTDLYLCNMAIVDILFVLTLPFWAVNYA-LNR-WIF--GDFMCKLIKGIYALNFV--CGMLLLACISMDRYISIVQATRS-FKFRS-------RTLAYRKVICLTVWVASILISC--PTFIFSGSYQSTNVS--------------- 
>acaCCR7____-----------------------------------------------------------------------------------------------------DNSTLDYSNFEELCKKEEIRRFRATFLPTIYSIVCFVGLAGNGLVMLTY-IYFK------RLK-TMTDIYLLNLALADILFLLTLPFWAVSAA--KY-WVF--KEFACKAVHCICQMSFF--SGMLLLLSISIDRYFAIVQAPSA-HRHRS-------QRVLASKVTCLSIWILGFILSL--PEAINRGVYDYESP---------------- 
>acaCCR9____-----------------------------------------------------------------------------------MAVNQYISSNDIAYLAHTQKQTNNGVHLDLSCDMSQVKLLAKTFLPTFFWCVFFVGTIGNAFVVLVY-WKYK------GKK-NLTDKYLIHLAIADLLFLFTLPFWAIAAH--DG-WYF--NTFMC-----MYKINLY--SCMLFLMLISFDRYTVVVRSTRA-RHSKQ-------KRLTHHKLICFGVWLMAVSLCI--PEIIYSQTEQSSN----------------- 
>acaCCR10___-------------------------------------------------------------------------------------LTPWTNEFPVSTEWDLWYYDASPPALPELCEKEAIRVVAHICLPVMAILFCVLGVLGNGILLLVR-IRYH-------IQ-TIGDALLLHLAFSDLLLLLTLPMGVAAMM--GR-WHL--GTATCQGLQGLHALNFY--SGFLFLTGLTLDRYVAIRAPIAHRLRPAT---------TCWARLGLGLIWLLSSSLAL--PHFLYARMEDHEG----------------- 
>acaCX3CR1__----------------------------------------------------------------------------------------------------MTSTEFDYSQLVSPCDKVDIHITMKVFLCVLYVVVFAIGLTGNFLVVLTI-LKAG------GQR-SITDIFLLNLAISDLLFVLSLPFWAFYFI--HG-WTL--GNLLCQIVSSLYSVALF--GGMFFITVISIDRYLAIVHATYA-MKART---------IHRGYITSAAIWTLAVLFAA--PHFVFVQES--------------------- 
>acaXCR1____----------------------------------------------------------------------------------------------------------------------DISELSALLISILYSVIFLFSLLGNSLVLRIV-LKYE------SLM-SLTNLFIVNLCISDLIFSCTLPFLIVYHS--YG-WIM--GEFLCKAVSGIFSISYF--CGVIFLTIMTILRYLAVVDPLST-LRTQK---------KRSGILVSLAVWVTSLLFVI--PEILSIQVTTDIDG---------------- 
>acaACKR3___--------------------------------------------------------------------------------VDLPPIFEFVEGGNLTETNLTCSNGDCITVDSLSCPNTLNKTALLYTLSVFYIFIFMIGLVANFVVVWMN-FQAK------TTG-YETHLYIFNLAVADLCVLITLPVWVVSLVQQSQ-WHL--GEITCKITHLVFSINLY--GSIFFLACMSVDRYLSVAYFTTS-SNAKK---------KRIRRCICIFVWLFAFFVSL--PDTYYLKTISTNN----------------- 
>acaACKR4___-----------------------------------------------------------------------------------MESATNPSELYYDSYYDESNATVDYALHEMPCLKEEVRTFNKSFLPAFYSIAFLIGLPGNSLVIAIY-AYIK------KLK-TRTDVYIMHLAIADLLLLFTLPFWATNAV--HG-WVF--GNPLCKITTAIYTMTFS--VSMQFLAWISVDRYNAIVKSPSQ-QRTTK-----------LCSKICFFVWMAGTFLCL--PDLIFNQVKEFHG----------------- 
>acaACKR1___-------------------------------------------------------------------------------------------------YTYDGYPSYD-DNLPEPCQFTFCLRFLSSILALLMVISILGSMSSLALGISLA-KRPI----LWKQR-HPGKYGFFLTSAATGLFAATLPFFAVGLK--HG-WVF--GPHFCQLARALRYGCIF--AQGLMVAGSTWRMLPDVPRSLFL-TGLFF-----------------------LGFVCA--TPAIVISSP--------------------- 
>xlaCXCR1___---------------------------------------------------------------------------------------MSFNFDGSFFNDIDFSDIPTGFPTVISAPCKSTWVINKYFVVVVYALVFFLNVVGNSLVVLVI-YNNK------LKR-SSTDVYLLHLAIADLLFATTLPFWAAYKA--SQ-WVF--GIFMCKAVSVLQEVNFY--SGILLLACISVDRYLAIVHATEA-VTQKR----------HWVKFICLGIWIFSLVVSL--PTLLFRTVFKSPRD---------------- 
>xtrCXCR3___-----------------------------------------------------------RGETSEPLQIRSETEDLLANMANSGHGIYDDLDVETSSIFNYDYSTSSESNDVAPCDLQTTIIFDRSFLPAFYSILFLLGILGNVLVMVVL-LQNR------KRL-QSTDIFLLHLALADILLVVTLPFWATQAV--SG-WLF--GNVLCKTVASIFKINFY--ACTFLLVCISCDRYLAIVYAVQV-YKKHR---------TNLVHWSCLFVWCLCVGLSV--PDMVHFQVAYEPRTN--------------- 
>xtrCXCR3L__---------------------------------------------------------------------------------------MAENQDDYYSSDDIFTGLPIIPPGASPCNYEVTSRFNKWFIPATFLLVFLLGLVGNGLVLYVL-KSRR------CSW-HLSDHYLFHLTLSDLFLGLTLPFWATQYA--YG-WVF--GSVPCKLVGALFSINMY--SSIFFLACIGLNRYFAIVHAVEL-HRKQR---------PIHTFLICAVVWATSCLLSL--QEFYFRDVDFIKQLK--------------- 
>xtrCXCR4___-----------------------------------------------------------------------------------MDGFSGGIDINIFDSNSTENGSGDFEDFSEPCFMHDNSDFNRIFLPTIYSFIFLLGIIGNGLVVVVM-GYQK------KSR-TMTDKYRLHLSVADLLFVFTLPFWSVDAA--IG-WYF--KEFLCKAVHVIYTVNLY--SSVLILAFISLDRYLAIVHATNS-QGSRK---------MLADKVVYAGVWLPALLLTV--PDLVFARVSDENG----------------- 
>xlaCXCR4b__-----------------------------------------------------------------------------------MDGFSGGIDINIFDGNSTENGSGDFEDFIEPCFMQENSDFNRIFLPTIYSFIFLLGIIGNGLVVVVM-GYQK------KSR-TMTDKYRLHLSVADLLFVFTLPFWSVDAA--IG-WYF--KEFLCKAVHVIYTVNLY--SSVLILAFISLDRYLAIVHATNS-QGSRK---------MLADKVVYAGVWLPALLLTV--PDLVFASVSNENG----------------- 
>xtrCXCR5___------------------------------------------------------------------------------------------------------------------------VHFQKFFIPLVYTLVFILGCLGNSLVLLIL-IKFR------RSR-STTENFLLHLALADLLMLVTFPFAITESV--AG-WVF--GSFLCKFVGVINRINFF--CSSLLLGCISVDRYIAIIHAIHT-FRSRR---------LVAVHLPCFGVWALCFLLSM--PNLFVLGIQENGN----------------- 
>xtrCXCR6___----------------------------------------------------------------------------------------------------------------------HVDMLRHYFLPILYSVTCITGLVGNLLIIIIY-AFYE------KMK-TLTDTFMVNLAMADILFLCTLPFLAYQAA--EG-WIF--GNLMCKIIRGGYRINLY--SSMLILTCITFDRFISITQAKKL-KISHS-------KKHRWGKLVCVIVWTVSLILAV--PQFMFSKSND-------------------- 
>xtrCCR6____-------------------------------------------------------------------------------------------MDDLFTTTEFYYTDYTDFAEGKVCSLEDVRQFKKKFAPVVLSLIFAVGLVGNLLVVITF-RYYK------RTK-SMTDVYLLNMAVADILFVLTLPFWTVNYH-KGE-WIF--KDFMCKFIRSIYAINFT--CSMLLLACVGIDRYVAIVQVTKS-FRFRT-------TTMAYKRVICFSVWIMSACLSG--LTYYFSKCYKYNE----------------- 
>xtrCCR7____----------------------------------------------------------------------------------LVVDQLSAGDNTFSPEENVEYSTMDYSDFQTVCEKVEVRNFRSAFLPAMYAIVGLVGLAGNGLVMVRY-LYFN------RLK-TGTDYYMLNLAIADIVFLLTLPFWAVSVA--KT-WIF--GNEMCKIIYCLYKMSFF--SGMFLLMCVSMERYFAIVQAPSA-HRHRS-------KTVLISKLSSLGIWVFAFLLSI--PELLYSGVKENAK----------------- 
>xtrCCR8____---------------------------------------------------------------------------------------------MNVTDSNILDTTNDYIYSESTETFENSRTFTFHFLPVLYCLAFTFGLVGNILVIFVL-VYCK------KLR-TTTDVYLFNMAVSDLLFVVSLPFIAYTII--NE-WIF--GNIMCKILSTIYFVGFF--SSIFFITVMSVDRYFAIVHVVFA-LRVRN---------VRWGLIVSIVVWVLALSIST--PNFKFHEIVMTGN----------------- 
>xtrCCR9____------------------------------------------------------------------------------------VTEFFTGEEEYEDQYTLSTLDYIIFDPGVFCEKNSVREFASYVLPPIYWCVFLFGLVGNSLVLAVY-VYNR------KLK-TMTDTFLINLAIADILFLITLPFWAIAAS--HD-WVF--KTALCKAVNSMYSVNVY--SGMLLLACISIDRYIAIVQATKA-QKYQT-------KKLLISKLTCFIVWALSTGLSL--PEILFSVVKEEFN----------------- 
>xtrCCR10___----------------------------------------------------------------NCEIKIHCFDKLSQQLVLFVLQSENYNEDYSALPTDDYHSKESYISVPVLCNKKEIQNFTQIYQPIVYSLLFVTGMVGNGLVLLTY-WFCR------KIK-SMTDVYLISLALADLLLVLSFPFLGINAV--QG-WIF--GNIMCKVVQGLYSVNFF--SGLLFLTCISVDRYIEIVQAVQA-HKCRH-------KSIYYSKLTCIVVWVFSLLLTL--PQFIYSHSESIGG----------------- 
>xtrCCR12___------------------------------------------------------------------------------------MSSNSVEIHLSNSTMGFSTTTYEDETIVYMCSNDESIKFGAAAVPFFYYTVFTLSLLGNGLILFLL-LKYE------KIK-TVTNLFILNLVISDLLFTITLPFWAFYHS--NE-WVF--GNGMCKVVSSVFFIGFF--SCILFLTVMTMDRYLAVVHAVSA-ARTRK---------LIYVYVASIAIWVISFVSTV--PKFVLYGTRKHDSA---------------- 
>xtrXCR1____----------------------------------------------------------------------------------------------MEETYYSGFNETDYGGYSEPCDKNDIYEFATLFNTILNSVLFSFSIIGNCLVLWIL-IKYE------SLV-SLTNVFIFNLSIADLILSSWLPLFIVYHR--QG-WVF--GEVACKILNAFFSIGFY--SGIIFLTFMTFHRYLSVVDPLSA-LKAKN---------PLFGVAASLLSWLISICASI--PVIIYKAQVDRNG----------------- 
>xtrACKR3___--------------------------------------------------------------------------------------MDYMESMNSTEFNLSCSNGDCIILESLSCPNTLNKSALLYTLAIVYIFIFVMGLLANSMVIWLN-LQAK------TTG-YETHLYIFNLAIADLCVLLTLPVWVVSLVQHNQ-WPM--GEMTCKITHLVFSINLY--SSIFFLTCMSVDRYLCVSLNGTA-GQRRR---------KIIRRLVCVLVWLVAFVVSL--PDTYYLKTVSSPVTN--------------- 
>xtrACKR4___----------------------------------------------------------------------------------MEEKINTTQRPTTENYDEYGDTTFDYSNYEELCEKKGVRQFAQIFLPAFYAVAFVIGVAGNSLVVAIY-AYYK------KMK-SKTDVYLLNLAVADLLLLFTLPFWATDAA--VG-WQF--GIFMCKITSAMYTINFS--SGMQFLACISLDRYFAVTKAPNP-QPIRK-----------ICWVTCLFVWSTSMLLSI--PDLYFSTVKEHNN----------------- 
>olaCXCR1a__--------------------------------------------------------------------------------------MDDFSSIYEELNFTYNYTEFILDPDTQPCDTFTFPDAVMITVCVFYVLIFLLAIPGNMVVGVVI-SMNR------RTM-TPSDFYLLNLAVADILLALTLPFWAASVT--VG-WVF--GDALCKIVTVLQELSFY--SSILFLTCICVDRYMVIVRALEA-RRANR---------LMASWGVCAAVWALGALLSL--PGLFSSSFSSKNFT---------------- 
>olaCXCR1a__--------------------------------------------------------------------------LKTCDTQLTLEEAESNFDLTLFNDSYNFTYSDETVTDDSLPCNVTVPGFNSVALMVVYILVSLFSLIGNSLVVFVV-CTMK------KGR-GSTDIYLMHLAIADLLFCITLPFWGTYVH--FG-WSY--GNFLCKVLSGFQEASVY--SGVFLLACISVDRFFAVVRATRV-LSSNH----------HLVKVVCSVVWLMAGLLSL--PVVIKRESMFAEELN--------------- 
>olaCXCR1ba_----------------------------------------------------------------------------------------MSSVTFTLDSDYFENDTDLPDLNTQPCLLVSLGPAVSLVLSVLLVATSALAIPGNLLVGWVI-GTNQ------RAL-TPSDVYLFHLTAADGLLALTLPFFAVAFV--RG-WIF--GDFLCKFLNLIMEANFY--TSIIFLACISVDRYLAIVHTRGL-QQSRR---------GSCSRLLCAVVWAVGWALAL--PALFNATIAVTLKDGSE------------- 
>olaCXCR3aa_-------------------------------------------------------------MSYLLNPQPTFKSSNSTPEAAPVKALNMDVLLDGIFNSTDSFDYGDYTDYISEDNDAAAAASVPVLILIVLSVVLILGLFGNTVLLAAL-ALRR------RFW-RVSDIFILHLAGADLLLLLTLPIRVAQVA-GSS-GSF--G-AFCKICGAVFHINFY--CGVFGLLCISLDHYLCTNHAAKW-RSLRR---------PRFAAFCCLFVWISSVLLSV--PDCMFLASSKNEDQ---------------- 
>olaCXCR3ab_--------------------------------------------------------------------------------------------TSEYPWENYSYYQDDCCEGGYNCDLNEVWKFEALFMPIVLSLTFAVGIPGNGLLVGVL-LRRW------RTW-SVADIFILHLGIADILLMVTLPLWAVQYA--DE-WKF--GLLTCKMAGSLYTVNFYSGSGIFLLVCISLDRYFSLVHATQM-YSRRK---------PWVVHVSCLVVWLFSLLLSI--PDWIFLDVAQDRQG---------------- 
>olaCXCR3ac_-----------------------------------------------------------------------MEDGNDSSEGAYWWHDAFEEYTSEYPLENYSLYHNECCEGGYFCDLNEVRKFEALFMPIVLSLTFAVGIPGNGLLVGVL-LRRW------RTW-SVADIFILHLGIADFLLMMTLPLWTVQYA--DE-WKF--GLPICKMAGSLYTVNFY--SGIFLLVCISLDRYFSVVHTQMY-SRRKP----------WVVHVSCLVVCLFSLLLSI--PDWIFLDVAQDELD---------------- 
>olaCXCR3ad_-----------------------------------------------------------------------MEDGNDSSEGDYWWQDAFKEYTSEYPWENYSHYQDNCCEGGDICDLNEVWKFEALFMPIVCSLTFAVGIPGNGLLVSIL-FGRK------RTW-SVADIFILHLGIADFLLMMTLPLWAAQYA--DE-WKF--GLLTCKMAGSLYTVNFY--SGIFLLACISLDRYFSVVHATQM-YSRRK---------PWVVHVSCLVVWLFSLLLSI--PDWIFLDVVQDRLE---------------- 
>olaCXCR3L__--------------------------------------------------------------------------------------MGSHTSTTDDYDYGDDYVPGDPMKIGAPCSEEDIYGFAKKYTPTVYSLVFVLAVVGNVLVLCVI-RRYKNRNSGACAF-SLTDTFLLHLAISDLLLAFTLPLFAVQYN--HQ-WVF--GLALCKISSALFSLNRY--SGILFLACISFDRYLAIVHAVSS-GWKRH---------TCHAQLACAVIWVICLGLSG--VDIAFKQVDEQISPNKET------------ 
>olaCXCR4a__------------------------------------------------------------------------------MSYYEHIVLDYDLNDTGSGSGLGSGEVGVDLEEPCGMEHLMTAELQQVFLPVVYSLIFILGITGNGLVVMVL-GCQR------RSKCSLTDRYRLHLSAADLLFVLALPFWAVDAA-LAD-WRF--GAVTCVGVHVIYTVNLY--GSVLILAFISLDRYLAVVRATDT-NSGGL-------RQLLAHRLVYVGAWMPAGLLAV--PDLIFARTQEGGEG---------------- 
>olaCXCR4b__------------------------------------------------------------------------------------MEYFYESIVFDNSSEGILDGSGDFEFPEEAYKEALSRDFKKIFLPTVYGVIFVLGIVGNGLVVVVM-GYQK------KVK-NMTDKYRLHLSVADLLLVLTLPFWAVDAV--KT-WYF--GGFVCVSAHVIYTVNLY--SSVLILAFISLDRYLAIVRATNS-QATRK---------LLASRVIYVGVWLPAAFLTV--PDLVFARVKSVSSPSFSFRNDSVEMEDS-- 
>olaCXCR5___-----------------------------------------------------------------------------TRKTRIEATTFNEMYTAFMGEYDNFTDPSMPFDAICDDEELGLQSFYSIVQPVLYSIIFLLGLAGNGLMTTVL-LRRR------RRL-RITEIYLLHLAVTDLLLLLTFPFEMIGVA--VG-WVF--GDFLCMTKGVLENLNLL--CGSFLLACIGFDRYLAIVHAIPS-MQSRR---------PGKVHQVCAVLWFICLLLST--PNAVFLSVAKHRN----------------- 
>olaCCR4Laa_-----------------------------------------------------------------------------NNNFPSFVFLFKSSSGHPTTTFSDDATTEYDYDYFLQFETCYYEKLGARFIPAMYSMFFLLGLLGNSLVIWVV-VCGA------RLR-SMTDMCLLNLAIADLLLVCSLPFLAYQAR--DQ-WLF--GDAMCKIVLGVYHVVFY--SGIFFICLMSIDRYLAIVHAVYA-MKART---------LFFGRIAAAVTWTAGFLASF--PELIFIKQ---------------------- 
>olaCCR4Lab_---------------------------------------------------------------------------------------------ISFTVDDNVLFYLPKLPFSANSQIAFKLNLSVMVDPGLYIMFFLLGLLGNSLVIWVV-VCGA------RLR-SMTDMCLLNLAIADLLLVCSLPFLAYQAR--DQ-WLF--GDAMCKIVLGVYNVVFY--SGIFFICLMSIDRYLAIVHAVYA-MKART---------LFFGRIAAAVTWTAGFLASF--PELIFIKQQEEGDRHHCL------------ 
>olaCCR4Lac_----------------------------------------------------------------------------------------------------------MYDYTNNCDNSSADLQDGSKFFLVLYCIMFGFGLIANCTVLWVL-IKHI------KLR-MMTDVLLLNLVLSDLLLAVSLPLWIVKSH---N-------IGLCKLVTGIYQLGFY--SGTFFVTVMSVDRYLAIVHAVAA-IRARA---------LRYGIIVSVVIWIVSVIMAA--PQVVFASLEKEDFD---------------- 
>olaCCR6a___-----------------------------------------------------------------------------------------------MDYLEEDLAGNFTFDYEEPCVYSLNSSMDRKVLPFVHSIICALGLVGNSLVIITY-ALYK------RAK-SMTDLYLLNVAIADLLFVLSLPLIIYNEI--TS-WSM--GWLSCKLLRGSYSVNLY--SGMLLLGCISIDRYLAIVQARRS-FRLRS---------LSYSRLICALIWVFAVLVSI--PTFYFYQRYEPFENSTFFLPNEEENEPDDH 
>olaCCR6b___----------------------------------------------------------------------------------KNKFMNLLNSVTTSAVNMENETFYFESNDSDELCNLGTVQAEVVTKTALHAIICASGLVGNLLVMLTY-FFYK------RSK-TMTDVYLFNLAVADLIFVVALPLIILNEQ--AG-FSL--GVVACKLLESAYSVNLF--SGTLLLACISADRYVAIVHARRS-FGSRS-------RALTYSRLICSTIWVSALVLTL--PTLIFTELFEEKDPITGTS----------- 
>olaCCR7____-------------------------------------------------------------------IYKGKPPSNALIPSDTVLPQASLCQQRKKGNFSGYFPSVDYSNFPTPCVKDVNRNFRRWFMPTLFSIICLLGVAGNLLVILTV-FHFK------RLK-TMTDVYLLNLSFADLLFALSLPFWAASSM--AE-WVL--GQMVCKSMYTIYKVSFY--SSMLFLCLISIDRYFAIAKAVSS-HRHRT-------EAAFYSKVSSTVVWVMALIFSI--PEMAYTNVS--------------------- 
>olaCCR9a___----------------------------------------------------------------MAMDYTNFINSTSSPDIFTAMTSKDLLSSDLSFTTVDDYDDYEDNDTDLMCDRSSVRTFRGQYEPPLFLIIAIVGGIGNLAVVWIY-LNVR-----RRLK-TMTDMYLLNLAAADLLFLATLPLWAAEAS-Y-S-WTF--GSAFCKLNSALYKVNLF--SSMLLLTCISVDRYIVIVQSTKA-QNSKM-------ERRRLSQLVCAGVWLLALLLAT--PELVFAKPAPVES----------------- 
>olaCCR9b___----------------------------------------------------------------------------------MDESTTFMSTSEYPYESETTPGDYDYTGDTGMCQKSWVRDFRGHYEPPLFWIIFILGAVGNIMVVWIY-TTVR----N-RLK-TMTDVYLLNLAVADLLFLCMLPFWAVDAI--KG-WHF--GLPLCKIVSAVYKINFF--SSMLLLTCISIDRYIAIVQVTKA-QNLKK-------KRLFYSKLACIGVWLFSTLLAL--PEFIFAQVKTDGN----------------- 
>olaCCR10___-----------------------------------------------------------------------------------------ISLNYIYGFNQIYSCWKSKICPINLFAQLLDRTRYMSFMTCAFCLIFLLGVTGNSLVIATF-ALYR----RLRLR-STTDIFLFHLALADLLLLLTLPLKVADTN--LS-WSF--SESFQKSARAFHAVNTY--SGLLLLACISVDRYMVVVRAQEM-LRLRH-------QMHTVGSLAAVGVWFVAVLLSL--PEILFAWHYNHD------------------ 
>olaCCR11aa_--------------------------------------------------------------------------------------------SFFASTTTDYSSYYDGDEGGAPCDMNDIKTFSRGFLITLYSLVFVLGFLGNGLVVCVL-VKHW------KQS-NLTDICLFNLALSDLLFVITLPFYANLSM-MGY-WTF--GNFMCHILSGFHRTGFF--SSIFFMIIMTLDRYIVILYSHKV-ARYRT---------MRLTIALTLTSWILSACVSL--PSFIFTKVSNYSG----------------- 
>olaCCR11ab_--------------------------------------------------------------------------------------------------------TSLPTGIYNFCDYDSVDVTNTGIVVILYNLVFALGLLGNGLVVCVL-VKHW------KQS-NLTDICLFNLALSDLLFVITLPFYSHVLV-KGY-WTF--GNFMCSILSGFHCTGFF--SSIFFMIILTLDRYIVILHSHKV-AQYRT---------MRLTIALTLTSWILSACVSL--PSFIFTKVT--------------------- 
>olaCCR12a__------------------------------------------------------------------------------MDDMDDMDDMNYNLFLDLLNGTDDPTEYLQNELVRLCSKNKVNQFGAKFNPIFYSVNFLLSFFGNWLVVVII-CKYE------KLN-TVTNIFLLNLVFSNLLFASSLPFWATYHF--SE-WIF--GTAMCKIVSSTYFIGFY--SSILFLTLMTFDRYLAVVHAVSA-AKHRK---------KLYAMVSSVIVWCISVAASL--KELVLRKSWKDPSD---------------- 
>olaCCR12b__--------------------------------------------------------------------------------------CDRYISENDTINYNNYDYTDSPEGSNQPCSSQSSNDLGAQ-LSVLYYLMFIFSLVGNSLVLVII-HRFE------RLT-TVTNILLLNLVISSLIFISSLPFIAAYLK-LKK-WIF--GSAMCKIMGSVYYLGLY--TSVLFLTLLTFDRHLAVVYPLNA-SHIRN---------RKYAFFSCAVVWIVSAVACI--IPMITHNTVNSVGTTL-------------- 
>olaXCR1a___---------------------------------------------------------------------------------------MVPLASTELSERNDFNFSYDDDYESEVCEKGGVVKFGSFVTPVFFSVVITLSVTGNVLVLVIL-ALYE------SLK-SLTNIFILNLAISDLVFTLGLPFWAYYHV--WG-WQL--PEILCKIVNFVFYTGFY--SSILCLTAMTIYRYMVVVCTLSD-RCRPK---------LSTGIFLSFLMWTISVGGAM--PSLLHTSIIKI------------------- 
>olaXCR1ba__---------------------------------------------------------------------------------------WSFFFLLSRPSMEENRTVYENDDYPYLCELNDVSTVKG----TVFALIFIISILSNALLIVAL-LLYE------NWK-NVTTIFIMNLAVADLIFTTTLPFWAVYHL--HH-WVF--GDFLCQCMTALYFISVY--SSVLILTALSVDRLVLVIKKPTD-SFRRK-----------YVLGTCAAAWLIGIIASS--TNAIKVKVTEYEG----------------- 
>olaXCR1bb__----------------------------------------------------------------------------------------------SRLTMEENRTVYENDDYPYLCELNDVSTVKG----TVFALIFIISILSNALLIVAL-LLYE------NWK-NVTTIFIMNLAVADLIFTTTLPFWAVYHL--HH-WVF--GDFLCQCMTALYFISVY--SSVLILTALSVDRLVLVIKKPTD-SFRRK-----------YVLGTCAAAWLIGIIASS--TNAIKVKVTEYEG----------------- 
>olaXCR1bc__-------------------------------------------------------------------------------------------------TETMTTFDYVYDYPSEECNRTEVFEFAAISTSVFFSIVVVLSLLGNILVLVIL-VNYE------NIR-SVTNTLILNLAVSDLLFTASLPFWIYYHL--HG-WTF--GKPTCKLVNWVFFTGFC--SSSILLVLMTVHRYVAVMNPLSN-IVSAA---------GFPSVVVTVIVWVVSILIAS--PSFVYSNVTDH------------------- 
>olaACKR3a__----------------------------------------------------------------------------------MSLSEFEDLWENFGELNFSETFSNITSVEAMVCATAFNRSALLYSMCVLYTFIFVIGLAANALVLWVN-IRAQ---SDSTPR-HETHTYIAHLAVADLCVCATLPIWVSSLAQHGH-WPF--GEVACKLTHLLFSVNLF--GSIFFLACMSVDRYFSLLQPREE-GAQRR---------KLIRRGVCLGVWLLALVASL--PDTHFLHTVKSTHSD--------------- 
>olaACKR4a__-------------------------------------------------------------PDPSRRRKNYSEMPFLIFFHLLGSVDMDVAEDEDYFYHENISFNFSYDDFPTVCEKEDLRAFVALFLPAAYALCLVAGLAGNALVVGVY-AYRK------RLK-TMTDSFLAHMAAADLMLIFTLPFWAAGAA--RG-WEL--GAVLCKMASTSYTVNFH--CCMLLLACVSLDRYLALARLQGG-QQRRG---LQGAFSRKHCWKVCLAVWTTAFLLGL--PDLIFSEVRQASS----------------- 
>olaACKR4b__---------------------------------------------------------------------------------------------MEDYEYDEGNETYDYNDEHSVCDKATVRSFGGVFLPIIYALALVVGLTGNALVVVVY-TSRL------RLR-TLTDVCILNLAIADLLLLFTLPFWAADAV--HG-WTL--GSAACKLMSFLYSTNFS--CGMLLLACISVDRYRAVTHSSTG--RAET-----GQRARRQWLLVCVALWALASFLGL--PELVFSGVKTSHH----------------- 
>gacCXCR1a__--------------------------------------------------------------------------------NTSHLFEDLGSFYDELNYTYNNDTEFDPNPDTVACD-FSIPDAGAVVIGVFYVLIFLLAIPGNLLVGLVI-GLSR------HPL-PPSDLYLLHLAVADLLLAVTLPFWATSLT--RG-WVF--GDAACKLVTVLQELSFY--SSILFLTCISMDRYMVIVRAMEA-RRANR---------RRVSWALCAAVWAVGALLAT--PGLLHSAQPSKTSN---------------- 
>gacCXCR1ba_---------------------------------------------------------------------------------------------------------------------------------VLLIIIFLLAIPGNLLVGWVI-GTSK------QAL-TPSDVYLFHLTMSDFLMALTIPFSAVHLI--QG-WVF--GDFLCIFLSLVFEANFY--TSILFLTCISVDRYLMIVRASES-HRTRQ---------AMRRRLLCATVWALGWALAL--PALFNDVSKLTAE----------------- 
>gacCXCR1bb_-------------------------------------------------------------------------------------------------------------------------------LMVTYIGVFVLSILGNGVVVYVI-YSME------KGR-GTTDIYLMHLAMADLLFCVTLPFWAINAQ--SG-WIF--GNFLCKLLSGFQEASVY--GGVFLLACISVDRHFVIVRATRL-RPFHR----------LLVKVTCGVVWLVAAVLSL--PVAILKESMHDEDLG--------------- 
>gacCXCR3aa_--------------------------------------------------------------------------------LSLLSPPQQMSMEVDFDGLFNPNYTFDEDEDYQYKEDPEPGAGGAAYAPALYSLLLVLGLLGNGLLLALL-AKGR------RPW-STSDAFVFHLSVADVLLLATLPLWAAQAA-LRGGWGF--EGLLCKISGAAFNVNFY--FGIFLLACIGLDLYLSIVRGTRL-FARER---------PRLGHISCLSIWLASLLLTV--PGWAFPAAKKDPA----------------- 
>gacCXCR3ab_--------------------------------------------------------------------------VSVQSSLMDSAVLIQGDDLAALLDGYDDIFANVSHEESDLCDTNEAGPFEAVFIPALYSVAFVVGILGNGVLLGVL-VQSR------RSW-SVTDTFIVHLGVSDVLLLATLPVWAAQSAQADG-WTF--GSPLCKITGAVFTINFY--CGIFLLACISLDRYLSIVHATQM-YSRRK---------PRVVQVSCLAVWLFSLLLSI--PDWIFLEAVEDSGRGQKT------------ 
>gacCXCR3L__----------------------------------------------------------------------VTISLTQSAIPTAAVFASVLNEYDYDIYDNATWPTATGRSRAAPCEPEDSYGFAQRFSPVVYTLVFLLAFVGNVLVLCVI-RRYRNSQSGGACAFSLTDTFLLHLAISDLLLAFTLPLFATQWA--HQ-WVF--GLAACKLSGALFSLNRY--SGILFLACISFDRYLAIVHAVKR-NAWHA-------------QVACALIWACCLALSG--ADVAFKQVEEVKTGANRT------------ 
>gacCXCR4a__-----------------------------------------------------------------------------------HEGIHIFVNDFNDTGSGSGSGDLPDLEEPCDVEHVMTADLQQVFLPVVYALIFTLGITGNGLVVFVL-GCQR------RSKCSLTDRYRLHLSAADLLFVLALPFWAVDSA-LGD-WRF--GEVTCVGVHVIYTVNLY--GSVLILAFISLDRYLAVVRATDT-NTGGL-------RQLLAHRLVYVGAWLPAGLLAV--PDLIFARTQEGGEG---------------- 
>gacCXCR4b__------------------------------------------------------------------------------MNVLNMEIDMYSDYFENSTDNLSDDSVDFDIDFQEPCGRSLSNNFNQIFLPTVYGIIFILGMIGNGLVVVVM-GYQK------KVK-TMTDKYRLHLSVADLLFVLTLPFWAVDAA--KS-WYF--GSFLCVSVHVIYTLNLY--SSVLILAFISLDRYLAIVRATNS-QDTRK---------LLATKVIYVGVWLPAVLLTV--PDLVFARVQEAYPLNSPFPNQSMEAVDS-- 
>gacCXCR5___-------------------------------------------------------------------------------------------NSASDIWKFSEVSFYNYGNDMAPSVCDDEGISLRTFQPVLYSLIFLLGVSGNGLMTTVL-LRRR------HHL-RITEIYLLHLALADLLLLFTFPFDVVNAA--AG-WLF--GEFLCKLTGLVQNLNLH--CGSFLLACIGFDRYLAVVHAIPR-MQSRC---------PKTVHRTCIALWLVCLGLSV--PNAVFLSVKEVGG----------------- 
>gacCCR4Laa_--------------------------------------------------------------------AKQKEKGYHGHNRVCYCFFQWSKSTTLSYTDTVSVTSPEYDYPEEGFDSCAYGRHGANFLPTLYAIFFLLGFLGNSLVIWVI-TCGV------RLR-SMTDVCLLNLAGADLLLVCTLPFLAHQAW--DQ-WVF--GDAMCKVVLGIYHIVFY--CGIFFISLMSIDRYLAIVHAVYA-IRART---------RSFGMIAAAVTWVAGFLASF--PDLIYLKQQPGPNM---------------- 
>gacCCR4Lac_-----------------------------------------------------------------------------------------------MNKSENESYLDYDYNDTCDEVQGPELSDGSTAFLVLYYLLFFFSLLGNITVLWVL-LRYI------KLR-TMTDVCLLNLAVSDLMQATTLPLWTCNDT---N-------LASCKLMTGGYQLGFY--SGTLFVTLMSVDRYLAIVHAVAA-MRART---------LRYGIIASTAIWVISVTMAL--PGVTFASLEIDVNDN--------------- 
>gacCCR6a___--------------------------------------------------------------------------------MFSSQQNKKTMNDSGDQMFYNDSDDDYWTKLVEPCEDQKNTNMELVVGPYVHSIICILGLVGNSLVIVTY-AFYK------RTK-SMTDVYLLNVAVADFLFVASLPLIVYNEL--SS-WSM--GPVACKLLRGSYSMNLY--GGMLLLACVGADRYVAIVQARRS-FRLRS---------LRYSRLICGTVWSAALLLSL--PTFYFYHRYEPLHIGASVEANRTAEPP--- 
>gacCCR6b___---------------------------------------------------------------------------------------------QNMTSQALDYSYYSEEPGGEEPCNLDPNPMEIIAQTYIHSIICALGLIGNTLVIITY-IRYK------KSK-TMTDVYLYNVAVADLIFVVALPFLIYNEQ--HG-WLM--GSVACKMLRSAYSINLY--SGMLLLACVSGDRYVAIVQARKS-FGARP-------RTLLYSRLICSAVWAFAVALTV--PTLLYSERSEDP------------------ 
>gacCCR7____--------------------------------------------------------------------------------MAVCTRQCSMCYPEFNTTDYNYSASLDYSDFPELCVTTSNGQFRSCFMLPFYIIICLLGLAGNLLVILTF-FYFK------RLK-TMTDVYLLNLSFADLLFALSLPFWAYNST--TK-WRL--GLTMCKAMYTIYKVSLY--GSMFVLAFISVERYFVIAKAISA-HRYRS-------RALFLSKVSSVGIWLMALIFSI--PEMTYTAII--------------------- 
>gacCCR9a___-------------------------------------------------------------------------------------VQLSMNKVASYFNLSSTPDDDYDYTDDLFCDRSSVREFRSRFEPPFFWIIALVGGAGNLAVVWIY-LNLR-----RRLK-TMTDVYLLNLAVADLLFLVTLPLWAAEAS-HGS-WSF--GSALCKLNSALYKVNLF--SGTLLLACISVDRYVVIVQTVRA-QNSQA-------ERRSCSRLVCSGVWLLALLLAT--PELVFAATTEPSG----------------- 
>gacCCR9b___------------------------------------------------------------------------------------AGTDFDGADFNGTDSSEYDYGSDPTESSGMCDRGWVRDFRGQWEPPLFWIIFLLGAVGNLLVVWIY--TTV----RHRLK-TMTDVYLLNLAVADLLFLCMLPFLAVDSI--KG-WNF--GISLCKIVSAVYKINFF--SGMLLLTCISVDRYIAIVQVTKA-QNLKK-------KRLFYSKLACLGVWTFSALLAL--PEFIFAQVTDRNG----------------- 
>gacCCR10___-----------------------------------------------------------------------CPPQPAMDLSIDYDNDFDSYDFNNSLGNTSNVSYSDDWSSDFCEAKADQEVAIKTFQVCVFVLIFLLGVTGNGLVIATF-ALYR----RLRLR-SVTDVFLFHLALADLLLLLTLPLQAADTL---G-WSP--SMALDFVVRTCYAINTY--SGLLLLACISVDRYLLVAWAQEM-LRLRR-------RMLTGGRAAAAGVWLVAALLSL--PQVLYSGLAGRDS----------------- 
>gacCCR11aa_---------------------------------------------------------------------------------------MADYAENVSEEYDYSDYYEDNTNNNSPYSITALRDFGKVFLPTFYSLVFVLGVIGNGLVVCVL-VKHR------HKT-NLTDMCLFNLAVSDLVFVFTLPFYSHYSV-VGE-WPF--GDFLCRFASGSHTTGFL--SSIFFMVVMTLDRYMVIMHAHKV-AQYRT---------FRAGIALTAFVWTMSLCFSL--PAVFFTKVTNEST----------------- 
>gacCCR11ab_--------------------------------------------------------------------------------------------YAENVSDYSDYYDKDNTNNNSPCSTTALMDFGKVFLPTFY-------------------SLHR------HKT-NLTDMCLFNLAVSDLVFVFTLPFYSHYSV-VGE-WPF--GDFLCRFASGSHTTGFL--SSIFFMVAMTLDRYMVIMHAHKV-AQYRT---------FRAGIALTAFVWTMSLCFSL--PAVFFTKVTNEST----------------- 
>gacCCR11ac_--------------------------------------------------------------------------------------SADYAENFSQEYNYSDYYDKDNTNNNSPCSTTALRDFGKVFLPTFYSLVFVLGVIGNGLVVCVL-VKHR------HKT-NLTDMCLFNLAVSDLVFVFTLPFYSHYSV-VGE-WPF--GDFLCRFASGSHTTGFL--SSIFFMVVMTLDRYMVIMHAHKV-AQYRT---------FRAGIALTAFVWTMSLCFSL--PAVFFTKVTNEST----------------- 
>gacCCR11ad_-----------------------------------------------------------------------------------------LSLSADDAENVSDYSDYYEANNSSPCSTTALMDFGKVFLPTFYSLVFVLGVIGNGLVVCVL-VKHR------HKT-NLTDMCLFNLAVSDLVFVFTLPFYSHYSV-VGE-WPF--GDFLCRFASGSHTTGFL--SSIFFMVVMTLDRYMVIMHAHKV-AQYRT---------FRAGIALTAFVWTMSLCFSL--PGLFFTKVTNEST----------------- 
>gacCCR12a__---------------------------------------------------------------------------------------------FYDEANDTTDPSYVVSETVQLCGKQAVNQFGARLIPAFYFSNFLLSYVGNGLVLLII-YKYE------KLC-TVTNIFLLNLVLSNLLFAGSLPFWASYHL--SE-WIF--GLALCKLVSSAYFIGFY--SSVLFLTLMTFDRYLAVVHAVAA-AKSRK---------KAYAIIASVVVWCISIVASL--KELVLQNVSKSPFN---------------- 
>gacCCR12ba_------------------------------------------------------------------------------------------------------------------------------------------------IIFLIT-IWFE------KLT-TVTNILLVNLVMSSLIFMSSLPFMGL-----SN-WIF--GNVMCKIHGTVYYLGSY--SSVLFLTLLTFDRHLAVVHSLTA-SRLRS---------QRYAAVSCVVVWLVSCLACI--KPMILHKAFVDFENTTY------------- 
>gacCCR12bb_--------------------------------------------------------------------------------------------DEEAKLQAKLYEIHNLITTPSQVFNPECLTLSVLPVPGSRLRLALFGIIFKLQIYLILVQTFE------KLT-TVTNILLVNLVMSSLIFRSSLPFMGVYLQ-LSN-WIF--GNVMCKIHGTVYYLGSY--SSVLFLTLLTFDRHLAVVHSLTA-SRLRS---------QRYAAVSCAVVWLVSCLACI--KPMILHKAFVDFENTTY------------- 
>gacCCR12bc_-------------------------------------------------------------------------------------------------------------------CSVESVNLLGAQLSILFYFMFVFSVFGNGLVLLII-HRFE------KLT-TVTNILLVNLVMSSLIFMSSLPFMGVYLQ-LSN-WIF--GNVMCKIHGTVYYLGSY--SSVLFLTLLTFDRHLAVVHSLTA-SRLRS---------QRYAAVSCVLVCLVSCLCML--QAHVFYTKALVDFENTTY------------ 
>gacXCR1a___----------------------------------------------------------------------------NTFLAFLKKNLFPRSTNVLSMNDSFNDSQYDRNYDDEVCEKEEVVKFGSIAVPVFFSVVITLSLIGNILVLVIL-ALYE------NLK-SLTNIFILNLAISDLVFTAGLPFWSIYHI--WG-WLF--SKVLCKIVTFIFFTGFY--SSVLFLTIMTIYRYLVVVHPQSI-LIPQR---------PSTSIYISVVMWIISVGAAL--PSLLYTTIVSIPHKD--------------- 
>gacXCR1bc__-----------------------------------------------------------------------------------------YDYESSSYRYDSFSYDNDSSGGDQMCDKTSVIKFGATFTVVLFSVVVILSLFGNVMVIVVL-AKYE------NLK-ALTNAFILNLAVSDLFFTAALPFWAYNHV--HE-WTL--GEHACKMATFVFYVGFY--SSGIFLILMTAHRYVAVMSPLSN-VVSTT---------GSVSVAACVITWAVSTLGAG--SSFVATKVDQE------------------- 
>gacACKR4a__--------------------------------------------------------------------------------------TSPLPLSLLSSFPEEEQSTGRYDDYPVLCEKGDVRSFAAAFLPAVYAACLLAGLAGNGLVVAVY-AYHK------RLR-TMTDAFLTHLAVADLLLLFTLPFWAADAA--RG-WEL--GGVLCKVVSACYSVNFT--CCMLLLACISLDRYLAVARVRGR-EGGRW---LRRVVTRRHCWKLCSAVWATAFVLGL--PDLILSEVRWLSD----------------- 
>gacACKR4b__-------------------------------------------------------------------------------------------------------DSYDYTTEHSVCDKEAVRSFGGVFLPVVYAVTLVVGLAGNALVVVVY-ASKL------RLR-TLTDMCILNLAISDLLLLFTLPFWAADAV--HG-WKL--GVAACKLNSFLYGTNFS--CGMLLLACVSVDRYRAVAQSPAG--RPGS-----APRVRTQWTLVCVLLWAVAGVLGL--PELFFCTVKHSHH----------------- 
>dreCXCR1ba_--------------------------------------------------------------------------MMTDPNSSNHLVDFHEFYYEEFNDTDFSNFTFVPDEKTIPCSSITMASAVNISFSVFYVFIFLLAIPGNVIVGWVI-GSNR------RLL-SASDVYLFNLMLADTLLALILPFSAVNVI--HG-WVF--GNVACKLVSLVKEVNFY--TSILFLVCISVDRYMVIVRAMES-QKAQR---------RLCSGVACGLVWVLGLVLSL--PSFYNEAFFDKRMFN--------------- 
>dreCXCR1bb_----------------------------------------------------------------------------------------------------METATTEFPFTLMTPCPETVKNLNSTVLVVIYIIVFCLSLLGNTVVIFVV-FFMD------NRR-TSTDLYLMHLAVADLLFSLTLPFWVAYLH--AGHWPF--GTIMCKMISGVQEVTFY--CSVFMLACISIDRYMAIVKATQF-LNRKL----------HLIGFVCALVWLCAALLSL--PVMVHREAITYDGV---------------- 
>dreCXCR3aa_----------------------------------------------------------------------------------MAAPSNMEVELHGLFEKNNSFDYDNYENKELDCQSKAVSDALGVFIPMLYSLGILLGLLGHGLVLAVL-WHKW------LNC-SVMDIFIFHLSLIDSLLLLSMPLWAVDAV--KG-WIM--GSGLCKLAGVLFKMNFY--CSMLMLAFISVDCYLSIVHGVQK-LSRKK---------PMVVHGCCLIIWLVCLLLSI--PEWIFLKSISDSTDQV-------------- 
>dreCXCR3ab_---------------------------------------------------------------------------------------MKDFSDYTDLYNYSDYNDNESYGAGAVCTQDSSMYFDSIFKPILYSLAAVVGLLGNGLVLIVL-WKKR------AGL-NVTDIFILHLSLADILLLLTLPFWAVEAV--KE-WIF--GTPLCKLTGAMFRINFY--CGIYMLSCISLDRYLSIVHAVQM-YSRKK---------PMAVHCCCMIVWFFCFLLSI--PDWILLGANKDSR----------------- 
>dreCXCR3L__----------------------------------------------------------------------------------MDNSTTAAEVSAPTDYDYNSTSYDDDNPYAAPCSLTETWNFLGRFAPVAYILVFILALVGNILVLCVI-RRYRQSRHSPCSF-SLTDTFLLHLAVSDLLLAATLPFFAVEWI--SE-WVF--GKVMCKITGALFSLNVY--CGVLFLACISFDRYLAIVHAINI-SWRRK---------TCHAQLACAFIWVICLGLSM--VDMHFRDLVEIPGMN--------------- 
>dreCXCR4a__---------------------------------------------------------------------------------MAYYEHIVFEDDLSADNSSEFGSGDIGANFEVPCDVEVSHDFQRIFLPTVYGIIFVLGLIGNGLVVLVM-GCQK------KSR-TMTDKYRLHLSVADLLFVLTLPFWAVDAA--KD-WYF--GGFMCVAVHMIYTVNLY--SSVLILAFISLDRYLAVVRATNS-QGPRK---------LLANRIIYVGVWLPAALLTV--PDLVFAKAESSAI----------------- 
>dreCXCR4b__-----------------------------------------------------------------------------------------MEFYDSIILDNSSDSGSGDYDGEELCDLSVSNDFQKIFLPTVYGIIFVLGIIGNGLVVLVM-GFQK------KSK-NMTDKYRLHLSIADLLFVLTLPFWAVDAV--SG-WHF--GGFLCVTVNMIYTLNLY--SSVLILAFISLDRYLAVVRATNS-QNLRK---------LLAGRVIYIGVWLPATFFTI--PDLVFAKIHNSSM----------------- 
>dreCXCR5___----------------------------------------------------------------------------MNQLSEIITLEGVDFSNYSYYDENTTEGPSDGIQYICEEKKDPLLLFHTVFQPLIFGVVFLIGLTGNGLLLIVL-LKRR------HNL-RITEIYLLHLAVADLLLLFTFPFAVTQSI--AG-WLF--GNFLCKLVGLANRLNLV--CGCLLLACISFDRYLAIVHAIPS-LQTRR---------PRTVHLTCGLLWLLCLLVTI--PNLVFLSVEKDNNST--------------- 
>dreCCR4Laa_-----------------------------------------------MSSTIALLSIAAQLLLTDMEDSSIPDLNDHTLYISNVNGPVTDQPTTPVLMITDYSYDDYYNSVDPDSLPCVYPAHGASILPVLYSLFFVLGFLGNTLVIRLV-LK--------SLR-SMTDICLLNLAIADLLLVSSLPFLAHYAR--DQ-WIF--GGPMCTIVLSVYHIGFY--SGIFFIVLMSVDQYLAVVHAVFA-LKVRT---------RTYGFLASLVIWVAAVAASF--PELIYIDTTDINNQT--------------- 
>dreCCR4Lab_----------------------------------MSSTAGLLSQNSSRSLIMSSTAGLLSITAQSLWTEMENSSIPDLNIHTSYIPNMDEPVSDQPTTPAHYSYDDYYNSVDPDSAPCVYPAHGASILPVLYSLFFVVGFLGNALVIWVV-LMGV------KLR-SMTDICLLNLAIADLLLVSSLPFLAHYAR--DQ-WIF--GDHMCTMVLSVYHIGFY--SGIFFIVMMSVDRYLAVVHAVFA-LKVRT---------KTYGILASLVIWVAAVTASF--PELIHLKTTVTNNQT--------------- 
>dreCCR4Lac_------------------------------------------------------------------------------------------------------------------MCNTEEGSLNPHIKAAIFYIVFVLGLVGNIIVLWVL-LKSM------HVK-NMTNLCLLNLAMSDLLMVLSLPFWALYAQ--GH-YLK--TDAMCKAMAGAYQVGFY--SGIFFVTLMSVDRYLVIVHAVAV-LGAKM---------LRYGIVASVIIWMVSIGAAL--PEVIFAEVVKDSE----------------- 
>dreCCR6a___---------------------------------------------------------------------------------------------MINDSSENYNYGDYYEGAVEPCSVESRQKLENFLRLFIHPIICVAGFIGNSLVIVTY-ALYK------RTK-SMTDVYLLNVAIADILFVVALPLIIYSEQ--HS-WAM--GNMSCKLLRGIYSVNLY--SGMLLLACISGDRYLAIVQARRS-FRLRS-------STLLYSHLVCAAVWLLALLLSL--PTFIFYERYENGLTESTFLFNNNTIMEEI- 
>dreCCR6b___------------------------------------------------------------------------------------------------------MDLEYSDDYAEPCPLMWYRDHEVTVQTYVYSLICALGLVGNVLVLLTY-AFYK------KAK-SMTDVYLVNVALADLLFVVALPLIIHNER--SR-WSM--GTWACKLLRGAYSMNVY--TSTLLLACISGDRYIAIVQARRS-LRTRS-------QAKAYSRIICLAIWFLAFVLSL--PTVIYHQEKNQ------------------- 
>dreCCR7____-------------------------------------------------------------MHAYTVFCPVLLIWSCHIKKSWSNMTEHQMGEKATTEYDYTTGTVDYDIYEQSCNKTNNRTFRAWFLPTIYTIICLLALMGNFLVILTY-LYFK------RLK-TMTDVYLFNLAMADLLFAISLPFWAASFM--ST-WHL--GLYPCKAMFTIYKVSFF--SGMFLLTCISIDRYFSITKAVSA-HRCRS-------SAVYYGQVSSLVTWVIAIVFSV--PDMVFAEINS-------------------- 
>dreCCR9a___-----------------------------------------------------------------------------MMNVTELITSLTPQTSEYEEYGDFSTTSDYGDTDDGFCPKSKVREFRMYYEPMLYWMIVILGAIGNTLVVWIY-THFK----N-RLK-AMTDVYLLNLALADLFFLCTLPFWAADSI--YG-WAF--GSGLCKVVSAVYKINFF--SSMFLLTCISVDRYIVIVQTTKA-QNSKR-------SRLLYSKLICVLVWLLAALMSI--PECLFARSKEDDES---------------- 
>dreCCR9b___-------------------------------------------------------------------ADCCESQREQSMDISTTSEYESGAFNFTDFTNLITDTDDYEPELDGLCSKELVRQFSKNFEPPLYWIIFVVGALGNLLVICIFTTVRN------RLK-TMTDVYLLNLAVADLIFLGTLPFWATNAA--QG-WVF--HQVICKGVSAAYKINFF--ASMLLLTCISVDRYIAIVHVTEA-HNYKN-------KRMLHSKITCAFVWLASCILAL--PEFIFAKVKNIEPQ---------------- 
>dreCCR9bb__-------------------------------------------------------------------ADCCESQREQSMDISTTSEYESGAFNFTDFTNLITDTDDYEPELDGLCSKELVRQFSKNFEPPLYWIIFVVGALGNLLVICIF-TTVR---N--RLK-TMTDVYLLNLAVADLIFLGTLPFWATNAA--QG-WVF--HQVICKGVSAAYKINFF--ASMLLLTCISVDRYIAIVHVTEA-HNYKN-------KRMLHSKITCAFVWLASCILAL--PEFIFAKVKNIEPQ---------------- 
>dreCCR10___------------------------------------------------------------------------------MGSFDLTTEDYSLNYDDDDDYNFTTDPSAFFGKELCEASPEQERNITIVQTTAFLVVFVLGVIGNGLVIATF-ALYR----RLRLR-CMTDVFLFFLALSDMLLLLTLPLQTVETL-IGS-WEF--GEPMCKLNRGMYAINTY--SGLLLLACISIDRYLVVVCTRSM-RKRSS-------GTLFYSVLSALSIAVISIMFSL--PDLSFSSVDNVLN----------------- 
>dreCCR11aa_------------------------------------------------------------------LKNKNILSSIKHTYIISLHLFYGLKLGFLCTGFNKYYNYNETEHLAPPCNDAKTKAFSEVFLPILYSIVFIIGIIGNGLVVWVF-IRCR------QKS-NMTDVCLLNLALSDLLFLVSLPFWAHNAM--NQ-RTF--GKFMCHTITGLFMIGLY--ASIFFMVLLTLDRYAIIIHPNCM-FFRNR----------SAKLGLALLVWMLSLLASL--PNIIFANEKFDLNH---------------- 
>dreCCR11ab_-----------------------------------------------------------------------------------------------CTGFDDYYNYNETGHVAPPCNNGNAKAFSEVFLPTLYSIVFIVGFIGNGLVVWVL-IRHR------QKS-NMTDVCLFNLALADLIFLVSLPFWAHNAM--DE-WIL--GRFMCHTITGLFMIGLY--ASIFFMVLMTLDRYAIIVHAHSVFSRNRS---------TKMGLALASLVWMLSLFASL--PNIIFANANNGTNS---------------- 
>dreCCR11ac_--------------------------------------------------------------------------------------MTEEPSTVAATKTDYSDYYNEEGDFEQPCNNGQTKAFSEVFLPTLYSIVFIIGFIGNGLVVWVL-VRYR------HKS-NMTDVCLFNLALADLLFLVSLPFWAHNAM--DE-WIF--GRFMCHTITGLFMIGLY--ASIFFMVLMTLDRYAIIVHAHSVFSRNRS---------TKMGLALASLVWMLSLLVSL--PNIIFAKDKNETNS---------------- 
>dreCCR12a__---------------------------------------------------------------------------------MVDTNWSDFESFFNETYSEETYEGSIVTAEVILCKKADVIRFSAAFLPAFYYINFLLSLLGNGLVLCII-YKFE------KLS-TVTNIFLLNLVISDLIFASSLPFWAVYHK--SE-WIF--GKNLCKFVGSCYSVGFN--SSILFLTLMTFDRYLAVVHSIAA-AQSRR---------MAYAFGSSAAVWVVSIVASI--KDIVLYDVMKTED----------------- 
>dreCCR12ba_-----------------------------------------------------------------------------------FATTDAKISTKMEASNSTPLPYEDYSPGVWQCSPIGTNDFGRTFLPPFYYIIFIISILGNGVVLLVV-HKFE------KMN-TITNIFLINLVASNIIFTLTLPFYAVYHS--SE-WIF--GEPMCKLVTSAYYLGFY--SSILFLTLMTFDRYLAVVHCIMA-NSQRR---------SIYAASLSVAVWIISLLASL--EYLIYFTVEESQVG---------------- 
>dreCCR12bb_---------------------------------------------------------------------------QKHCQSCSQVVEITTKMETSSTTPDYYENFSPETSESGTCSSIDINEFGRAFLPMFYYIIFTVSILGNGVVLLVV-YKFE------KMN-TVTNIFLINLVASNIIFTLTLPFQAVYHS--SE-WIF--GEPLCKLVTSAYYLGFY--SSILFLTLMTFDRYLAVVHCVVA-NKNRR---------SVYAASLSVAVWIISLLESL--EYLIRFTVEESQMD---------------- 
>dreXCR1aa__------------------------------------------------------------------------------------------------MTLNNTTYDYDDDYEDQLCRKDDVVKFGSIIIPLFFSIVVVMSCIGNVLVLIIL-ALYE------SLK-FLTNVFILNLALSDLLFTFGLPFWASYFI--HG-WTF--GEIGCKAVKFLFYVGFY--SSVLFLTLMTIQRYMAVVHPLSD-WEKCR-----------CFSVAPIIIWMMSGTAAL--VGAHYSKILKDLN----------------- 
>dreXCR1ab__------------------------------------------------------------------------------------------------MTDENTTYDYDDYYEDQLCRKDDVVKFGSIIIPLFFSIVVVMSCIGNILVLIIL-ALYE------NLK-SLTNVFIIHLSVSNLLFTFGLPFWASYFI--HG-WTF--GEIGCKAVKFLFYVGFY--SSVMFLTLMTIQRYMAVVHPLSD-WEKCR-----------CFSVAPIIIWMMSGTAAL--VGAHYSKILKDLN----------------- 
>dreXCR1ac__--------------------------------------------------------------------------------------------------MTEEYTTLDDEPEDELCRKDAVIKFGSIVIPLFFALLVVFSCVGNTLVLVIL-VLYE------KLK-SLINLLILNLALSDLLFTFGLPFWASYFI--HG-WTF--GEIGCKAVKFLFYVGFY--SSVLFLTLMTIQRYMAVVHPLSD-WKKHR-----------CFSVAPFIIWILSGTAAL--SVSLRSKVLIHDD----------------- 
>dreXCR1ba__--------------------------------------------------------------------------------------MDPVTTNNYVGNSTTPDYYNYYEPLIPMCQADDYKTTTG----ICYAIIFFISILGNGFLIGAL-TCYE------DLK-RATNLFMFCLALFDLVFTLTLPFWSTEFL--HH-WVF--GDVACKIMTGAYFVGIY--GSLILLTAMTLDRFVVVVVRSYWLTRSRR---------LKCAKGACIGAWIISLIACL--RDSVSAKV---------------------- 
>dreXCR1bc__----------------------------------------------------------------------------------------MDLQTVTPKQNENSTYDYNDDYTDEACNKMNVIQFGTIVSPIIFTIVVMFSCVGNILVLCVL-VKYE------NLR-SLTNTFLLNLAISDLIFTVGLPFWAYYYV--NG-WTL--GDHACKAVNYVFYTGYY--SSIIFMTVLTIHRYVAVVHPLSV-VMSRK---------SIHCYATSIVVWIISLSAAI--PQAMFKTVVRNPIDTQS------------- 
>dreXCR1bd__-------------------------------------------------------------MISSFLSDGQRRFLKEQFTTPNECTDDMMHEDMSYEVFNFSYDDYYLTYEYPLIVLEEGNSLFGKISAICYSLIVCMGLPGNLFLLWLV-LKKV------GLS-SSADCLLLHLTISDLVFTLTLIPWTIYHI--RG-WIF--GFAACRLFSWFIFLGLY--SYMLFLTVMTVHRYIAVQHPVFA-SSVGN-------RGRLYAHVSSAVVWMISLGFSL--PEMIFSETLDRYD----------------- 
>dreACKR3a__--------------------------------------------------MRTKPWINIAHSTSIKGKMTEIQSSSPNEKLGLSASELTEFFAMWEELNFTDSNNNSSRVEAQMCPASFNRSALLNAMCTLYAFIFVVGLAANALVVWVN-MRSQ------RHY-HETHMYILNLAVADLCVVATLPVWVSSLAQGGH-WAF--GQAACKLTHLLFSVNLF--ASIFFLTCMSVDRYLSVVRFREI-SHRRG---------RQVRRLVCAITWLLALFASV--PDTYFLRSVKSQYSH--------------- 
>dreACKR3b__----------------------------------------------------------------------------------MSVNVNDFNDILDALGELNFSTLDDNVSHVEVCHSTFSQRALLYALSVLYIFLFIIGLAANALVVWVN-VRAE------RTR-YETHLYILNLAIADLCVVATLPVSISSLLQLGH-WPF--GGAMCKITHLIFSVNLF--SSIFFLTCMSVDRYLSVKLFGDT-PSQRK---------RRTRQIICVGVWLLALIAAL--PEIYFLQAEKSDHSD--------------- 
>dreACKR4a__-------------------------------------------------------MSQSKQTVLQEEQTETIHSAFRQSFNPFERMENSEEHFYDYPEYENSSSNFSYDDYQTICEKGDVRSFARIFLPAVFGLSLVIGLAGNALIVAVY-AYCK------QLK-TMTDTFILHLAVADLLLLLTLPFWAVDAV--HG-WQL--GITICKLVSGLYTINFT--CSMMLLAYISMDRYLALSVGSRN-QGLGR------VFQKQHCGKLCVVVWMAAFLLGI--PDLVFSTVRELPH----------------- 
>dreACKR4b__----------------------------------------------------------LLWTADSSFLNGVSHHKQITMGVLLEYEHDYQYHDHDNDSNDSAYDEDYFGDLHTVCDKQEVRSFAGVFLPVIYTLALVLGLAGNSLVVFIY-LSHK------RLR-TLTDVFILNLAFADLLLLFTLPFWAADAV--NG-WQI--GTAACKITSALYTTNFS--CSMLLLSCISIDRYRALAKGSAH-TPARN-------NSRKHRIIMCLVVWGIAIVLGL--PDMVFYTVRVQHSSE--------------- 
>tniCXCR1a__-----------------------------------------------------------------------------SSDPSPSSFSIDFGSLYEELNFTYNDSGYDLNPDTQPCGSFSIPDVAMIAVCVFYILIFLLAIPGNMVVGLVI-SLSK------QAL-PPSDLYLLHLALADLLLAITLPFWATSVT--KG-WVF--GDAMCKIVTIIQELSFY--SSILFLACISVDRYMVIVRALEV-RRANR---------QKVSWCVCLAVWVVGGLLSL--PGFFSSSFITNNSS---------------- 
>tniCXCR1ba_---------------------------------------------------------------------------------------------------------------TLSCEVQPMDPTAALITCFFLIIIFILAIPGNLIVGWVI-FTRR------QML-TPSDVYLFHLTIADGLMALTIPFLAAALV--KG-WIF--GSFMCKFLPFVVEANFY--TSILFLACISIDRYLVIVRANDN-VRSRR---------RLCSWFLCLAVWALGSTLAL--PALFNDTAKLESDPQ--------------- 
>tniCXCR1bb_--------------------------------------------------------------------------------------LQVPMAPAYLDENPENFTSYPYDDDGSGPCNLTVRGFNPLGLTITYMLVFVFSTVGNGVVVWVV-CWIA------KRR-TSTDIYLTHLAAANLLFGLTLPFWAVDAR--SG-WIF--GTALCKLLSGLQEASEY--GGVFLLACISVDRHLAIVKATRV-KSSHG----------PVVKATCAAVWLVAAVLSI--PTAVQRRHMGTEDPD--------------- 
>truCXCR3aa_-------------------------------------------------------------------------------------------MGIKVVADGIFKENDTQDYDYDYKDESELGADTAVWIPVLHLVVLVAGLLVNLLLLTVL-FRKR------RSW-SITDIFFLHLCLADVLLLLTLPLLAAQAFQPCG-WCFELGLIPCKISRALFNVSFY--CGIFLLVCIVLDRYLFYSRSTRI-YSKSR---------PGLAHGTCLCVWICSLVLVI--PIWIFVVTLNDPSGE--------------- 
>tniCXCR3ab_-------------------------------------------------------------------------IPQMGNVQKITGDELKEIWDDLADYFENATTNESCCAAGYVCDPTNGQEFKATFILVLYLLAFVVGVVGNGLLLLVL-VQNR------RTW-SVTDTFILHLAMADVLLLVTLPTWAAQAAQDEG-WTF--GTPLCKITGAVFMVNFY--CGIFLLGCISFDRYLSIVHATHM-YSHRK---------PWAIRISCMAAWLFSLLLSI--TDLVFLEAVSNDR----------------- 
>tniCXCR3L__-------------------------------------------------------------------------------------------------EDYENVTPATEVLHAAPCKQTDIYSFAQKYSPVVYCLLFILAVVGNLLVICVI-RHYRSSQRGRSCASSLADTFLLHLAVSDLLLAFTLPLFAVQWA--HE-WVF--GLTVCKISGALLSLSRY--SGIFFLACISVDRYLAIVHAIGS-GCKRN---------TFHAQAVCAIIWVVCLALSG--ADIAFKQVGDAATFGHY------------- 
>tniCXCR4a__------------------------------------------------------------------------------MSYYEHIFLEYDYNDTGSGSGSASGELEGDLDEPCGVEHVMTADLQRVFLPVVYALIFIVGITGNGLVVLVL-GCQH------RSKCSLTDRYRLHLSAADLLFVLALPFWAVDAA-LAD-WRF--GAATCVGVHVIYTVNLY--GSVLILAFISLDRYLAVVRATDT-ATGGL------RQLLAHRLVYMAGAWLPAGLLAI--PDLVFARTQEGGEG---------------- 
>tniCXCR4b__-------------------------------------------------------------------------------LPFFQISFSVGLDNVTDNSSEMEPGDFGDLQLEERCDLALGNNFNKIFLPTVYGIIFILGIVGNGLVIAVM-GYQK------KGR-NMTDKYRLHLSVADLLFVLTLPFWAVDAA--SN-WYF--GSFLCVSVHMIYSVNLY--SSVLILAFISLDRYLAVVRATNS-QATRK---------LLASRVIYVGVWLPAAVLTV--PDLVFARENMETAQS--------------- 
>tniCXCR5___---------------------------------------------------------------------------------------------------------------YCGDEDGTLRSFMATYEALFYSCLFLLGVVGNGLMVTVL-LSRW------RLL-RVSEIYLLHLAVSDLLLLATFPFSILESI--TG-WLF--GDFSCKLTGLARQLNFL--CGSFLLACIAIDRYLAIVHAISS-LQHRR---------QRSVHLTCLSLWLVCFSMSV--PNLVFLTATDSTHAS--------------- 
>tniCCR4Laa_------------------------------------------------------------------------------------------------------------------------------FLPALYSLFFLFGLLGNLLVIWVI-VFGT------RLR-SMTDVCLLNLALADLLLVCSFPFMAPQPS--DQ-WAF--GDAMCKMVLGVFNI-FY--CGIFFISLMSIDRYLAVVHAVYT-IRART---------RSLGITAAVVVWIAGFLASF--PDLLFLKLQKVSSDFY-------------- 



>tniCCR4Lac_--------------------------------------------------------------------------------------------MNTSGVNFSLYPDIYDYDYNSTCDQDPNPVLSDTVLRLFYCVVFGFGLIGNSTVIWVL-LQFI------KLK-TMADVCLLNLALSDLIFAVSLPLWAFNFQ----------ILALCKVMTAIYQVGFY--SGTLFVTLMSLDRYVAIVHAVSS-MRART---------LHRGIIASISIWAVSIIIAA--PQVKYASLEIDPENN--------------- 
>tniCCR6____-----------------------------------------------------------------------------------------------------------------PCSHQLTQEAELLLGPYVHSLICLLGFLGNSLVIATY-AFYK------RTK-SMTDVFLLNVAVADLLFVLALPLLVYNQL--SS-WSM--GTAACKLLRGSYSVNLY--SGTLLLACISADRYVAIVQVRRS-FRLRS---------LSHSRLICVLVWTAALLLSV--PTFYFYHRYQPSHSQDEFLDGDNTSQ---- 
>tniCCR7____--------------------------------------------------------------------------------------------------------TADYSTFPTVCVKELNRQFRRWFMPTFYSVIFFLGLAGNLLVILTF-FYFK------RLK-TMTDVYLLNLSFADLLFALSLPFWAANTM--TK-WVL--GEEMCIAMYTVYKVSFY--SSMFLLCCISVDRYFAISKATSA-YRYRS-------QTMFLSKVSSAVVWVAALIFSM--PEMRYTSVN--------------------- 
>tniCCR9a___-------------------------------------------------------------------------------------------------------TEGDYNYPDLMCDREPVRLFRSNYEPPLFWIIFLVGGAGNTAVVWTY-LHLR-----RQLK-TMTEVYLLNLAVADLLFLVTLPLWAAEAL-S-G-WTF--GPALCKVIAAVYKVNLF--SSMLLLTCISVDRYVVIVMATKA-RSSQQ-------ERRRRSLLVCLGVWLLALLLAI--PELAFATTKGVGS----------------- 
>tniCCR9b___--------------------------------------------------------------------------------------FPLISNLQEPSDYEDDFDTGPTEDGGMCNTYDTVMSFRSQYEPPLFWIIFILGAVGNLLVVWIY-STVR----N-RLK-TMTDVYLLNLAVADLLFLCTLPFLAVEAI--KY-WNF--GLALCKTVLAVYRINFF--SGMLLLTCISVDRYISIVQVTKA-QNTKK-------QRLFWSKLICLIVWVVSTLLAL--PEFIYARVKTKQRD---------------- 
>tniCCR10___------------------------------------------------------------------------------------------------------------YCSLCFRIKIKNSKSRHVPFLCVFCVVFVLGVLGNGLVIATFASRCE------GLR-SMTDVFLLHLALADLLLLLTLPLQAVDTQ--LG-WIL--PVSLCKATRACYAVNTY--SGLLLLACISVDRYLMVARAQLR-QWLRR-------WTFKAATLVALAVWASALTLSL--PEILFSGVSGSGS----------------- 
>tniCCR11a__-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------VMIFMTLDRYMVIMHAITV-ARYRT---------LRAGIFVTMVLWLLSFSVSL--PTFIFTEVTNESY----------------- 
>tniCCR12a__-----------------------------------------------------------------------------------------------NDTPNVTNESFEVIGHVKFCTNEAVNNFGAKIIPVFYYINFLLSYLGNGLVLFII-CKYE------KLD-TVTNIFLLNLVISNILFASSLPFLAIYHQ--SE-WIF--GNVLCKTVSSAYFIGFY--SSILFLTLMTFDRYLAVVHAIAA-AKCRK---------RVYAIIATVAVWCISILASM--KELVLRNVWESPSN---------------- 
>tniCCR12b__------------------------------------------------------------------------------------------------------------------------------------MCKRHVVKSSVVCLIFYI-SRFE------KLT-TVTNILLLNLILSSMIFMSSLPFMAVYMQ-LSN-WIF--GTVICKIVGGMYYLGIY--SSVLFLTLLTFDRHLAVVYSLSA-VRMRN---------VSYARISCGVVWLVSILACA--KQMILRTTFEHSFEN--------------- 
>truXCR1ba__---------------------------------------------------------------------------------------------------MSVEDTDFNNDLAILCDISDLESITG----AIFILIFVFSVTGNLLVLAIL-LFGE------KLK-NITSLFILNLACSDLVFTLTLPFWAYYQL--HH-WVF--GEYACKLLTAAYIVGVN--SSVILLTALTVDRFVTVVLQWPN-DPSRR---------KRFAVVSCTAAWLISAAASV--NDAITVKVETQWNN---------------- 
>truXCR1bc__-------------------------------------------------------------------------------------MATNITIGLLKNLSFDNTSDYDMNYEDERCDTSGPRQVGTYVTVVVFSIVILLSLFGNILVMVIL-VKYE------NIK-SLSNVLIMNLAVSDLFFTIGLPLWIHSHM--NE-WTL--GEPACKMVMFVFFVGYY--SSSILLVLMTAHRYIAVMRPLSS-IMSNK---------GFCSALASPVIWVVSLIFAV--PALIFTSVLQNNR----------------- 
>tniACKR3a__--------------------------------------------------------------------------------MSLSTSDLEDLFKLFGDPNVSDTLSNISSVETMVCATAFNRSALLYSMCVLYTFIFIIGLAANALVLWVN-VRAQ---RDSTPR-HETHMYIAHLAVADLCVCATLPVWVSSLAQHGH-WPF--GQVACKLTHLLFSVNLF--GSIFFLACMSVDRYLSVTRRRNNEEGTRR---------KLIRRGVCVGVWLLALVASL--PDTYFLQTVKATHGD--------------- 
>tniACKR4a__--------------------------------------------------------------------------------------------------------TFSYEDYPTLCEKEEVRSFAALFLPVMYAVCLVVGLAGNTVVVAVY-AYLK------RLR-TMTDVFMTHLAVADLLLLLTLPFWAADAA--QG-WEL--GTATCKMVSSMYTVNFT--CCMMLLACISVDRRLALAAARGE-GRGRL---LQRVFTKKHCWKVCFAVWALAFGLGL--PDLVLSEVRWLSN----------------- 
>tniACKR4b__------------------------------------------------------------------------------------------MDYFHDDEDSSFNDSYDYNFEHSVCDKEAVRSFAGVFLPVIYALTLVVGLAGNVVVVAVY-ASRV------RLR-TLTDVCILNLAVSDLLLLFTLPFWAADAV--HG-WRL--GSTACKLTSFLYSTNFS--CGMLLLACISVDRCCAVVRSFSG-KTSAS------PRVRRRWLLVCLVLWAVASFLGL--PELIFSTVKHSHH----------------- 
>cmiCXCR1a__-----------------------------------------------------------------------------------MESQLIMSSNETWYAFENYSDDYFYNPDAEPCARSVNTESVNTAMAVIYSLVCLLAMAGNVLVMIVI-LHNR------RTM-SSTDIYLLHLAIADVLFAITLPFSAADVI--NG-WLF--GDAMCKIVSVLKEVNFY--SGILLLACISIDRFLAIVYSARA-NKQRS---------QFLTNVVCGGVWLFAIILSF--PILVKGVFRSPDSE---------------- 
>cmiCXCR1b__----------------------------------------------------------------------------------MESQSFTLDNEDWGDVFANYSETYSFDQGAVPCARSVNTESVNTAMAVIYSLVCLLAMAGNVLVMIVI-LHNR------RTM-SSTDIYLLHLAIADVLFAITLPFSAADVI--NG-WLF--GDAMCKIVSVLKEVNFY--SGILLLACISIDRFLAIVYSART-NKLKN---------QFLTNVVCGGVWLFAILLSL--PILVKGVFRPPDSE---------------- 
>cmiCXCR3L__--------------------------------------------------------------------------------------YDTDFNLYDLELASPCLPSSVDAFSSVFTPAVYALVFLVGLGATAWCCTWPTGRGGAGGAGAGE-EEEE--EGGEPHS-KIGDLFVTHLALSDVVLLLTLPLWAAESV--SS-WVF--GTVLCKAVGAMFLLSLY--SSSFFLVCISVDRYLSIVHAVQL-YRRRK---------PLHASLTTAGVWAASLALSC--LELGYRKVQTSVYLN--------------- 
>cmiCXCR4___------------------------------------------------------------------------------------------------------------------MCEEQNLYIKKILIPLFYSLIFILGIVGNGLVVLVM-GYHK------RYR-SMTDKYRLHLSVADLLFVLTLPFWAIDTV---N-WYF--GDITCKIVHVIYTMNLY--STVLIMAFISLDRYYAVVHATNS-TRQRK---------MLANRFVYVGVWLPSILLTV--PDMVFAKTTQLMD----------------- 
>cmiCXCR5___----------------------------------------------------------------------MLVSNKSVFLQNISIFLFLFFLPQEFPGNENDTSYYYGDGYVCNPRDEFSLESQTIAISVVSLLVSVMGVLGNGLVLTVL-ICTK------HTR-TPTDSYLLHLTLIDLLLSLSLPFTAIQGI--FQ-WYF--GQVVCKMVGTMYKLNFF--CSSLLLGFISFDRYLAIVYAVQT-YKKRK---------QVVIHCICAGVWALCLLLQL--PNTIYLRVETQEN----------------- 
>cmiCXCR6___----------------------------------------------------------------------------------------MVTIQPIYEYYDFNSTDDLNQQWELPCNKKEVKQFARFFIPLFYSIMCVTGLLGNSLVIVIY-VFYE------KLK-TVTNIYMVNLAVADLLFLCTLPFWAVNAC--HG-WIF--DTFMCKVMNGAYTVNFY--SCMLILTCVSINRYNVIVQATKM-LNCKY---------RRCHSVVCTAVWLLAIILSL--PQFIFSEARTDSS----------------- 
>cmiCCR4____-------------------------------------------------------------------------------------------------MYTTKDSTSTADYDYYHGFLPEDIRSDNTFQAVLYSLVFVFGLPGNILVLWVL-IQYK------GLK-SMTDIYLLNLTISDLLFVVSIPFWLHYML--HE-WVF--GNVLCKVINAGYLIGFY--SGILFIMLMSIERYLAIVHHVFA-FKVRK---------VRYGIISSAIIWFVAICASL--PELIFYNIKTVSG----------------- 
>cmiCCR6____----------------------------------------------------------------------------MDYSKENGNSDEDLDDEYFYNTSDYSDYYNNSGTWSTLCKMQDIREFMSVFIPILYIIIFVMGIIGNGLVVITY-VFYK------KMR-SMTDLYLLNLAVADIMFIATLPFWAVYES--NQ-WIF--GTFVCKFLKGVYSINFY--SGVLLLAVISVDRYIAIVHATKS-FNYRG-------KALLYGKIICAVTWLLVITASL--PDFIYCEVYDFTTSG--------------- 
>cmiCCR7____----------------------------------------------------------------------------------MTELLGFEFTTEDYNDVGTFDPNVDYRDFVSQCEMQEVRSFRESFLPVMYAVICVLGVLGNGLVVLTF-IYFK------RLK-TMTDIYLLNLALADLLFLFTLPFWAVSVV--KQ-WIF--GQPMCRTVCVLYKLSFF--SGMLLLMCISIDRYFSIVRAASA-HRHRS-------RAVYYSKIISGGVWILAFILSM--PELLYSEEIQRGG----------------- 
>cmiCCR9____-------------------------------------------------------------------------------MSTNVDVYSPYYFPTMANYDDSISSSVDYDYSSGLCDRSEVRQFSQYFQPAFYWCVCLLGAIGNILVVVLY-AFYK------RIK-TMTDVYLLNLSIADLLFLCTLPFWALNAS--IG-WRF--GSSLCKIVSGVYKINLF--SCMFLLTCISFDRYIAIVLATKA-HYSKN-------KRLLQSKLVCLFVWIIATILSF--PEFAFSSTNES------------------- 
>cmiCCR10___----------------------------------------------------------------------------------------MMATYEVSTDYPEETNNVDYSRFPAPCENVYVIDLIRVLQPCVYSVVFILGLVGNGLVLTIY-ICYR------KLK-SMTDMYLLNLAIADLLFIFTLPYMAASSV--HG-WIF--GNAMCKIVQSLYSMTFY--SGFLFLTCISVDRYIVIVRATLA-HRLRG-------KTIYYSKVTCLIVWFVSILISL--PQFIYSHVELE------------------- 
>cmiXCR1____---------------------------------------------------------------------------------------MTMMSTEMADYSDEYNTSYDYPEDSGICNKDSINNFAKTFMPAFYVLLLLFSLLGNGLVLCVL-VKYE------YLR-SITNIFILNLAVSDLLSAFCLPFWTMHHL--TG-WIF--GDIMCKVVCAMFYTGFY--SGIMFLTLMTFDRYLAVVHAVSA-LRSRK---------VRYAAITSVIVWGSSILATL--PHAIFSTLTE-------------------- 
>cmiXCR1ba__--------------------------------------------------------------------------------------MTTALPTEDYYNYDNYNYNYSDEDFVVLCENYNSNMFGATLTVTLYSLIFILSVVGNSLVLWIM-LRYE------KLK-TITDIFIVNLAISDLLFAASLPFWAKDHV--SG-WVF--GNAMCKLLSGVFFVGYY--SGIMFLTLMTADRYFAVVHAVYA-ARSRK---------TCYAVTASLVVWAISLSASV--PEFIYSTEITWNQ----------------- 
>cmiXCR1b___--------------------------------------------------------------------------------------------------------------------------FGVTLTVTLYSLIFILSVVGNSLVLWIM-LRYE------KLK-TITDIFIVNLAISDLLFAASLPFWAKDRV--SG-WVF--GNVMCKLLSGVFFVGYY--NGIMFLTLMTADRYFAVVHAVYA-ARSRK---------TCYAVTASLVVWAISLSASV--PEFIYSTEITWVQ----------------- 
>cmiACKR3___---------------------------------------------------------------------------MTASDLTAIADFLEELNMTMNESFCLPNSSECVSWEIFHCPYAFDKNAILYTMSFFYALIFIVGLVANVVVVYVN-LKTK------RTQ-YETHLYILNLAIADLCMVATLPIWLPSLVQHGS-WPF--GEFMCRLTHLVFSVNLF--GSIFFLTCMSVDRYISVVRVGES-VDRRK---------GVIRKIIIVYVWIFALVVSF--PDILFLKTVTLPSNG--------------- 
>cmiACKR4___-----------------------------------------------------------------------------------MEEADAIYYGDYNESYFDDNSSINYEDYIFLCEKDDVRKFAQSFLPAFYTITLILGLAGNSLVIAIY-AYYK------RIK-TKTDLYIMNVAIADLLLLFTLPFWALQAV--HG-WVV--GIALCKICSVLFVMNFN--AGMFFLACISVDRYVAISRVTSR-PTIGI-----------KGRITCLCVWLLAFLLSI--PDLIFTTVANRED----------------- 
>cmiACKR2___----------------------------------------------------------------------------MADTGLVLGGPPASPLNGSAFPEEDYNYTDYDFSPYLVCAKDEVRAFGKVFLPVLYVLVFTFGALGNSLLGLVL-IKYI------KLT-TMTDVYLLNLAISDFLFAASLPFWAVYVA--HE-WVF--GSPMCKVVSALYSVNFY--SSIFFITCMSFGMYLQIVHTVSL-KNLST---------VPKSVVVSAAVWLFSAVLSG--PELFYSESRKVDG----------------- 
>pmaCXCR4___----------------------------------------------------------------------------MAELMHSISLDEADLLPMGLNDTSELEDNPPRPAATAPTCLAPSQSFHRVFLPVVYGLVCLLGFAGNGLILVIL-TCFT------KKR-TSSDLYLMHLAAADLLFVLTMPFWAVGSA--TE-WVF--GNVLCCLVNFTFTVNLA--SSILLLACISIERYLAIVRATKT-DKVRR---------KFATKVTCGAVWALSLLLAM--PDLVFSHVYIAPLSG--------------- 
>pmaCCR13a__-----------------------------------------------------------------------------------MDVSSGFTTANPLDSSSVWGPTDDYEDDSGALCSDSAQRLGQTLLPVLYSLVFILGLVGNGLAFLVL-VRRQRRGNGSGTW-DTTQVFLLNLAAADLLLVATLPLWARHAA--RE-WPF--GEWACKLATALYSVSFY--CGVFVLTCLSVDRYLVVVRATRC-RGVRW--------RRRRAWVACAGAWSAAMLLSL--LDVLSSRVQLQADTPDSAP----------- 
>pmaCCR13b__-----------------------------------------------------------------------------------------MLTETTEYMSTEDNGSDYASGRNGMSCDFDAEELSKTLLPIIYSIVFILAFIGNALVILIL-VKFK------RHK-EVTNFYLLNLSIADLIFAATMPFWAHESA--NGTWIF--GNIMCKLVTACYSVNFY--SGIFLLVCMSIDRFNAVVLATKF-NKIRR---------LQNVKYICAFVWGFASSLSI--FDIVYVKAQTFDD----------------- 
>pmaACKR3a__-----------------------------------------------------------------------MSSIDFTSLLESLEEFNSSDLPEEWTRLCNASDLECLWREVFHCVHPFDKSSLFVPIAVLNCFVFFAGLLGNAAVLWLL-WRPG------RGGRPEVRCYVLNLAVADLFVVLTLPVWTVSLLGHGA-WSL--GDFMCKFTHFVYSVNLY--GSIFFLVALSADRYVTLVLSPDL-LGRLA------ERRARSRALACAGVWLLALAVSM--PDIVYIESGTAPHTN--------------- 
>pmaACKR3b__--------------------------------------------MLAAKRLPRVNVPCVYSLCRLRTHRDNSNMDLTLDFDSEAFLNVTDYWDLEPTCNESTDGNCSSFYEHFDCPHVLNKGALLIGISIVYLVIFVVGVAGNVAVFCFN-VFFH------KNR-FETHLYVVNLAISNLCIVLIMPVMVASFLHDDQ-WLY--GNFLCKLTNVTFSVNLF--AGVFFVTAMSVDRYITFVHFHEA-SSRRK---------ERARLLICAIAWLLAVVASL--PEIIYIRAVTTPSG---------------- 
 
 



 TM-V Phe5.47, Pro5.50, Tyr5.58 TM-VI Phe6.44 CWxP (Cys6.47, Trp6.48, Pro6.50) TM-VII Glu7.39 NPxxY(x)5,6F (Asn7.49, Pro7.50, Tyr7.53, Phe7.60) 
>hsaCXCR1___SPVCYEVLGNDTAK--WRMVLRILPHT-FGFIVPLFVMLFCYGFTLRTLFKA--------HMGQKHRAMRVIFAVVLIFLLCWLPYNLVLLADTLMRT-------QVIQETCERRNNIGRALDATEILGFLHSCLNPIIYAFIG-QNFRHGFLKILAMHGLVSKEFLARHRVTSYTSSSVNVSSNL-------------------------------------------------------------- 
>hsaCXCR2___SPACYEDMGNNTAN--WRMLLRILPQS-FGFIVPLLIMLFCYGFTLRTLFKA--------HMGQKHRAMRVIFAVVLIFLLCWLPYNLVLLADTLMRT-------QVIQETCERRNHIDRALDATEILGILHSCLNPLIYAFIG-QKFRHGLLKILAIHGLISKDSLPKDSRPSFVGSSSGHTSTTL------------------------------------------------------------- 
>hsaCXCR3___ATHCQYNFPQV-----GRTALRVLQLV-AGFLLPLLVMAYCYAHILAVLLVS--------RGQRRLRAMRLVVVVVVAFALCWTPYHLVVLVDILMDL------GALAR-NCGRESRVDVAKSVTSGLGYMHCCLNPLLYAFVG-VKFRERMWMLLLRLGCPNQRGLQRQPSSSRRDSSWSETSEASYSGL--------------------------------------------------------- 
>hsaCXCR4___RYICDRFYPNDL----WVVVFQFQHIM-VGLILPGIVILSCYCIIISKLSHS--------KGHQKRKALKTTVILILAFFACWLPYYIGISIDSFILL-------EIIKQGCEFENTVHKWISITEALAFFHCCLNPILYAFLG-AKFKTSAQHALTSVSRGSSLKILSKGKRGGHSSVSTESESSSFHSS--------------------------------------------------------- 
>hsaCXCR5___LPRCTFSQENQAETH-AWFTSRFLYHV-AGFLLPMLVMGWCYVGVVHRLRQA-------QRRPQRQKAVRVAILVTSIFFLCWSPYHIVIFLDTLARL-------KAVDNTCKLNGSLPVAITMCEFLGLAHCCLNPMLYTFAG-VKFRSDLSRLLTKLGCTGPASLCQLFPSWRRSSLSESENATSLTTF--------------------------------------------------------- 
>hsaCXCR6___KLICGYHDEA------ISTVVLATQMT-LGFFLPLLTMIVCYSVIIKTLLHA--------GGFQKHRSLKIIFLVMAVFLLTQMPFNLMKFIRSTHWE-------------YYAMTSFHYTIMVTEAIAYLRACLNPVLYAFVS-LKFRKNFWKLVKDIGCLPYLGVSHQWKSSEDNSKTFSASHNVEATSMFQL----------------------------------------------------- 
>hsaCCR1____HHTCSLHFPHESLRE-WKLFQALKLNL-FGLVLPLLVMIICYTGIIKILLRR--------PNEKKSKAVRLIFVIMIIFFLFWTPYNLTILISVFQDF-------LFTH-ECEQSRHLDLAVQVTEVIAYTHCCVNPVIYAFVG-ERFRKYLRQLFHRRVAVHLVKWLPFLSVDRLERVSSTSPSTGEHELSAGF----------------------------------------------------- 
>hsaCCR2____VYVCGPYFPRG-----WNNFHTIMRNI-LGLVLPLLIMVICYSGILKTLLRC-------RNEKKRHRAVRVIFTIMIVYFLFWTPYNIVILLNTFQEF-------FGLS-NCESTSQLDQATQVTETLGMTHCCINPIIYAFVG-EKFRRYLSVFFRKHITKRFCKQCPVFYRETVDGVTSTNTPSTGEQEVSAGL---------------------------------------------------- 
>hsaCCR3____ETLCSALYPEDTVYS-WRHFHTLRMTI-FCLVLPLLVMAICYTGIIKTLLRC--------PSKKKYKAIRLIFVIMAVFFIFWTPYNVAILLSSYQSI-------LFGN-DCERSKHLDLVMLVTEVIAYSHCCMNPVIYAFVG-ERFRKYLRHFFHRHLLMHLGRYIPFLPSEKLERTSSVSPSTAEPELSIVF----------------------------------------------------- 
>hsaCCR4____HTYCKTKYSLNSTT--WKVLSSLEINI-LGLVIPLGIMLFCYSMIIRTLQHC--------KNEKKNKAVKMIFAVVVLFLGFWTPYNIVLFLETLVEL-------EVLQ-DCTFERYLDYAIQATETLAFVHCCLNPIIYFFLG-EKFRKYILQLFKTCRGLFVLCQYCGLLQIYSADTPSSSYTQSTMDHDLHDAL--------------------------------------------------- 
>hsaCCR5____HYTCSSHFPYSQYQF-WKNFQTLKIVI-LGLVLPLLVMVICYSGILKTLLRC-------RNEKKRHRAVRLIFTIMIVYFLFWAPYNIVLLLNTFQEF-------FGLN-NCSSSNRLDQAMQVTETLGMTHCCINPIIYAFVG-EKFRNYLLVFFQKHIAKRFCKCCSIFQQEAPERASSVYTRSTGEQEISVGL---------------------------------------------------- 
>hsaCCR6____SDVCEPKYQTVSEPIRWKLLMLGLELL-FGFFIPLMFMIFCYTFIVKTLVQA--------QNSKRHKAIRVIIAVVLVFLACQIPHNMVLLVTAANLG-------KMNR-SCQSEKLIGYTKTVTEVLAFLHCCLNPVLYAFIG-QKFRNYFLKILKDLWCVRRKYKSSGFSCAGRYSENISRQTSETADNDNASSFTM------------------------------------------------- 
>hsaCCR7____AMRCSLITEHVE----AFITIQVAQMV-IGFLVPLLAMSFCYLVIIRTLLQA--------RNFERNKAIKVIIAVVVVFIVFQLPYNGVVLAQTVANF-----NITSST--CELSKQLNIAYDVTYSLACVRCCVNPFLYAFIG-VKFRNDLFKLFKDLGCLSQEQLRQWSSCRHIRRSSMSVEAETTTTFSP------------------------------------------------------- 
>hsaCCR8____VLQCYSFYNQQTLK--WKIFTNFKMNI-LGLLIPFTIFMFCYIKILHQLKRC--------QNHNKTKAIRLVLIVVIASLLFWVPFNVVLFLTSLHSM-------HILD-GCSISQQLTYATHVTEIISFTHCCVNPVIYAFVG-EKFKKHLSEIFQKSCSQIFNYLGRQMPRESCEKSSSCQQHSSRSSSVDYIL---------------------------------------------------- 
>hsaCCR9____IAICTMVYPSDESTK-LKSAVLTLKVI-LGFFLPFVVMACCYTIIIHTLIQA--------KKSSKHKALKVTITVLTVFVLSQFPYNCILLVQTIDAY-----AMFISN--CAVSTNIDICFQVTQTIAFFHSCLNPVLYVFVG-ERFRRDLVKTLKNLGCISQAQWVSFTRREGSLKLSSMLLETTSGALSL------------------------------------------------------- 
>hsaCCR10___QRRCRLIFPEGLTQT-VKGASAVAQVA-LGFALPLGVMVACYALLGRTLLAA--------RGPERRRALRVVVALVAAFVVLQLPYSLALLLDTADLL-----AARERS--CPASKRKDVALLVTSGLALARCGLNPVLYAFLG-LRFRQDLRRLLRGGSSPSGPQPRRGCPRRPRLSSCSAPTETHSLSWDN------------------------------------------------------- 
>hsaCX3CR1__ENECLGDYPEVLQEI-WPVLRNVETNF-LGFLLPLLIMSYCYFRIIQTLFSC--------KNHKKAKAIKLILLVVIVFFLFWTPYNVMIFLETLKLY-------DFFP-SCDMRKDLRLALSVTETVAFSHCCLNPLIYAFAG-EKFRRYLYHLYGKCLAVLCGRSVHVDFSSSESQRSRHGSVLSSNFTYHTSDGDALLLL--------------------------------------------- 
>hsaXCR1____SSGCDYSELT------WYLTSVYQHNL-FFLL-SLGIILFCYVEILRTLFRS--------RSKRRHRTVKLIFAIVVAYFLSWGPYNFTLFLQTLFRT-------QIIR-SCEAKQQLEYALLICRNLAFSHCCFNPVLYVFVG-VKFRTHLKHVLRQFWFCRLQAPSPASIPHSPGAFAYEGASFY------------------------------------------------------------- 
>hsaACKR3___ETYCRSFYPEHSIKE-WLIGMELVSVV-LGFAVPFSIIAVFYFLLARAISAS--------SDQEKHSSRKIIFSYVVVFLVCWLPYHVAVLLDIFSIL-------HYIPFTCRLEHALFTALHVTQCLSLVHCCVNPVLYSFIN-RNYRYELMKAFIFKYSAKTGLTKLIDASRVSETEYSALEQSTK------------------------------------------------------------ 
>hsaACKR2___VWNCHADFGGHGTI--WKLFLRFQQNL-LGFLLPLLAMIFFYSRIGCVLVRL--------RPAGQGRALKIAAALVVAFFVLWFPYNLTLFLHTLLDL-------QVFG-NCEVSQHLDYALQVTESIAFLHCCFSPILYAFSS-HRFRQYLKAFLAAVLGWHLAPGTAQASLSSCSESSILTAQEEMTGMNDLGERQSENYPNKEDVGNKSA----------------------------------- 
>hsaACKR4___NARCIPIFPRYLGTS-MKALIQMLEIC-IGFVVPFLIMGVCYFITARTLMKM--------PNIKISRPLKVLLTVVIVFIVTQLPYNIVKFCRAIDII-----YSLITS--CNMSKRMDIAIQVTESIALFHSCLNPILYVFMG-ASFKNYVMKVAKKYGSWRRQRQSVEEFPFDSEGPTEPTSTFSI------------------------------------------------------------ 
>hsaACKR5___CAFSRTPFLPADETF-WKHFLTLKMNI-SVLVLPLFIFTFLYVQMRKTLRFR----------EQRYSLFKLVFAIMVVFLLMWAPYNIAFFLSTFKEH-------FSLS-DCKSSYNLDKSVHITKLIATTHCCINPLLYAFLD-GTFSKYLCRCFHLRSNTPLQPRGQSAQGTSREEPDHSTEV--------------------------------------------------------------- 
>hsaACKR1___GGLCTLIYSTELKA--LQATHTVACLA-IFVLLPLGLFGAKGLKKALGMGPG------------------PWMNILWAWFIFWWPHGVVLGLDFLVRS-----KLLLLS-TCLAQQALDLLLNLAEALAILHCVATPLLLALFC-HQATRTLLPSLPLPEGWSSHLDTLGSKS--------------------------------------------------------------------------- 
>musCXCR1___SGTVCYEVLGEATTD-FRMTLRGLSHI-FGFLLPLLTMLVCYGLTLRMLFKT--------HMRQKHRAMGVIFAVVLVFLLCCLPYNLVLLSDTLLGA-------HLIEDTCERRNDIDQALYITEILGFSHSCLNPIIYAFVG-QNFRHEFLKILANHGLVRKEVLTHRRVAFHTSLTAIY------------------------------------------------------------------ 
>musCXCR2___STLVCYEDVGNNTSR-LRVVLRILPQT-FGFLVPLLIMLFCYGFTLRTLFKA--------HMGQKHRAMRVIFAVVLVFLLCWLPYNLVLFTDTLMRT-------KLIKETCERRDDIDKALNATEILGFLHSCLNPIIYAFIG-QKFRHGLLKIMATYGLVSKEFLAKEGRPSFVSSSSANTSTTL------------------------------------------------------------- 
>musCXCR3___ATHCQYNFPQV-----GRTALRVLQLV-AGFLLPLLVMAYCYAHILAVLLVS--------RGQRRFRAMRLVVVVVAAFAVCWTPYHLVVLVDILMDV-------GVLARNCGRESHVDVAKSVTSGMGYMHCCLNPLLYAFVG-VKFREQMWMLFTRLGRSDQRGPQRQPSSSRRESSWSETTEASYLGL--------------------------------------------------------- 
>musCXCR4___RYICDRLYPDSL----WMVVFQFQHIM-VGLVLPGIVILSCYCIIISKLSHS--------KGHQKRKALKTTVILILAFFACWLPYYVGISIDSFILL-------GVIKQGCDFESIVHKWISITEALAFFHCCLNPILYAFLG-AKFKSSAQHALNSMSRGSSLKILSKGKRGGHSSVSTESESSSFHSS--------------------------------------------------------- 
>musCXCR5___LPQCTFSQENEAETR-AWFTSRFLYHI-GGFLLPMLVMGWCYVGVVHRLLQA-------QRRPQRQKAVRVAILVTSIFFLCWSPYHIVIFLDTLERL-------KAVNSSCELSGYLSVAITLCEFLGLAHCCLNPMLYTFAG-VKFRSDLSRLLTKLGCAGPASLCQLFPNWRKSSLSESENATSLTTF--------------------------------------------------------- 
>musCXCR6___KLICQYHSEE------ISTMVLVIQMT-LGFFLPLLTMILCYSGIIKTLLHA--------RNFQKHKSLKIIFLVVAVFLLTQTPFNLAMLIQSTSWE-------------YYTITSFKYAIVVTEAIAYFRACLNPVLYAFVG-LKFRKNVWKLMKDIGCLSHLGVSSQWKSSEDSSKTCSASHNVETTSMFQL----------------------------------------------------- 
>musCCR1____HRTCSPHFPYKSLKQ-WKRFQALKLNL-LGLILPLLVMIICYAGIIRILLRR--------PSEKKVKAVRLIFAITLLFFLLWTPYNLSVFVSAFQDV-------LFTN-QCEQSKQLDLAMQVTEVIAYTHCCVNPIIYVFVG-ERFWKYLRQLFQRHVAIPLAKWLPFLSVDQLERTSSISPSTGEHELSAGF----------------------------------------------------- 
>musCCR1L1__YHTCRAILPRKSLIR-FLRFQALTMNI-LGLILPLLAMIICYTRIINVLHRR--------PNKKKAKVMRLIFVITLLFFLLLAPYYLAAFVSAFEDV-------LFTP-SCLRSQQVDLSLMITEALAYTHCCVNPVIYVFVG-KRFRKYLWQLFRRHTAITLPQWLPFLSEDRAQRASATPPSTVEIETSADL----------------------------------------------------- 
>musCCR2____HYTCGPYFTQL-----WKNFQTIMRNI-LSLILPLLVMVICYSGILHTLFRC-------RNEKKRHRAVRLIFAIMIVYFLFWTPYNIVLFLTTFQES-------LGMS-NCVIDKHLDQAMQVTETLGMTHCCINPVIYAFVG-EKFRRYLSIFFRKHIAKRLCKQCPVFYRETADRVSSTFTPSTGEQEVSVGL---------------------------------------------------- 
>musCCR3____EFSCSPRYPEGEEDS-WKRFHALRMNI-FGLALPLLIMVICYSGIIKTLLRC--------PNKKKHKAIRLIFVVMIVFFIFWTPYNLVLLFSAFHST-------FLET-SCQQSKHLDLAMQVTEVIAYTHCCINPVIYAFVG-ERFRKHLRLFFHRNVAVYLGKYIPFLPGEKMERTSSVSPSTGEQEISVVF----------------------------------------------------- 
>musCCR4____HTYCKTQYSVNSTT--WKVLSSLEINV-LGLLIPLGIMLFCYSMIIRTLQHC--------KNEKKNRAVRMIFAVVVLFLGFWTPYNVVLFLETLVEL-------EVLQ-DCTLERYLDYAIQATETLAFIHCCLNPVIYFFLG-EKFRKYITQLFRTCRGPLVLCKHCDFLQVYSADMSSSSYTQSTVDHDFRDAL--------------------------------------------------- 
>musCCR5____HYTCSPHFPHTQYHF-WKSFQTLKMVI-LSLILPLLVMVICYSGILHTLFRC-------RNEKKRHRAVRLIFAIMIVYFLFWTPYNIVLLLTTFQEF-------FGLN-NCSSSNRLDQAMQATETLGMTHCCLNPVIYAFVG-EKFRSYLSVFFRKHMVKRFCKRCSIFQQDNPDRASSVYTRSTGEHEVSTGL---------------------------------------------------- 
>musCCR6____RDVCEPRYRSVSEPITWKLLGMGLELF-FGFFTPLLFMVFCYLFIIKTLVQA--------QNSKRHRAIRVVIAVVLVFLACQIPHNMVLLVTAVNTG-------KVGR-SCSTEKVLAYTRNVAEVLAFLHCCLNPVLYAFIG-QKFRNYFMKIMKDVWCMRRKNKMPGFLCARVYSESYISRQTSETVENDNASSFTM------------------------------------------------ 
>musCCR7____TLRCSLVSAQVE----ALITIQVAQMV-FGFLVPMLAMSFCYLIIIRTLLQA--------RNFERNKAIKVIIAVVVVFIVFQLPYNGVVLAQTVANF-----NITNSS--CETSKQLNIAYDVTYSLASVRCCVNPFLYAFIG-VKFRSDLFKLFKDLGCLSQERLRHWSSCRHVRNASVSMEAETTTTFSP------------------------------------------------------- 
>musCCR8____MLQCFQFYEEQSLR--WKLFTHFEINA-LGLLLPFAILLFCYVRILQQLRGC--------LNHNRTRAIKLVLTVVIVSLLFWVPFNVALFLTSLHDL-------HILD-GCATRQRLALAIHVTEVISFTHCCVNPVIYAFIG-EKFKKHLMDVFQKSCSHIFLYLGRQMPVGALERQLSSNQRSSHSSTLDDIL---------------------------------------------------- 
>musCCR9____IATCTMVYPKDKNAK-LKSAVLILKVT-LGFFLPFMVMAFCYTIIIHTLVQA--------KKSSKHKALKVTITVLTVFIMSQFPYNSILVVQAVDAY-----AMFISN--CTISTNIDICFQVTQTIAFFHSCLNPVLYVFVG-ERFRRDLVKTLKNLGCISQAQWVSFTRREGSLKLSSMLLETTSGALSL------------------------------------------------------- 
>musCCR10___QRRCRLIFPESLTQT-VKGASAVAQVV-LGFALPLGVMAACYALLGRTLLAA--------RGPERRRALRVVVALVVAFVVLQLPYSLALLLDTADLL-----AARERS--CSSSKRKDLALLVTGGLTLVRCSLNPVLYAFLG-LRFRRDLRRLLQGGGCSPKPNPRGRCPRRLRLSSCSAPTETHSLSWDN------------------------------------------------------- 
>musCX3CR1__DNECLGDYPEVLQEM-WPVLRNSEVNI-LGFALPLLIMSFCYFRIIQTLFSC--------KNRKKARAVRLILLVVFAFFLFWTPYNIMIFLETLKFY-------NFFP-SCDMKRDLRLALSVTETVAFSHCCLNPFIYAFAG-EKFRRYLGHLYRKCLAVLCGHPVHTGFSPESQRSRQDSILSSFTHYTSEGDGSLLL----------------------------------------------- 
>musXCR1____SLNCKYSEH-------HGFLASVYQHN-IFFLLSMGIILFCYVQILRTLFRT--------RSRQRHRTVRLIFTVVVAYFLSWAPYNLTLFLKT-----------GIIQQSCESLQQLDIAMIICRHLAFSHCCFNPVLYVFVG-IKFRRHLKHLFQQVWLCRKTSSTVPCSPGTFTYEGPSFY---------------------------------------------------------------- 
>musACKR3___ETYCRSFYPEHSIKE-WLIGMELVSVI-LGFAVPFTIIAIFYFLLARAMSAS--------GDQEKHSSRKIIFSYVVVFLVCWLPYHFVVLLDIFSIL-------HYIPFTCQLENVLFTALHVTQCLSLVHCCVNPVLYSFIN-RNYRYELMKAFIFKYSAKTGLTKLIDASRVSETEYSALEQNTK------------------------------------------------------------ 
>musACKR2___VWHCYADFGGHATI--WKLYLRFQLNL-LGFLLPLLAMIFFYSRIGCVLVRL--------RPPGQGRALRMAAALVIVFFMLWFPYNLTLFLHSLLDL-------HVFG-NCEISHRLDYTLQVTESLAFSHCCFTPVLYAFCS-HRFRRYLKAFLSVMLRWHQAPGTPSSNHSESSRVTAQEDVVSMNDLGERQSEDSLNKGEMGNT---------------------------------------- 
>musACKR4___NARCTPIFPHHLGTS-LKASIQMLEIG-IGFVVPFLIMGVCYASTARALIKM--------PNIKKSRPLRVLLAVVVVFIVTQLPYNVVKFCQAIDAI-----YLLITS--CDMSKRMDVAIQVTESIALFHSCLNPILYVFMG-ASFKNYIMKVAKKYGSWRRQRQNVEEIPFDSEGPTEPTSSFTI------------------------------------------------------------ 
>musACKR5___CAFGKPHFLPIEAPL-WKYVLTSKMII-LVLAFPLLVFIICCRQLRRRQSFR----------ERQYDLHKPALVITGVFLLMWAPYNTVLFLSAFQEH-------LSLQ-DEKSSYHLDASVQVTQLVATTHCCVNPLLYLLLDRKAFMRYLRSLFPRCNDIPYQSSGGYQQAPPREGHGRPIELYSNLHQRQDII---------------------------------------------------- 
>musACKR1___AYNGFCAFPSSRDMEALKYMHYAICFT-IFTVLPPTLLAAKGLKIALSKGPG------------------PWVSVLWIWFIFWWPHGMVLIFDALVRS-----KIVLLY-TCQSQKILDAMLNVTEALSMLHCVATPLLLALFC-HQTTRRSLSSLSLPTRQASQMDALAGKS--------------------------------------------------------------------------- 
>btaCXCR1___DLVCYEDLGANTTK--WRMIMRVLPQT-FGFLLPLLVMLFCYGFTLRTLFSA--------QMGHKHRAMRVIFAVVLVFLLCWLPYNLVLIADTLMRA-------HVIAETCQRRNDIGRALDATEILGFLHSCLNPLIYVFIG-QKFRHGLLKIMAIHGLISKEFLAKDGRPSFVGSSSGNTSTTL------------------------------------------------------------- 
>btaCXCR2___SSAVCYEDMGANTTK-WRMVMRVLPQT-FGFLLPLLVMLFCYGFTLRTLFSA--------QMGQKHRAMRVIFAVVLVFLLCWLPYNLVLIVDTLMRA-------HVIAETCQRRNDIGRALDATEILGFLHSCLNPLIYVFIG-QKFRHGLLKIMAIHGLISKEFLAKDGRPSFVGSSSGNTSTTL------------------------------------------------------------- 
>btaCXCR3___ATHCQYNFPQE-----GHTALRILQLV-AGFLLPLLVMAYCYARILAVLLVS--------RGQRRLRAMRLVVVVVVAFALCWTPYHLVVLVDTLMDL-------GALARNCGRESSVDIAKSVTSGMGYMHCCLNPLLYAFVG-VKFRERMWVLLVRLGCPDQRCHQRQPSASRRESSWSETTEASYSGL--------------------------------------------------------- 
>btaCXCR4___RYICDRFYPSDL----WLVVFQFQHIV-VGLLLPGIVILSCYCIIISKLSHS--------KGYQKRKALKTTVILILTFFACWLPYYIGISIDSFILL-------EIIQQGCEFESTVHKWISITEALAFFHCCLNPILYAFLG-AKFKTSAQHALTSVSRGSSLKILSKGKRGGHSSVSTESESSSFHSS--------------------------------------------------------- 
>btaCXCR5___LPHCTFSQENQAETN-AWFTSRFLYHI-GGFLLPMLVMAWCYVGVVHRLCQA-------QRRPQRQKAVRVAILVTSVFFLCWSPYQVVIFLDTLARL-------KMLGSSCELDGYLSMAITMSEFLGLAHCCLNPMLYTFAG-VKFRSDLSRLLTKLGCPGPASLCQFFPSWRKSSLSESENATSLTTF--------------------------------------------------------- 
>btaCXCR6___KPFCGYHEA-------ISTMVLAIQMT-LGFFLPLLAMILCYSVIIKTLLQA--------RGFRKHKSLKIIFLVVAVFLLTQTPFNLVKLIRSTSWE-------------YHTMTSFDYAITVTEAIAYLRACLNPVLYAFVG-LKFRKNFWKLVKDAGCLPYLGVSGQHMYSEDTSRSASASHNVEATSMFHL----------------------------------------------------- 
>btaCCR1____HHTCSIHFPPESFTK-WKQFQALKLNI-MGLVLPLLVMIVCYTGIIKILLRR--------PNEKKAKAVRLIFVIMIIFFLFWTPYNLSVFVAAFQDS-------LFTR-KCEQSRQLDLAIQVTEVIAYTHCCINPVIYVFVG-ERFRKYLRQLFYRLVAVHLAKWFPFLSTERLERVSSMSPSTGEHELSAGF----------------------------------------------------- 
>btaCCR1L1__HYTCSLHFPPESHGRKWKQFLALKLNI-LGLILPLLVMTVCYGHIKIIKIML-------RTWNKKANIIRLIFVIMITFFLFWTPCNLTVFVSAFQDS------------LCEHCSQLDLAIEVTEAIAYAHCCMNPIVYVLFC-RRYRRVLWYLLYQLTKCRCFLYEEAGEGQLHVHYTGKEERCSVYRLRPLRSIRDKETISC------------------------------------------- 
>btaCCR2____GYACAPYFPLG-----WKNFHTIMRSI-LGLVLPLLVMIICYSGIIKTLLRC-------RNEKKKHKAVRLIFVIMIVYFLFWAPYNIVLLLSTFQEF-------FGLS-NCKSSSQLDQAMQVTETLGLTHCCINPIIYAFVG-EKFRRYLSTFFRKHIAKHLCKQCPVFYGETGDRVSSTYTHSTGEQEVSAAL---------------------------------------------------- 
>btaCCR3____QTFCSPLYPEDNENA-WKRFHALRMNI-LGLALPLLVMAICYSGIIKTLLRC--------PSKKKYKAIRLIFVIMVVFFIFWTPYNLVVLLFAFQMH---------LKADCEQSRQLDLAMLVTEVIAYTHCCVNPVIYAFVG-ERFRKHLRHFFHRYMATYLGKFMPFLPSEKLERTSSVSPSTGEQELSAVF----------------------------------------------------- 
>btaCCR4____HTYCKTKYSFNSTR--WKVLSSLEINI-LGLVIPLGIMLFCYSMIIRTLQHC--------KNEKKNKAVKMIFAVVVLFLGFWTPYNVVLFLETLVEL-------EVLQ-DCTFERHLDYAIQTTETLAFVHCCLNPVIYFFLG-EKFRKYIVQLFKTCRGTLVLCQYCRLLPMYTDTPSSSYTQSTVDHDLRDAL---------------------------------------------------- 
>btaCCR5____RHTCSPHFPSSQYHF-WKNFQTLKIVI-LGLVLPLLVMIVCYSGIIKTLLRC-------RNEKKKHKAVRLIFVIMIVYFLFWAPYNIVLLLSTFQEF-------FGLN-NCSGSNRLDQAMQVTETLGMTHCCINPIIYAFVG-EKFRNYLLRFFRKYFASRFCKGCPVFQGEAPERVSSVYTRSTGEQEISVGL---------------------------------------------------- 
>btaCCR6____GDVCEPRYHAVSEPIRWKLLMLGLQLL-FGFFIPLVFMIFCYAFIVKTLVQA--------QNSKRHRAIRVIIAVVLVFLACQIPHNMVLLVTAVNLG-------RTGR-SCGSEKLLGYAKNVTEVLAFLHCCLNPALYAFIG-QKFRSYFLKIMKDLWCVRKKQKAPGFSCSRLHSDTFTSRQNSETADNDNPSSFTM------------------------------------------------ 
>btaCCR7____EQALRCSLVTEHVE--ALITIQVAQMV-VGFLIPLMAMSFCYLVIIRTLLQA--------RNFERNKAIKVIIAVVVVFVAFQLPYNGVVLAQTVANF-----NITSGT-SCELSKQLNIAYDVTYSLACVRCCVNPFLYAFIG-VKFRSDLFKLFKDLGCLSQEQLRQWSSCRHTRRSSMSVEAETTTTFSP------------------------------------------------------- 
>btaCCR8____ILQCYSYYNQQTLK--WKIFIHFEVNI-LGLLIPFSILMFCYIRILHQLKSC--------QNHNKTKAIKLVLIVVVASLLFWVPFNTVLFLTSLHDM-------HVLD-GCVMSQQLTYATHVTETISFTHCCVNPIIYAFMG-EKFKKHLSELFRKSCSHTLVYIGRQVSREVLEKSSSNQQSSRSSTVDYIL----------------------------------------------------- 
>btaCCR9____IAICTMVYSSDDSTK-LKSAVLTLKVI-LGFFLPFVVMACCYTIIIHTLIQA--------KKSSKHKALKVTITVLTVFVLSQFPHNCVLLVQTIDAY-----AMFISS--CALSIKIDICFQVTQTVAFFHSCLNPVLYVFVG-ERFRRDLVKTLKNLGCISQAQWVSFTRREGSLKLSSMLLETTSGALSF------------------------------------------------------- 
>btaCCR10___QRRCRLIFPEGLTQT-VKGASAVAQVV-LGFALPLGVMAACYALLGRTLLAT--------RGPERRRALRVVVALVAAFVVLQLPYSLALLLDTADLL-----AARERS--CPASKRKDLALLVTGGLALARCGLNPVLYAFLG-LRFRQDLRRLLRGGGCSPGPHPGGGGGRCPRRPRLSSCSAPTETNSFSSWDH--------------------------------------------------- 
>btaCX3CR1__ENECFGDYPEILQEI-WPVILNTEINF-LGFLLPLLIMSYCYFRIMQTLFSC--------KNHKKAKAIRLIFLVVVVFFLFWTPYNVMIFLQTLNLY-------DFFP-KCDVKRDLKLAISVTETIAFSHCCLNPLIYAFAG-EKFRRYLYRLYRKCLAVLCCHPDHLSFSSSLSESQRSRRESVLSSNFTHYTSDGDASILL------------------------------------------- 
>btaXCR1____PSGCDYSEL-------EGFLASVYQHN-VIFLLSVGVILFCYVEILRTLFRS--------RSKRRHRTVRLIFTIVAAYFLSWAPYNLILFLQTLLKL-------GVIQ-SCEVSQQLDYALLICRNVAFSHCCFNPVLYVFVG-VKFRRHLKSLLRRFWLCRQQVPSLPPSPHPPGAFTYEGISFY------------------------------------------------------------- 
>btaACKR3___ETYCRAFYPEHSVKE-WLISMELVSVI-LGFAIPFCIIAVFYFLLARAIASS--------SDQEKQSSRKIILSYVVVFLVCWLPYHLVVLLDIFSIL-------HYIPFTCQLEAFLFTALHVTQCLSLVHCCVNPVLYSFIN-RNYRYELMKAFIFKYSAKTGLTKLIDASHVSETEYSALEQNAK------------------------------------------------------------ 
>btaACKR2___VWECYADFGGHGTI--WKLFLRFQQNL-LGFLLPLLAMIFFYSRIGSVLVSL--------RPPGQRRALRMAVALVVAFFVLWFPYNLTLFLHSLLDL-------QVFG-DCRVSQHLDYALQVTESIAFLHCCFTPVLYAFSS-HRFRQYLKAFLATVLRRQQALPSSYSESSGLTVQEDVMGMSDLGERPAESSPTRLSISSGLLRLDS------------------------------------- 
>btaACKR4___KARCVPIFPYHLGTS-MKASIQILEIC-IGFIIPFLIMAVCYFITAKTLIKM--------PNIKKSQPLKVLFTVVIVFIVTQLPYNIVKFCQAIDII-----YSLITD--CDMSKRMDVAIQITESIALFHSCLNPVLYVFMG-TSFKNYIMKVAKKYGSWRRQRQNVEEIPFESEDATEPTSTFSI------------------------------------------------------------ 
>btaACKR5___CFFTGLHFLPADETF-WKHFLTLKMNI-LGFLLPLFAFVYCYVRMRKTLQFR----------ERNYGLFKLVFTIMAVFLLMWGPYNIVLFLSAFNEH-------FSLH-GCGSSYNLNKSVQITRIIAATHCCVNPLLYVFLD-KAFRKHLCHLFYLCSDTAPQPTEEPAQGASGEEYHLSS----------------------------------------------------------------- 
>btaACKR1___QGLCTVTFSGEWET--LRYIHAAACFA-IFVLLPLGLLGTKGLKTVLGRAPC------------------PWVDVLWVWFIFWWPQGMTLGLDSLVRS-----KAIVVS-TCPAQQALDMLLDVAEALAILHCVATPLLLAWVC-YQATHTSPPSLPLPTTQTSHLDTFGGKS--------------------------------------------------------------------------- 
>lafCXCR1___SLIVCYEDIGNNTAK-WRLVLRILPQT-FGFVLPLLVMVFCYGFTLRTLLEA--------RMKQKYRAMRVIFVVVFVFLLCWLPYNLVLVTDTLMRT-------GLIEETCERRNDIGRALDATEILGFFHSCLNPVIYAFIG-QNFRNGFLKILATHGLVSKDFLARHHITSYTSSSTNVSANF-------------------------------------------------------------- 
>lafCXCR2___SSPVCYEDIGNNTAN-WRLVLRILPQT-FGFILPLLVMVFCYGFTLRTLFEA--------HTGQKHKAMRIIFAVVLVFLLCWLPYNLVLVTDTLMRI-------GVIKETCERRNDIGWALDVTEILGFLHSCLNPLIYAFIG-QKFRHGLLRILATHGLISKDFLAKDGRPSFVGSSSANTSTTL------------------------------------------------------------- 
>lafCXCR3___ATHCQYNFPQV-----GRTALRMLQLV-AGFLLPLLVMAYCYARILAVLLVS--------RGQRRLRAMRLVVMVVVAFALCWTPYHLVVLVDTLMDL-------GALARDCGRESRVDVAKSVTSGLGYMHCCLNPLLYAFVG-VKFRERMWMLLMRLGCPGQRRHQRQAAPSYRDSSWSETTEATYSGL--------------------------------------------------------- 
>lafCXCR4___KYICDRFYPSDL----WMVVFQFQHIM-VGLILPGIVILSCYCIIISKLSHS--------KGHQKRKALKTTVILILAFFACWLPYYVGISIDAFILL-------EIIKQGCEFENTVHKWISITEALAFFHCCLNPILYAFLG-AKFKTSAQHALTSVSRGSSLKILSKGKRAGHSSVSTESESSSFHSS--------------------------------------------------------- 
>lafCXCR6___KLICDYKDEK------ISTVVLATQMA-LGFFLPLFTMIICYSVIIKTLLHA--------RGFQKHKSLKIIFLVVAVFLLTQTPFNLMKLIRSTSWE-------------YHAMTSFHYAIIVTEAIAYLRACLNPVLYVFVG-LKFRKNFWKLVKDIGCLPYLGVSSQWKFSEDTSKISSASHNVEATSMLQM----------------------------------------------------- 
>lafCCR1____HYTCSLFFPYESLKM-WKQFQALKLNI-LGLVLPLLVMIVCYTGIIKILLRR--------PNEKKAKAVRLIFVIMIIFFLFWTPYNLAVLVSAFQDS-------LFSN-ECEQSKQLDLAIQVTEVIAFTHCCLNPIIYVFIG-ERFRKYLRQLFHRLIEVHLAKWLPFLATERLERASSVSPSTGEHELSMGF----------------------------------------------------- 
>lafCCR2____HYVCGPAFPII-----WKNLHTIMRNI-LSLVLPLLVMVICYSGILKTLLRC--------RNEKKHKAVRLIFAIMIVYFLFWAPYNIVLDLITFQEF-------FGLD-NCDSSNRLDQAMQVTETLGMTHCCINPIIYAFVG-EKFRRYIWVFFRKHIAKRLCKQCPVFFGETADRVSSGYTPSTGEQEVSVGL---------------------------------------------------- 
>lafCCR3____YSACSPRYPENEEDT-WKRFHALRMSI-LGLALPLLIMAICYTGIIKTLLRC--------PSRKKYKAIRLIFVIMVVFFIFWTPYNLVLLLSAFQVI-------LPEN-NCEQSKQLDLAMAVTEVVAYTHCCVNPIIYAFVG-ERFRKYLHHFFYRHVGIYLSKYLPFFPREKLERASSISPSTGEQKLLSEEF---------------------------------------------------- 
>lafCCR4____HTYCKTKYSFNSTT--WKVLSSLEINI-LGLAVPLGIMLFCYSMIIRTLQHC--------KNEKKNRAVKMIFAVVVLFLGFWTPYNVVLFLETLVEL-------DILQ-DCAFERHLDYAIQATETLAFVHCCLNPVIYFFLG-EKFRKYIIQLLKTCRGPFVLCQYCGLLQIYSAETPSSSYTQSTVDHDLHDAL--------------------------------------------------- 
>lafCCR5____RYTCSPHFPSSQYHF-WKNFQTLKITI-LGLVLPLLVMVICYSGILKTLLRC-------RNEKKKHKAVRLIFAIMIVYFLFWAPYNIVLDLSTFQGF-------FGLD-NCDSSNRLDQAMQVTETLGMTHCCINPIIYAFVG-EKFRNYLLVFFRKHVAKRLCKHCSIFQREAPERVTSVYTRSTGEQEISTGL---------------------------------------------------- 
>lafCCR6____VDVCEPKYHNVLEPVKWKLLMLVLQLL-FGFFIPLMFMIFCYMFIVKTLVQA--------QNSKRHKAIRVIIAVVLVFLVCQTPHNMVLLVTAATMG-------SMGR-SCSSEKLIAYTKNVTEVLAFLHCCLNPVLYAFIG-QKFRNYFLKIMKDLWCVRRKPQSAGFSCSRMYSEGAVSKQTSETVDNENASSFTM------------------------------------------------ 
>lafCCR7____ALRCSLITEHVE----ALITIQVAQMV-VGFLIPLMAMSFCYLVIIRTLLQA--------RNFERNKAIKVIIAVVVVFIVFQLPYNGVVLAQTVANF-----NFTSSS--CELSKQLNIAYDVTYSLACVRCCVNPFLYAFIG-VKFRSDLFKLFKDLGCLSQERLRQWSSCRHSRRSSMSADVETTTTFSP------------------------------------------------------- 
>lafCCR8____ILQCYSSYHQQTLK--WKIFTYFEINI-LGLLIPFTILFFCYISILHQLRGC---------QKHKTKAIRLVLIVVAASLLFWVPFNVVLFLTSLHSM-------HVLD-GCVISQRLIYATHVTETISFTHCCVNPVIYAFMG-EKFKKHLSEIFQKSCNYIFLCLGKRDSKEGWERSSSFHQRSSGSSSIDYIL---------------------------------------------------- 
>lafCCR9____VTVCTMVYPSKDSTN-VKSAVLTLEVI-VGFFLPLVVMACCYTIIIHTLLQA--------KKSSKHKALKVTITVLTAFLLSQFPYSCILLVQTINAY-----TMFISN--CAISTNIDICFQVTQTIAFFHSCLNPVLYVFVG-ERFRRDLMKTLRNLGCISWAQWVSFTRREGSLKLSSVLLETTSGALSL------------------------------------------------------- 
>lafCCR10___QRRCRLIFPEGLTQT-VKGASAVAQVA-LGFALPLSVMAACYALLGRTLLAA--------RGLERRRALRVVVALVAAFVVLQLPYSLALLLDTADLL-----AARELS--CPASKRKDLALLVTGALALARCGLNPVLYAFLG-LRFRQDLRRLLRGGGCSPGPHPRGRCPRRPRLSSCSAPTETHSLSF--------------------------------------------------------- 
>lafCX3CR1__GSECLGDYPEILQEV-WPVLQNVGANL-LGFLLPLLTMSYCYLRIIWTLFSC--------KNHKKSKAIKLIFLVVIMFFLFWTPYNVMIFLETLKAF-------HFFP-SCDVKKKLRLALSVTETIAFSHCCLNPLIYVFAG-QKFRRHLYHLYRKYLAILCRHPVEVSFYPSESQRSRRESVLSSNFTECTSHGDVSILL--------------------------------------------- 
>lafACKR2___MWRCYPDFGGHGTF--WKLFLRFQQNL-LGFLLPLLAMIFFYSRIGCVLVRL--------KPPGQSRALRMAAALVVAFFVLWFPYNLALFLHSLLDL-------QVFG-DCNISHRLDYALQVTESIAFLHCCFTPVLYAFSS-RRFRQYLKTFLATVLGWHLAPSTAQASLSTCSGSSCLTAQEEMTSMNELGKKHADSSPNKGDVGKN------------------------------------- 
>lafACKR4___NARCIPIFPHHLGTS-VKAAIQMLEIC-IGFVVPFLIMGVCYFITARILIKT--------PNIKKSRPLKVLLTVVVVFIVTQLPYNIVKFCQAIDII-----YSLITD--CSMSKRMDVAIQVTESIALFHSCLNPILYVFMG-ASFKSYITKVAKTYGHWRRQRQNVEEIPFDSEGPTEPTSSFSI------------------------------------------------------------ 
>lafACKR5___YSFSIPHFLPAAEKS-WKHFLTLKMNI-LGLLFPLFIFIFCYVRMRRRLTCR----------DNENGLFKLVFAIMAVFLLMWAPYNVVLFLSTFKQD-------FSLD-DCKSTYGLDQGIQITEIVAATHCFVNPLLHMFFD-QDFRRHLGHLLHLSNNTSPQPGKESGRDALREQPESSTQV--------------------------------------------------------------- 
>lafACKR1___QGLCTLAYSRGLGT--LQCIHSAVCFA-IFFLLPLGLVG------AKGLKKV------------FGRGPGPWVDILWVWFSFWWPHGVILGFDTLVRS-----GTLPLQ-TCLAQQILDLLLQLAEALATLHCVATPLLLAFFC-HRTVHTSFLSLPLHGRQSSHVGTLGSKS--------------------------------------------------------------------------- 
>mdoCXCR1___GFVCYEDLGKKTEI--WRLVLRILPQV-FGFVLPLLVMLFCYGFTLRTLFEA--------RMGQKHRAMKVIFAVVLIFLLCWLPYNLVLVADTLMRT-------HIIEETCERREEIDQAISVTEVLGFLHSCLNPIIYAFIG-QKFRYSFLKILAAHGVVSKEFLSRHQISSSSFASSSVSAAV-------------------------------------------------------------- 
>mdoCXCR2___GFVCYEDLGKNTTT--WRLVLRILPQV-FGFVLPLLIMLFCYGFTLRTLFEA--------HMGQKHRAMKVIFAVVLIFLLCWLPYNLVLVADTLMRT-------HIIEETCGRREEIDQAISVTEVLGFLHSCLNPIIYAFIG-QKFRYSFLKILAAHGVVSKEFLARHSKPSVHGSSSGNTSTTL------------------------------------------------------------- 
>mdoCXCR4___RYVCDRMYPHEN----WRISFRFQHIL-VGLVLPGLIILTCYCIIISKLSHS--------KGHQKRKALKTTVILILAFFACWLPYYIGISIDTFILL-------EVIKQDCDFDKAVHKWISITEAVAFFHCCLNPILYAFLG-AKFKTSAQNALTSVSRGSSLKILSKGKRGGHSSVSTESESSSFHSS--------------------------------------------------------- 
>mdoCXCR5___SATCSFSGQGLAGSN-AWLTSRFLYHV-GGFLIPLLVMSWCYAGVVRRLCQA-------QRRHQRQKAIKVAILVTGVFFFCWSPYHVVIFLDTLVML-------DAVSKSCQLNDHLATAITTCEFMGLAHCCLNPVLYTFVG-VKFRSDLIHLLGKLGCMVPAAHHRFLSSWRKGSSSESENATSITTF--------------------------------------------------------- 
>mdoCXCR6___KRVCHNEEEG------ISTVVLSTQMT-IGFFLPLIAMIVCYSVIVKTLVQA--------KRFQKHKSLKIIFLVVVVFIATQLPFNLMKLIRTTNWE-------------YDTDPRFLYGLMVTEAIAYLRVCLNPVLYAFVG-LKFRRNFWKLMKALKCPQAAGKAGQWKSSDDTSRSCSASNHAQATSLYQL----------------------------------------------------- 
>mdoCCR1____HYTCSLHFPHETARI-WRKFQALKLNF-LGLILPMWIMIACYTGIIRILLKR--------RNEKKWKAVKLIFAIMIIFFLFWTPYSITILISAFDEF--------IFTLDCEKSKQLDLAIQVTEVIAFTHCCVNPVIYAFIG-ERFQKYLSHFARNHIAVHLCRRVPSFLKDRLERASSISPPTGEHEISDEF----------------------------------------------------- 
>mdoCCR2____QHTCSPHFPSEQSTL-WKNFQTLKMNL-LGLVVPLLVMIVCYSGIIKTLLRC-------RNEKKKHKAVRLIFVIMVVYFLFWAPYNLALLLNTFQDF-------FGLD-NCESSKRLGRAIQLTETLGMTHCCINPVIYAFVG-EKFRRYLSTFFRKYIVRHFCKRCPFFHGEALDRVSSTYTPSTGEQEVSAGL---------------------------------------------------- 
>mdoCCR3____NHICSPRYPEDNEAT-WKRFQALRMNI-LGLAIPLAIMIICYTGIIKKLLSC--------RNEKKYKAVKLIFVIMIVFFLFWAPYNLTLLLNAFQSS-------FFTA-DCERSKQLDLAMQITEVIAYTHCCVNPVIYAFVG-ERFRKYLCLFVRRHIAVHLCKYIPFLPGEKLERVSSISPSTGEQELSAAF----------------------------------------------------- 
>mdoCCR4____HTYCKEKYPGNSTT--WKVLRSLEVNI-LGLLIPLGIMLFCYTMIIKTLHRC--------KNDKKNKAVKMIFAVMIVFLVFWIPYNIVLFLEILVEL-------EVLQ-DCTFDMQLDYALQATETLAFVHCCLNPVIYFFLG-EKFRKYIKQLFKTCRGPLKLCKHCSFLQVYASDTPSSSHTQSTMDQELHDAL--------------------------------------------------- 
>mdoCCR5____QHTCSPHFPSEQFSA-WKNFQTLKMNL-LGLVVPLLVMIICYSGILKTLLRC-------RNEKKKHKAVRLIFVIMIVYFLFWAPYNLVLLLNTFQAF-------FGLD-NCESSKRLDRAIQITETLGMTHCCINPVIYAFVG-EKFRRYLSTFFHKYIVRRFCKRCPIFQGEALDRVSSMYTRSTGEQDISTGL---------------------------------------------------- 
>mdoCCR6____RDVCEAKYHTTSEAVKWKILILVLQLL-FGFFIPLLFMIFCYMFIVKTLVQA--------HNSKRHKAIRVIIVVVLVFLVCQVPHNMVLLVVASNIG-------RLRS--CSDEKLISYTRSVTEVLAFLHCCLNPVLYAFIG-QKFRNYFLKIMKDLWCMGKKHKLTGFSCSKMHSETYISRQTSETYENENASSFTM------------------------------------------------ 
>mdoCCR7____CSLVTEDLET------FTTIIQVSQMV-IGFLIPLLVMFSCYLVIIRTLLQA--------RNFERNKAIKVIIAVVIVFIVFQLPYNGVVLAKTVAAL-----NKTATD--CEHSKQLDIASDVTYSLACFRCCLNPFLYAFIG-VKFRQDLFKLLKTLGCLSQERLLNLSSCRQNRRFSMSMEAETTTTFSP------------------------------------------------------- 
>mdoCCR8a___TLKCYSFYDDRTIE--WKLITHFEINI-LGLVIPLSILVFCYANILRHLKGC--------QNRHKIKAIRLVLVVVVAFFLFWVPFNMMLFLNSLHNL-------HILD-GCDLSQKLTQATQITEVISFTHCCVNPVIYAFAG-EKFKNHLLEIFQKYKWYSWLGKEHMARTSGHLFSSRSFSTDYIL----------------------------------------------------------- 
>mdoCCR8b___TLKCYSFYDDRTIE--WKLITHFEINI-LGLVIPLSILVFCYANILRHLKGC--------QNRHKIKAIRLVLVVVVAFFLFWVPFNMMLFLNSLHNL-------HILD-GCDLSQKLTQATQITEVISFTHCCVNPVIYAFAG-EKFKNHLSEIFWKYKGYFWVCKERFTSNEYVDRSSVNQPSSRSSITDYIL----------------------------------------------------- 
>mdoCCR9____ITICTMVYNGSAM---LKSTVLMLKVI-LGFFLPLIVMACCYAIIIYTLLQA--------KKSSKHKALKVTISVLTVFVLSQFPYNVILFVQAIDAY-----IVLISD--CALSTRIDICFQVTQTIAFFHSCLNPVLYVFVG-ERFRRDLVKTLKKLGCISQAQWVSFTRREGSLKLSSMLETTSGALSL-------------------------------------------------------- 
>mdoCCR10___QRRCRLVFPEGLTQA-VKGASAVAQVI-LGFALPLSVMVVCYALLGRTLLAA--------RGPERRRALRVVVALVVAFVVLQLPYSLALLLDTTDLL-----TARERS--CSASKRKDMALLVTGGLALARCGLNPILYAFLG-LRFRQDLKRLFRGGCFYHSSSQRGRCRRRPRLSSCSAPTETHSLSY--------------------------------------------------------- 
>mdoCX3CR1__DKECLSNYPDSLQHI-WPILKNVEINS-IGFVIPLLIMCFCYFGIIRTIFSC--------KNHRKTRTIKLISVVVGVFFLFWTPYNVMIFVDTLKFY-------GFFE-SCEVKNNLRLVINVTETFAFVHCCLNPFIYAFAG-EKFRKYLHHLYRKCLSILCGHDAHTQLLPPVAHRRESTFISSSITNYTSDESILL------------------------------------------------ 
>mdoXCR1____DKSCDFSEPK------WFLLSTYLHNL-FFIF-SLVVTLFCYVQILRTLFQS--------HTRRRHRTVRLIFTIVVAYFLSWAPYNMVLFLQTLVKL-------GYIQ-NCEVIKKLNYWEHICREFAFSHCCFNPVLYVFVG-IKFRRHLKALCRQIWPSQWSLTSSPRSPRAFLYEDASFF---------------------------------------------------------------- 
>mdoACKR3___ETYCRSIYPEHSIKE-WLLGMELLSVI-LGFIIPFSIIAIFYFLLARAITAS--------GDQEKHSSQKIIFSYVIVFLICWLPYHAVVLLDIFSFL-------HFIPFNCQLENFLYTALHVTQCLSLVHCCVNPVLYSFIN-RNYRYELMKAFIFKYSAKTGLTKLIDASRVSEAEYSALEQNAK------------------------------------------------------------ 
>mdoACKR2___RQNCHLDFGENGPV--WKLVLRFQQSA-LGFILPLFTMAFFYTRIVCVLTVL--------RPRGRSRALWRAALLVVTFFALWGPYNITLFLHSLQDL-------QVLE-SCEVSKHLDYALQVTESIAFLHSCLSPFLYLFVH-HRLKKHLKKLFHRPRRNDKYWQSGTKLTGS------------------------------------------------------------------------- 
>mdoACKR4___KKRCLPIFSHYLGTT-IQASIQILEIC-IGFVLPFLIMGTCYSITARKLIKM--------PNVKKSRPLQVLLAVVAVFIVTQLPYNIVKFWQAIDII-----YSLIID--CEMSKRMDVAIQITKSLALFHSCLNPILYAFMG-SSFKMHITKMVKKYGYWRRQRSNPEDIPFDSEGLTEPTSTFSI------------------------------------------------------------ 
>mdoACKR5___YFVQTYQYPPGDEKF-WKYFLTLKMNI-LGILIPLFVFVFCFGGIKKTSRYK----------GRKHELLRLIFVITLVFIGLWTPYNLVLFLKTFQEH-------MNLS-DCNSNYHLDKAIQVTKIIANIHCFISPIVYGFLD-ETFRKQLCYFFKPRNKTENHSSEGSEQSLTQMDHHANP----------------------------------------------------------------- 
>mdoACKR1___SGFCILPISNDEWV--WPWIHIVACIV-IFLILPLGLVQ------GWAIQRV------------KGRGSGPWANVLWVWFLFWWLHAIMIGLDALVRT-----ENLSMH-TCFAQQTLDFLLQSAEILGILHCLATPLLLALFC-HRAT--------------------------------------------------------------------------------------------------- 
>meuCXCR4___RYFCDRVYPHDN----WLISFRFQHIL-VGLVLPGLIILTCYCIIISKLSHS--------KGHQKRKALKTTVILILAFFACWLPYYIGISIDTFVLL-------EVIKQDCDFDTAVHKWISITEALAFFHCCLNPILYAFLG-AKFKTSAQNALTSVSRGSSLKILSKGKRGGHSSVSTESESSSFHSS--------------------------------------------------------- 
>meuCXCR5___DLLCSFAGQGLAGSD-ARLTSRFLYHI-GGFLIPLLVMAWCYTGVVRRLCQA-------QRRHQRQKAVKVAILVTGVFFFCWSPYNVVIFLDTLVML-------GTIQKSCQLDDHLATAIITCEFLGLAHCCLNPVLYTFVG-VKFRSDLIRLLGKLGCVGPAALQRFVPSWRKGSSSESENASSITTF--------------------------------------------------------- 
>meuCCR3____NHICSPRYPEYDEDK-WKRFQALRMNI-LGLAIPLAIMIICYTGIIKKLLGS--------RNDKKYKAVRLIFVIMIVFFLFWTPYNLTLLLSAFQAS-------FFKG-DCERSKQLDIAMQVTEVIAYTHCCVNPVIYAFVG-ERFRKYLCHFVRRHIVAHLFYYNPFLPGEKLERVSSISPSTGVQELSAAF----------------------------------------------------- 
>meuCCR4____NTYCKEKYPGNSTT--WKIMSSLEINI-LGLLIPLGIMLFCYTRIIKTLHRC--------KNDKKNKAVKMIFAVMVVFLLFWIPYNIVLFLEILVEL-------EVFQ-DCTFGMQLDYALQATETLAFVHCCLNPVIYFFLG-EKFRKYIKQLFKXXXXXXXXXXXXXXXXXXXXXXXSSSHTQSTMDHEIHDAL--------------------------------------------------- 
>meuCCR7____CSLVTEDLVT------FTTIIQVSQMV-IGFLIPLLVMFSCYLIIIRTLLQA--------RNFERNKAIKVIIAVVIVFIVFQLPYNGVVLVKTVAAL-----NKTSTD--CEHSKQLDIASDITYSLACLRCCLNPFLYAFIG-VKFRQDLFKLLKTLGCLSQERLLHLSSCRQNRRFSMSMEAETTTTFSP------------------------------------------------------- 
>meuCCR9____TTVCTMVYPRDNNS--LKAILSMLKFI-MGFFIPVTVMASCYTIVTHTLMQA--------KKSSKNKALKVTILVLTVFVLSQFPYNIIILVQAIDAY-----RMFIID--CDISTYIDISFQVTQTIAYFHSCLNPVIYVFVG-EKFRQDLVKTLKKLGCISQAQWVSFTRKEGTLRLSSMMQETTSGPLSF------------------------------------------------------- 
>meuCCR10___QRRCRLVFPEGLTQA-VKGASAVAQVI-LGFAVPLSVMVACYTLLGRTLLAA--------RGPERRRALRVVVALVVAFVVLQLPYSLALLVDTTDLL-----TARERS--CSSSKRKDMALLVTGGLALARCGLNPVLYAFLG-LRFRQDLRRLLRGGCFRYRSSQRGRCPRRPRLSSCSAPTETHSLSLDNW------------------------------------------------------ 
>meuACKR3___ETYCRSIYPEHSIKE-WLLGMELLSVV-LGFIIPFSIIAVFYFLLARAISAS--------GDQEKHSNQKIIFSYVIVFLICWLPYHAVLLLDIFSFL-------HFIPFSCQLENFLYTALHITQCLSLVHCCVNPVLYSFIN-RNYRYELMKAFIFKYSAKTGLTKLIDASRVSEAEYSALEQNAK------------------------------------------------------------ 
>meuACKR4___KKRCLPIFSHRLGTT-IKASIQILEIC-IGFVLPFLIMGVCYSLTARTLIKI--------PNVKKSQALRVLLAVVAVFIVTQLPYNIVKFWQAIDII-----YSLIID--CEMSKRMDVAIQITKSLALFHSCLNPILYAFMG-SSFKMHITKMVKKYGYWRRQRQNPEDIPFDSEERTESMSTFSI------------------------------------------------------------ 
>oanCXCR1a__TPVCYENMGKDTAR--WRVILRLLQQT-FGFLLPLLVMLFCYGRTLAVLFRA--------RMGQKHRAMRVVLAVVLVFLLCWLPYNVILVIDSLMWV-------KVLTDSCGLRDHVDRALVVTPVLGYLHSCLNPIVYAFVG-QKFRHSLLRILAARGLVSKDFLVRHRIPSSQSSSVANITTV-------------------------------------------------------------- 
>oanCXCR1b__TPVCYENMGKDTAR--WRVILRLLQQT-FGFLLPLLVMLFCYGRTLAVLFRA--------RMGQKHRAMRVVLAVVLVFLLCWLPYNVILVIDSLMWI-------QVLADSCGLRDHVDRALVVTPVLGYLHSCLNPIVYAFVG-QKFRHSLLRILAARGLVSKDFLVRHRVPSSHSSSSANTTTM-------------------------------------------------------------- 
>oanCXCR4___RYICERFYPHDT----WLISFRFQHIV-VGLILPGLIILTCYCIIISKLSHS--------KGHQKRKALKTTVILILAFFACWLPYYIGISIDTFILL-------GVIKQGCAFQNTVHKWVSITEALAFFHCCLNPILYAFLG-AKFKTSAQNALTSVSRGSSLKILSKGKRAGHSSVSTESESSSFHSS--------------------------------------------------------- 
>oanCXCR6a__DKQVCLEFGNSDSRQ-VFLVALAAQMT-IGFFLPLLAMIVCYSVIIKTLIRA--------KGFQKHKSLKIIFLVVAVFVLTQLPYNLVKLIVRAHWE-------------YYTYPSFHYALVVTESIAYLRACLNPVLYAFVG-LKFRNNFWKLLRDLRCPHQLQITSNWRTTDEDASKTFTASNLAESPPHISCKSGLLACWVFI----------------------------------------- 
>oanCXCR6b__DKQVCLEFGNSDSRQ-VFLVALAAQMT-IGFFLPLLAMIVCYSVIIKTLIRA--------KGFQKHKSLKIIFLVVAVFVLTQLPYNLVKLIVRAHWE-------------YYTYPSFHYALVVTESIAYLRACLNPVLYAFVG-LKFRNNFWKLLRDLRCPHQLQITSNWRTTDEDASKTFTASNLAEVTTTYQL---------------------------------------------------- 
>oanCCR1____RRTCSLYFPHDTAET-WKYLQALKQNI-LGFALPLLVMVVCYTGIIKRLLRQ--------RGERKVVVVRLIFVIMLIFFIFWTPYNLVHLIFAFQEF------IFENENECERSNQLDIAFQVTEVIAFTHCCANPVIYAFVG-ERFRKYLRHFFQRHIAANLCKLVPFSPGKKRSG---------------------------------------------------------------------- 
>oanCCR2____RYVCSTYFPMGQDLA-WKIFQTLQMNI-LGLAVPLLVMIVCYTGIIKTLLRC-------RNEKKKHKAVRLIFLIMLIYFLFWAPYNLVLLLNTFQGF-------FGLN-NCDSSNRLDRAMQVTETLGMTHCCINPVIYAFVG-EKFRRYVSLFFQKHIAKCFFKSCPVFYSETADRTSSTYTASTGEPEFSAGL---------------------------------------------------- 
>oanCCR3____NHVCSPVYPDAKAEN-WKHFRTLKMNL-LGLIFPMIVMVVCYAGIIKKLLKC--------RNEKKYKAVRLIFVIMIVFFLFWTPYNLVLLLNNFQMY-------FFEG-ECEKSKQLDIAMQVTEVITFIHCCANPVIYAFVG-ERFQKYLCHFFRRRMAVKLGKHIPLFPCEKLERVSSVTPSTGEQDFSFIFKETEGILVAATFCYAGEEGQNTS------------------------------ 
>oanCCR4____QISCKSKFPNNSTT--WKVLSSLEINV-LGLLIPLGVMLFCYSLIIKTLQHC--------KNDKKNKAVRMIFVVMIVFLVFWIPYNVVLFLEALVEL-------ELLK-DCTFEKHLDYALQATETLAFVHCCLNPVIYFFLG-EKFRKYIKQLFKTCKIPLALCKYCGLLQAYYPETPSSSHTQSTMDHEINNAL--------------------------------------------------- 
>oanCCR5____RYVCSTYFPMGQDLA-WKTFQTLQMNI-LGLAVPLLVMIVCYTGIIKTLLRC-------RNEKKKHKAVRLIFLIMIIYFLFWAPYNLVLLLNTFQSS-------FGLN-NCDSSNRLDQAMQVTETLGMTHCCINPVIYAFVG-EKFRRYVSLFFQKHIAKHFCKSCPMFHSETADRTNSTCTRSSGEQEFSAGL---------------------------------------------------- 
>oanCCR6____KYICEPKYQVVSEAITWKLLILGLQLL-FGFFIPLLFMIFCYTFIVKALVKA--------QNSKRRKVIRVIIVVVVIFLIFQVPYNMVLLINAINLG-------KLNR-TCKSEQQRAYARNITQVLAFLHSCLNPVLYAFIG-QNFRNYFMKIMKDLWCVDRKHKPGTPSCPRKYSDTCISRQTSEIAESDNPSSFTM------------------------------------------------ 
>oanCCR9____VMTCTVVYPDDGTTM-LKASFMMLRFI-LGFFLPLLVMVCCYATIIHTLLQT--------KRSCKHRAFKVAIAVLIVFILSQFPFNSLLLVKTIATF--KPSEDRAFISSCALSTKLDIGFQITQTLAFFHSCLNPVVYVFVG-EKFRQDLRKVLKKLGCIRKTSTWREGKGLSSTLLETTSGALSL------------------------------------------------------------ 
>oanCX3CR1__GDECVGNYPEVLQHM-WPVLRNLEANL-FGFLFPFLIMSYCYLRILKTLLFC--------NNRKKVRAAKLILMVVAVFFLFWTPYNILVFLETLNHF-------KFFP-SCTLKRHLRFGLSVTETIALIHCCLNPFIYAFAG-KKFRRYLYVLYVKCRAVFCGLDPRLRIPKEEVSLSKRESVISSNFTSFSFDHEPSGLL--------------------------------------------- 
>oanXCR1____EKAVNPEFCDYFEPK-WLLVSVCQHNV-FFLF-SMVIILFCYIEILRTLVRS--------RSRRRHRTVRLIFAIVMAYFLSWGPYNVLVFLETLVRF-------HIIP-SCSLYKQLEYALHISREIAFSHCCFNPVLYVFVG-IKFRRHLKSLCYRPHLSVPTNPSLPLLSLPIKERLLKVGFGDLHQSPHLNQFSLYPLSPIGFVPLQLTI---------------------------------- 
>oanACKR3___ETYCRSFYPEDSVKE-WLIGMELVSVI-LGFAIPFAVIAVFYFLLARTITTS--------NDQEKHSNRKIIFSYVVVFLVCWLPYHAVVLLDIFSIL-------HFIPFSCQMENFLYAALHVTQCLSLVHCCVNPVLYSFIN-RNYRYELMKAFIFKYSAKTGLTKLIDASRVSEAEYSALEQNTK------------------------------------------------------------ 
>oanACKR4___RYRCLPIFPQHLGIS-MKASIQLLEIS-LGFAVPFLIMGVCYFITARTLIRT--------PNIKKSQPLKVLLAVVVVFIVTQLPYNIVKFWRAMDII-----YLLITD--CGMSKRIDVAIQITvSVALFHSCLNPILYAFMG-ASFKTHI------------------------------------------------------------------------------------------------ 
>oanACKR5___CRFSKPHYALSDEKS-WMHFLTLRMSI-LGLLFPLLVAIFCSVGLIKVLCRH-----------RIEQKVTLTLTIVMVFFLFWTPYNLVLFLSTFSKY-------FSLS-DCESSYQLDRAIQVTKIIADTHCCVNPVICVSLD-ESFRKYLCRLFIRSNNTPGHPPEGPEQAHSTSREQLEHTSTC------------------------------------------------------------- 
>ggaCXCR2___GTVCYERIGNENTTK-WRVVLRVLPQT-FGFALPLLVMLFCYGVTVHTLLQT--------KNVQKQRAMKVILAVVLVFLVCWLPYNITLVSDTLMRT-------RAITETCERRKHIDTALSITQVLGFAHSCINPIIYAFIG-QKFRNSFLKILAQRGFISKDAVARYGRTSYTSTSGNTSTTL-------------------------------------------------------------- 
>ggaCXCR4___RYLCDRMYPHDN----WLISFRFQHIL-VGLVLPGLIILTCYCIIISKLSHS--------KGHQKRKALKTTVILILTFFACWLPYYIGISIDTFILL-------GVIRHRCSLDTIVHKWISITEALAFFHCCLNPILYAFLG-AKFKTSAQNALTSVSRGSSLKILSKSKRGGHSSVSTESESSSFHSS--------------------------------------------------------- 
>ggaCXCR5___RSICYFPEAGIHGNN-VWLATRFLYHS-VGFFMPLLVMCYCYMAIVRTLCQS--------QRLQRQKAVRVAILVTGVFLLCWSPYHIVIFLNTLTKL-------EAFAKDCLLEDHLDTAIMVTEAIGFTHCCLNPIIYAFIG-VKFRNDFFRILHELGCISQETLQEILEVTRKGCGIESDNTTSISTF--------------------------------------------------------- 
>ggaCCR2____QCTCSFHYPSDALIN-WQHSYILKMNI-LGLIIPMIIMIFCYSQILRTLFGC--------RNEKKQKAVRLIFVIMIFYFIFWTPFHVASFVHTFQTS-------FFSP-DCDSQSRLEKTIQVTETISMVHCCINPVIYAFVG-EKFRKYLHMFFRKHVATHLCKKCPSLYREKLERVSSTFTASTAEHDISTGL---------------------------------------------------- 
>ggaCCR4____YTTCKLRYPSNYLT--WKLFYTLEINI-LGLLLPLIVMAFCYSMIIKTLLHC--------RNEKKNKAVRMIFAVMIVFFFFWTPYNIVILLQLLEAT-------GVIR-NCQASRNLDYASQITESLGLFHCCLNPVIYFFMG-EKFKKYLKMLFKNWQLPGDISSRNDWTQWRAEEKQLAISNNLLTTAAAVKSF--------------------------------------------------- 
>ggaCCR5____RYTCSAHYPQEQRDE-WKQFLALKMNI-LGLVIPMIIMICSYTQIIKTLLQC--------RNEKKNKAVRLIFIIMIVYFFFWAPYNICILLRDFQDS-------FSIT-SCEISGQLQKATQVTETISMIHCCINPVIYAFAG-EKFRKYLRSFFRKQIASHFSKYCPVFYADTVERASSTYTQSTGEQEVSAAL---------------------------------------------------- 
>ggaCCR6____TQICDHRFDKTSDSIVLKSLLLCLQVG-FGFFIPFVFMIFCYAFIVKSLQQA--------QNSKRNKAINVIVLIVVVFLVCQVPYNTVLLMAVANMG-------KTEK-SCDSDNIMAYAKYTTETIAFLHCCLNPVLYAFIG-VKFRSYFVKIMKDLWCRRYKKYNKRSSRINSDIYLSRQTSEILTDNASSFTI--------------------------------------------------- 
>ggaCCR7____HPRCSIIASDLQT---FSTGIKVSQMV-FGFLVPLVVMSVCYLIIIKTLLQA--------RNFEKNKAIKVIIAVVIVFVVFQLPYNGVMLAKTISVF-------NNTS-SCDESKKLDMADDVTYTLACFRCCLNPFLYAFIG-VKFRNDLFKLLKELGCLSQQRLWQLSSCRESKRFSFAMETETTTTFSP------------------------------------------------------- 
>ggaCCR8a___RTQCIPHYPGSGNS--WKVFSNSEVNI-LGWLFPVSILIFCYHNILRNLQRC--------HTQNKYKAMKLVFIVVIVFFLFWTPINIMLLLDSLRSL-------HIID-DCQNSQRLDLALELAETLSLVHCCLNPIIYAFVG-EKFKKYLCEAFGKYAHFLLICKGHSAFNRRNTDRRTSMYTASSQSSFVGSVL--------------------------------------------------- 
>ggaCCR8b___SVQCVPVYPPGNNI--WKVTTQFAANI-LGLLIPFSILIHCYAQILRNLRKC--------KNQNKIKAIKMIFIIVIVFFLFWTPFNVVLFLDSLQSL-------LIID-NCQASSQITLALQLTETISFIHCCLNPVIYAFAG-VTFKAHLKRLLQPCARILWSPTRGSGVTQSSLVLSQISGCSDSAGVL-------------------------------------------------------- 
>ggaCCR9____VTVCKMTYPPNIGMA-FRVAVLVLKVT-IGFFLPLLVMVICYTLIIHTLLQA--------KRCQKHKSLKIITMIITAFLLSQFPYNIVLLIKTINMY-----TGAVYS--CQTINGLDIGLQVTQSIAFLHSCLNPFLYVFAG-ERFRMALARMVQSTGRYWLGGQDQCSSLGDSQEHSSNWSFAMLGRRRVRNSLTLSTNLASSVVPASCQVFV-------------------------------- 
>ggaCCR10___LHICRVVFPPAVSRA-ARGATNLTQVV-LGFAVPFVVMASCYAAVARTLLAA--------RGAQPHRALRVLLALVLVFVALQLPHSLMVLLDTAELL-----ASWELS--CAQSRRKDLALLVTSGLASLRCCLNPLLYAFLG-QRFRRELWLLASDAGCVGNIDTRCPGCPSPRQRSSLSTCQ--------------------------------------------------------------- 
>ggaCX3CR1__ENDCIPVLPQELMNI-WPVFCNVELNT-AGFFIPVCIICYCYCGIIKTLLYC--------KNQKKARAIKLTLAVVIVFFLFWTPYNVLIFLETLRHY-------ELFI-SCNQIKSLDYAMHLTETIAFSHCCLNPLIYAFAG-EKFRKYLHRVCFKYCPCLCFCGPCNHYDVRPSVSYAESMVNSNITLNTSDQDGTVFL---------------------------------------------- 
>ggaXCR1____VSTCDYDDWK------WKKVDIYQRNI-LFLI-SFGIIIFCYINILIILLRT--------RSRRKHRTVKLILVIVVAFFLSWAPYNILSFLITFPPP------------TCQYEKDTLLAFHISRKIAFSHCCLNPVLYVFAG-VKFKSHLFRLCGQYLPCCDEVSRIGSQAKFHYEDASIY----------------------------------------------------------------- 
>ggaACKR3___ETYCRPAYPEESFKE-WLIGMELISVV-LGFLIPFPVIALFYFLLAKTISAS--------SDQERKSSGKIIFSYVVVFLVCWLPYHTTVLLDIFYSL-------HFIPFSCQMENFLYATLHITQCFSLVHCCVNPILYSFIN-RNYRYELMKAFIFKYSAKTGLTKLIDASRVSEAEYSALEQNTK------------------------------------------------------------ 
>ggaACKR2___TIVCTHDYGQKHLF--WKVVFQVTQNI-LGFLLPFFFMVFCYSRSMCVLTTS--------RVPGSRTALRFVFILVAVFFVLWFPYNVVLILHSLQFV-------GLIQ-SCERSRQLDYAIQITESLSFVHCCLNPVLYAFVK-KRFRLYLQKIPQAFCRKSTFDIQLSETSCSCSRYIAQIEMLSITNTGQVCRGECGREEQLGNKSE-------------------------------------- 
>ggaACKR4___RNECLPIFPTNMETL-LKATIQILEVI-LEFLLPFLVMVTCYSVTARAIFRS--------ANAKKSRPFMVLLAVVAAFIITQLPYNIIKFWRAIDSI-----YLLITD--CEASKTIDVALQVTKSIALFHTCLNPILYAFLG-ASFKMRVMKIAKNYGYWRRQQQHEVPEEISMNSEARTEETISFTI---------------------------------------------------------- 
>tguCXCR4___KYLCDRMYPHEN----WLISFRFQHIL-VGLVLPGLIILTCYCIIISKLSHS--------KGHQKRKALKTTVILILAFFACWLPYYIGISIDTFILL-------GVIRRRCSLETIVHKWISITEALAFFHCCLNPILYAFLG-AKFKTSAQNALTSVSRGSSLKILSKGKRAGHSSVSTESESSSFHSS--------------------------------------------------------- 
>tguCXCR5___RSICYFPEVGIDGNN-AWLATCFLYHT-VGFFVPLLVMCYCYTAIIRALCQS--------QRLQRQKAVRVAILVTGIFLLCWSPYHIVIFLNTLTKL-------EAFTKNCLLEDQLDTAIMVTEAIGFTHCCLNPILYAFIG-VKFRNDFFRILQELGCISQETLQEILEVTRKGSGIESDNTTSISTF--------------------------------------------------------- 
>tguCCR2____GYTCSTHYPSDSTIN-WKYSFILKMNI-LGLIVPMLIMIFSYSQILKILLRS--------KNEKKQKAVRLIFVIMIFYFIFWTPFHISSFLHTFQDS-------FFIT-DCELKGQLEKAIQVTETISMIHCCINPVIYVFVG-EKFRAYLRSFFRKHVAPHLCKKCPSLYHEKLERASSTFTQSTAEHDISTGL---------------------------------------------------- 
>tguCCR4____FTTCKPRFPGNFTT--WKLFSTLEVNI-LGLLIPFIIMTFCYSMIIKTLVHC--------RNDKKNKAVKMIFVVMIVFFFFWTPYNIVIFLQLLEFM-------GVIK-DCQVSRSLDYAFQVTEILGLFHCCLNPVIYFFMG-EKFKKYLKMLFKNWQLPGYFCKWCGVHTTYPAESTSSFHTQSTGDQDAL------------------------------------------------------ 
>tguCCR5____GYTCGAHYPSEQRNT-WKQFLTLNMNI-LGLLIPMLIMICSYTQIIKTLLQC--------RNEKKHKAVRLIFIIMIIYFFFWAPYNICILLRDFQGA-------FSIS-TCEGNGQLHKAIQVTETISMIHCCINPVIYAFAG-EKFRKYLRSFFRKQIAVHLSKCCPVFYADTAERASSTYTQSTGEQEVSAAL---------------------------------------------------- 
>tguCCR6____KEICDHRFGRISESTMLKSLLLWLQVA-FGFFIPFIFMIFCYTFIVKSLQQA--------QNSKRNKAIRVIVLIVAVFLICQVPYNIVLLITAVNMG-------KIDK-SCDNDKIMAYAKYTTEAIAFLHCCVNPVLYAFIG-VKFRSYFVKLMKDLWCKRHKKDNKRNSRTNSDTYHSRQTSEILTDNGSSFTI--------------------------------------------------- 
>tguCCR7____YPRCSIIANDLQT---FSTGIKVSQMV-FGFLIPLLVMSFCYLIIIKTLLQA--------RNFEKNKAIKVIIAVVIVFVVFQLPYNSVMLAKTISAF-------NQTS-SCEESKKLDVADDVTYTLACFRCCLNPFLYAFIG-VKFRTDLFKLLKELGCLSQERLWQLTSCRDSKRTSFAMETETTTTFSP------------------------------------------------------- 
>tguCCR8a___QIKCLPHYPSGSNG--WKTFSNFEVNI-LGWLIPVFVLIFCYHSILKNLQKC--------HTKNKYKAIKLVFIVVILFFLSWTPVNIVLFLDSLRNM-------HIIN-DCQTSQRLDLAVELTEALSYVHCCLNPVIYAFVG-EKFKKHLCDALKKSACFLSNCKGYGAFSGHSLDKHSSLHTKSSQLSSVGTVL--------------------------------------------------- 
>tguCCR8b___ALQCVPKYPPGDNT--WKVASQFAANI-LGLLIPFSILFCCYTQILKNLQKC--------KNRNKVKAIKMIFIIVIVFFLFWTPFNIALFLDSLQSL-------HIIN-DCKASSQIALALQLTETISFIHCCLNPIIYAFAG-VTFKAHLKGLLQSCGRVLSSPAGGAGAGQSISVPTQLSGWSDSAGVM-------------------------------------------------------- 
>tguCCR8c___QIKCLPHYPSGSNG--WKTFSNFEVNI-LGWLIPVFVLIFCYHSILKNLQKC--------HTKNKYKAIKLVFIVVILFFLSWTPVNIVLFLDSLRNM-------HIIN-DCQTSQRLDLAVELTEALSYVHCCLNPVIYAFVG-EKFKKHLCDAFKKSACFLSNCKGYGAFSGHSLDKHSSLHTKSSQLSSVGTVL--------------------------------------------------- 



>tguCCR9____VTVCKIMYPPNISVI-FRVTVLALKVI-IGFFLPLLVMVICYALITNTLLQA--------KRFQKQKSLKIITMILTAFLLSQFPYNIVLLVKAIDTY-----TGVVHS--CQAANQLDIGLQVTQIIAFLHSCLNPFLYVFAG-ERFRMALGRMMQSCGCCWSRGQEHFSACDSQEHSSNWSFAMLGRRRVRNSLILNTHWTSSVMSPPCKVIL--------------------------------- 
>tguCX3CR1__ENDCIAVYPEKLENI-WPVFRNVELNT-IGFFIPVCIIFYCYCGIIKTLLSC--------KNQKKARAIKLILIVVVVFFLFWSPYNVLIFLDTLNHY-------ELFT-NCNQIKTLDYAMHLTETIAFSHCCLNPLIYAFAG-EKFRKYLYHVCFKYCPFLCFCGPCSHYQVSHSVSYAESVVNSNITQNTSDQDGSVFV---------------------------------------------- 
>tguXCR1____HRYCDYADGN------WKKVDIYVRNV-LFLF-SFGVIIFCYFKILIILLRA--------RSRRKHRTVRLILIIVVAFFLCWAPYNILSFLTTFPPP------------TCQYVKDSSLAFHISRKIAFSHCCLNPVLYVFVG-VKFKRHLAQLCSLCLHCSNGQASSPRTCYEVKFQHEGTSVY-------------------------------------------------------------- 
>tguACKR3___ETYCRPVYPEESFKE-WLIGMELISVV-LGFLIPFPIIAVFYFLLAKSISTS--------SDQERKSNGKIIFSYVVVFLVCWLPYHVAVLLDIFYSL-------HFIPFSCQMENFLYATLHITQCFSLVHCCVNPILYSFIN-RNYRYELMKAFIFKYSAKTGLTKLIDASRETEAEYSALKQTAIGLQLQEKEFLDSQT---------------------------------------------- 
>tguACKR2a__TIMCAQDYGQEHLF--WKVVFRVTQNI-LGFLFPFLFMTFCYSRIACVLNTS--------QIPGSRRALCLVLTLVGVFFVLWCPYNVVLILHSLQDV-------GVIR-SCESSRKLDYALQITESLSFVHCCLNPLLYAFVK-KRFRAYLWKIPQAIFRRGAFFSIQDSQTSLSCSRRYNRKDWTPLS---------------------------------------------------------- 
>tguACKR2b__TIMCAQDYGQEHLF--WKVVFRVTQNI-LGFLFPFLFMTFCYSRIACVLNTS--------QIPGSRRALCLVLTLVGVFFVLWCPYNVVLILHSLQDV-------GVIR-SCESSRKLDYALQITESLSFVHCCLNPLLYAFVK-KRFRAYLWKIPQAIFRRGAFFSIQDSQTSLSCSRYAAEIEMLSITNAS------------------------------------------------------- 
>tguACKR4a__RNECLPVFPMNMETL-LKSTIQILEII-LEFLLPFLVMLICYSATAWAIFRS--------ANVKKSRPFKVLLAVVATFIVTQLPYNIVKLWRAIDII-----YILVTD--CHTSKIMDVALQVTKSIALSHACLNPLLYTFLG-ASFKMHIMKIAKNYGYWRRQQHNGRPEEISMNYEDPTEETTSFTI---------------------------------------------------------- 
>tguACKR4b__RNECLPVFPMNMETL-LKSTIQILEII-LEFLLPFLVMLICYSATAWAIFRS--------ANVKKSRPFKVLLAVVATFIVTQLPYNIVKLWRAIDII-----YILVTD--CHTSKIMDVALQVTKSIALSHACLNPLLYTFLG-ASFKMHIMKIAKNYGYWRRQQHNGRPEEISMNYEDPTEETTSFTI---------------------------------------------------------- 
>aplCXCR2___GTVCYERIRGEDTAK-WRVVLRVLPQT-FGFALPLLVMLFCYGVTVRTLLRT--------KNAQRQRAMKVILAVVLVFLVCWLPYNITLVSDTLMRT-------RAIAETCERRNHIDTALSVTQVLGFSHSCLNPIIYAFIG-QKFRNSFLKILAQRGLISKDAVARYGRASYASTSGNTSTTL-------------------------------------------------------------- 
>aplCXCR4___KYLCDRIYPHEN----WLISFRFQHIL-VGLVLPGLIILTCYCIIISKLSHS--------KGHQKRKALKTTVILILAFFACWLPYYIGISIDTFILL-------GVIRHRCSLETIVHKWISITEALAFFHCCLNPILYAFLG-AKFKTSAQNALTSVSRGSSLKILSKSKRGGHSSVSTESESSSFHSS--------------------------------------------------------- 
>aplCXCR5___RSICYFPEIGIHGNN-AWLATRFLYHT-VGFFVPLLVMCYCYMAIVRTLCQS--------QRLQRQKAVRVAILVTGVFLLCWSPYHIVIFLNTLTKL-------EAFTKNCLLEDQLDTAIMVTEAIGFTHCCLNPILYAFIG-VKFRNDFFRILQELGCISQETLQEILEVTRKGSGIESDNTTSISTF--------------------------------------------------------- 
>aplCXCR6___KTICLEKYPDHH----IELVLEVIQVT-LGYFIPMLTMIICYSLIIKTLLHA--------RNFQKNKSLKKIFSVVAIFILTQSPYTFLRLMKIIDWS-------------FNLDSNFDYAIVITEALAYFHGCLNPVMYFFMG-VKFRKNFQKIIKSSRCFKQQVAVRQWHTTEDEGSKTYTVSNNADVTSMYPL---------------------------------------------------- 
>aplCCR2____RYTCSAHFPSDSSIN-WKYSYILKMNI-LGLVIPMFIMIFSYSQILKTLLGC--------RNEKKQKAVRLIFVIMIFYFIFWTPFHIASFLHTFQSS-------FFDP-DCETQSKLEKAIQVTETISMIHCCINPVIYAFVG-EKFRKYLYNFFRKYVAAHLCKKCPSVYREKLERVNSTFTPSTAEHDISTGL---------------------------------------------------- 
>aplCCR4____YTTCKHRYPGNFTT--WKLFSTLEINV-LGLLIPFIVMAFCYSMIIKTLVHC--------RNEKKNKAVRMIFAVMIVFFFFWTPYNIVIFLQFLELI-------GVIR-DCQASRNLDYAFQITEIFGLFHCCLNPVIYFLMG-EKFKKYLKMLFKNWWLPGDICKWCGLHISYHTESTSSFHTQSTGDQDAL------------------------------------------------------ 
>aplCCR5____QYTCSAHYPSDQRNV-WKQFLTLKMNI-LGLVIPMLIMICSYTQIIKTLLQC--------RNEKKHKAVRLIFIIMIVYFFFWAPYNICILLRDFQGS-------FSIS-SCEGSGQLHKATQVTETISMIHCCINPVIYAFAG-EKFRKYLHSFFRKQIASHFSKYCPVFYVDPSERASSTYTQSTGEQEVSAAL---------------------------------------------------- 
>aplCCR6____KNICDHRFDKMAESTMLKSLLLCLQVG-FGFFLPFIFMFFCYTFIIKSLQQA--------QNSKRNKAIRVIVLIVAVFLVCQVPYNIVLLVAAVNMG-------KMDK-SCDSEKAMAYAKYTTEAIAFLHCCLNPVLYAFIG-VKFRSYFVKIMKDLWCMRHKKYNKLHSCEFYRVMAEETEKEVTTSFSG------------------------------------------------------- 
>aplCCR7____HPRCSIIANDLQT---FNTGIKVSQMV-FGFLFPLVVMSVCYLIIIKTLLQA--------RNFEKNKAIKVIIAVVIVFIVFQLPYNSVMLAKTISAF-------NHTT-SCEESKKLDMADDVTYTLACFRCCLNPFLYAFIG-VKFRNDLFKLLKELGCLSQKRLWQLSACRESKRFSFAMETETTTTFSP------------------------------------------------------- 
>aplCCR8a___RTVCLPHYPGSDNS--WKIFSNFEVNV-LGWLIPVGILIFCYHNILKNLQRC--------HTRNKYKAMKLVFIVVTVFFLFWTPVNVVLFLDSMRSM-------HIID-DCQASQKLDLALELAEALSFVHCCLNPIIYAFVG-EKFKKYLCEAFGKYARFLLTCNNYSVFHRHKLDRQSSVHMGSSQSSFVGSVL--------------------------------------------------- 
>aplCCR8b___SMQCVPTYPPGSNT--WKVASQFAANI-LGLLIPLSILICCYAQILKNLQKC--------KNRNKIKAIKMIFIIVIVFFLFWTPFNVVLFLDTLQSL-------HIIN-DCQASNRIALALQLTETISFIHCCLNPVIYAFAG-VMFKAHLKGLLQSCVRVF------------------------------------------------------------------------------------- 
>aplCCR8c___RTVCLPHYPGSDNS--WKIFSNFEVNV-LGWLIPVGILIFCYHNILKNLQRC--------HTRNKYKAMKLVFIVVTVFFLFWTPVNVVLFLDSMRSM-------HIID-DCQASQKLDLALELAEALSFVHCCLNPIIYAFVG-EKFKKYLCEAFGKYARFLLTCNNYSVFHRHKLDRQSSVHMGSSQSSFVGSVL--------------------------------------------------- 
>aplCCR9____MTVCKMMYPPNVSMV-FRVAVLALKVT-IGFFLPLLVMVICYTLIINTLLQA--------KRCQKQKSLKIITMIITAFLLSQFPYNIVLLVKTINTY-----TGVVYS--CWATNGLDIGLQVTQSIAFLHSCLNPFLYVFAG-ERFRTALARLVRRPRGQEQCSSVCDSQEHSSNWSFAMLGRRRVRSSLTLSTHLTSSIVPASCQVFV------------------------------------- 
>aplCX3CR1__ENDCIPVFPQELENI-WPVFCNVELNT-IGFLIPVCIICYCYCGIIKTLLSC--------KNQKKTRAIKLTLVVVVVFFLFWSPYNVLIFLETLKHY-------ELFV-NCQQIKSLDYAMHLTETVAFSHCCLNPLIYAFAG-EKFRKYLYSVCLKYCPCLCFCGPCSRYQVSSSASYAESAVNSNITLNTSDQDGTVFL---------------------------------------------- 
>aplXCR1____YKTCDYND--------WKMKKVDVYQRNVLFLFSLGIIIFCYLRILIILLGT--------RSRRKHRTVKLILIIVMAFFLSWAPYNILSFLLTFPPS------------TCQYEKDINLAFHISRKIAFSHCCLNPVLYVFVG-VKFKSHLIRLCSQCLPCGNSQVSSPRICSQGKFHYEDASIY-------------------------------------------------------------- 
>aplACKR3___ETYCRPVYPEESFKE-WLIGMELISVV-LGFLIPFPVIALFYFLLAKAISAS--------SDQERKSSGKIIFSYVVVFLVCWLPYHATVLLDIFYSL-------HFIPFSCQMENFLYATLHITQCFSLVHCCVNPILYSFIN-RNYRYELMKAFIFKYSAKTGLTKLIDASRVSEAEYSALEQNAK------------------------------------------------------------ 
>aplACKR2___TIVCTRDYGQEHLF--WKVVFQVIQNV-LGFLFPLLLMVFCYSRIACVLTTS--------RMPGLRRALCFVFTLVGVFFVLWFPYNIVLILHSLQDV-------GVIR-SCERSRQLDYAIQITESLAFVHCCLNPLLYAFVK-KRFRLYLWKICRRSAFVDIQTSETSPSCSR------------------------------------------------------------------------- 
>aplACKR4___RNECLPVFPVNMETL-LKATIQILEII-LEFLLPFLVMLTCYSVTARAIFRS--------ANAKKSRPFMVLLAVVAAFIITQLPYNIVKFWRAIDII-----YLLITD--CDASKTIDIALQVTKSIALFHACLNPLLYAFLG-ASFKMHIMKIAKNYGHWRRQQQNG------------------------------------------------------------------------------- 
>acaCXCR1___LRVCYENIGGNETSK-WRVVLRILPQT-FGFLVPLAIMLFCYGVTVHRLFQM--------KNNQKKKAMKVILVVVLVFLFCWLPYNITLFADTLMRT-------GVITEDCKRRGIIDAGLSGTEILGFSHSCMNPIIYAFIG-QKFRNNFLKILVERGIISKEVLIRYRKGSSFSSTSGNTSTTL------------------------------------------------------------- 
>acaCXCR2___QMVCYENIGGNETTK-WRVVLRILPQT-FGFLVPLAVMLFCYGVTVHRLFQM--------KNNQKKKAMKVILVVVLVFLFCWLPYNISLLIDTLMRT-------RVIAETCGLQDAIDAALLGTEILGFSHSCMNPIIYAFIG-QKFRNNFLKILVTRGIISKEVLIRYRKGSTFSSTSGNTSTTL------------------------------------------------------------- 
>acaCXCR3___STSCSLVFPPDSATQ-WKVGLSLFNQV-GTFFLPLLAMGYCYAHIVFTLLLS--------KGFRKHKAMRVILAVVGAFFLCWLPYHSIQFATTFLKL------------DCAWQERLEVAEVVATALGFFHCCLNPLLYAFMG-VKF---------------------------------------------------------------------------------------------------- 
>acaCXCR3L__AVVCHLGFDARDANT-WRLSLRLVSFL-LGFLFPVAVMVYCYVRMLVKLRQL----------FFRVMALRLLSVILLLFVLCWGPFHGFVLVDSLQRL-----GHVGRD--CAKEKILDFGLLFTESVGLVHSCLNPLVYAFVG-AKFRKELSGLFRDWRQCRRQQQIAPSPVGSGRETEFSVAQMADYSVMM------------------------------------------------------- 
>acaCXCR4___KYVCQRFYPHET----WLISFRFQHIL-VGLVLPGLIILTCYCIIISKLSHS--------KGHQKRKALKTTVILIVAFFACWLPYHIGISIDTFVLL-------GFIENGCTFEAILQKWISITEALAFFHCCLNPILYAFLG-AKFKTSAQNALTSVSRGSSLKILSKGKRGGHSSVSTESESSSFHSS--------------------------------------------------------- 
>acaCXCR5___LSICYFKKYGEQGVR-SWLATRFLYHV-VGFFLPAAVMCFCYLAIVRLLCRS--------QRLQRQKAVKVAILVTCVFLLCWTPFHVVTFWDTLTRL---------APNSCAHEYSLAAAIALTELLGYSHCGLNPFLYAFVG-ERFRHDACRVLHDLGCLSQGALQNVVGSRGVESTTETTGSNSRHQASP------------------------------------------------------- 
>acaCXCR6___KKVCHSSYPSED----THKFTEVIQMV-LGFFFPIVVMVVFYSIIVNTLFKA--------KGFHKHKSLQIIFAIVVAFILTQTPYNILKIIRAVDKH-------------VAMHFNFDYGLVITEAIAYFHGCLNPILYFFIG-VKFRKNLAKILKKFGCIKHQHITKQGQTTEEDISKTCTDTHNMEETSMYPL---------------------------------------------------- 
>acaCCR2____SCKCNLFYPPGKEEE-WKQVVTLMMFI-LGLAIPLAIMIFCYYQIIWVLIKG--------QNERKRKVVRLIFAIMIVYFILWMPYTITSLLHTYQNA------FFSCGLDADCDGNFALALEVTEVIAMIHCCLNPLIYAFVG-ENFRKYLSVFFQKHVAVYLCRLCPGQPRPKLEQPSSSYRSTTVHNIHFSL----------------------------------------------------- 
>acaCCR4____HTECKSVYGKNDTM--WKLFTALETNI-LGLLIPFMVMLFCYTHIVKTLMHC--------RNEKKKRAVKMIFAVMIVFFVFWTPYNIVLFLQYLLDV-------DILT-GCSISKNLDYADQVTQTLAFFHCCLNPVIYFFMG-QKFKKYIKLFFKNCILTKRLCKPCGLPDTLSFESSSSFRTQSTSEEE-------------------------------------------------------- 
>acaCCR5a___HCRCTLSFPPETHVN-WNQFLTLKINL-IGLIFPMIVMIFCYTQIIITLMRC--------RNDKKNKAVRLIFIIMIIYFLFWAPYNIVLLLQTFQTS-------FRLD-NCYSYSNLGVALQVTETLAMAHCCINPVIYAFAG-EKFRKYTCTFFRKHIALHLSKHCRFLYTEPLERASSTYSHSTGEQDLSAAL---------------------------------------------------- 
>acaCCR5b___HCRCTLHFPPETHVN-WNQFLTLKINL-IGLIFPMMVMFFCYTRIIVTLMRR--------RNDKKNKAVRLIFIIMIIYFLFWAPYNIVLLLQTFQTS-------YHLD-NCYSYSNLGVALQVTETLAMAHCCINPVIYAFAG-EKFRKYTCTFFRKHIALHLSKHCRFLYTEPLERASSTYSHSTGEQDLSVPL---------------------------------------------------- 
>acaCCR6____NDICEHKSSTEFDVT-LKLLIINIQLF-FGFFIPMLFMVFCYTFIVKKLVQA--------HNSKRSKAIRVVVSIVIVFLICQVPYNMVLLVTAATMK-------TLDK-TCQSEKQMAYAKYITETFAFLHCCMNPVLYAFIG-VKFRNYFVKVMAGLCCV-------------------------------------------------------------------------------------- 
>acaCCR7____TPRCTIVTANLLA---FSTSIRISQMV-FGFFIPLLVMTFCYWIIIRTLLQA--------RSFEKNRAIKVLIAVMVVFVLFQMPYNSVMLAETITAF-----NNTTGQ--CDAIKRIDVASDVTYSLACFRCCLNPFLYAFIG-VKFRNDVLRLLKDLGCINQAQLWKWSTYRENNRCSIATETDTTTTYSP------------------------------------------------------- 
>acaCCR9____ITICKMIYPPNVNRS-IKVINLSLKIA-IGFLLPLVVIVVCYTCIIHTLLRA--------KKTPKHKLFKIMTIIILVFLLSQVPYNSILMVKTMVLY-----APVIKD--CKMLDRIDIGFQLTQSIAFLHSCLNPFLYVFAG-QRFRKTLFETLK------------------------------------------------------------------------------------------- 
>acaCCR10___FQLCRVAT--------VAAAISLVQVA-LGFVLPFVVMVVSYMAIARTLLSS--------PCAQSQRALWLILSLVFLFLALQLPYALLTLLDTADLM-----SQQVSS--CKVIFHRDLALLITSGLAFARCCLNPVLHSFLG-VRFRKDLRRLSRDIGCLGE------------------------------------------------------------------------------------ 
>acaCX3CR1__EKQCTSLYPPHLQTL-WPVFSYLEMNI-IGFLLPVCIMSFCYLGIIKTLFSC--------KNTRKKRAVKLILTVVIVFLLFWAPYHVLLFLQMLRTY-------NYFE-TCVSLRVLDYIVQVTETIAFSHCCLNPIIYAFAS-EKLRKFLCHLVLKCFS--------------------------------------------------------------------------------------- 
>acaXCR1____RYGCYYQAFYP-----WEMVELCLKVL-FFLI-SFMIIAICYTGMLDILLRS--------RSQSRHRTVRLIFAIVLVFFLSWAPYNVLGFVYALSEQ-------NVIESKCQTKKDIYFAFDISRTVAYCHCCLNPVLYVFVG-VKFRRHL------------------------------------------------------------------------------------------------ 
>acaACKR3___ETYCRPVYPEESARE-WLAGMELSSVL-LGFIIPFPVIAVFYCLLAKAISAS--------NDQERKSNGKVIFAYVVVFLVCWLPYHVAVFLDLLLAF-------HFIPFSCQMENFLYTALHVTQCFSLVHCCINPILYSFIN-RNYKYELMKAFIFKYSAKTGLTKLIDTSRVSEMEYSALDQNAK------------------------------------------------------------ 
>acaACKR4___KIACVSTFPESLSKI-IKVTIEVGEMA-LCFVLPFFIMLTCYSAVARALFKS--------PSVKKTQPLKVLAAVVSVFIVTQLPYNVIKLWRAIDII-----YPLITN--CKASKAMDVAFEVTNSIALFHSCLNPLLYFFMG-ASLKMHMVKLAKRYGYWRRQQNIPPEEIPMDYEESAEQTSSLII----------------------------------------------------------- 
>acaACKR1___GDDCFSSLEPNLQP--WSLAHILVSLA-IFVILPL----------AMLVAKA--------ALKWHGKNERLQLNLSWVFYIFWSPYGVALLLDKLLED-------GLLTSTCHFREHLDYFLGISEGFGILHCFLLPLFI------------------------------------------------------------------------------------------------------------ 
>xlaCXCR1___AYVCHDSIGNENTED-WMIILRIGRHL-VGFFIPLLIMLFCYGFTIKTLYQT--------KSSQKHRAMKVIFAVVLAFLICWLPYNLTVIVDSLMRT-------RFINETCEKREHLDAALSTTEIFGYTHSCINPILYAFIG-QKFWNSFLRILASKGIVNKSFLARYARGSTFSFGSTSGNTSNTL----------------------------------------------------------- 
>xtrCXCR3___VTECQPVFGSSNFKT-WRVSMAFLYHI-VGFLLPLCFMLYCYTHIIHTLFQT--------HGFKKQRALRVIITVVVAFFLCWTPYNIVALLDTLNLL-------HVLADNCTIDSNIDIALSVTSGLCYFHSCLNPLLYAFVG-AKFKKKLVELLSKLSCICPQIVKNYIKHSPSAKSSTWSESGETSISRM------------------------------------------------------- 
>xtrCXCR3L__SHSCHYKFDPETADT-WRTTIRLINLS-LGFLLPLFLMFFFYCRIFCTLRKS--------RHGHSYRSQVVIVVLLFVFVLCWGPYNTLLLIDSLQRL-----DVIAPS--CPLFQKLDIGLTVTETLGLSHVCLNPFIYAFVG-VKFKSELSRLSKRVSGKVISSGVTGSKEETIVIETNNSYTKVF------------------------------------------------------------ 
>xtrCXCR4___QFVCDRIYPIDNRET-WTVGFRFLHIT-VGLILPGLIILICYCVIISKLSHS--------KGHQKRKALKTTVILILAFFACWLPYYVCLTTDTFMLL-------GLLKADCIWENTLHKAISITEALAFFHCCLNPILYAFLG-AKFKTSAQNAFTSVSRGSSLKILSKKRAGLSSVSTESESSSFHSS---------------------------------------------------------- 
>xlaCXCR4b__QFVCDRIYPIDNRET-WTVGFRFLHIT-VGLILPGLIILVCYCVIISKLSHS--------KGHQKRKALKTTVILILAFFACWLPYYVCLTTDTFMML-------GLVKADCIWENTLHKAISITEALAFFHCCLNPILYAFLG-AKFKKSAQNAFTSVSRGSSLKILSKKRAGLSSVSTESESSSFHSS---------------------------------------------------------- 
>xtrCXCR5___VTTCTYHQSHFPSNG-WWQTGRFLNHI-VGFLLPLSIMGFCYAHIVAALCRS--------PRLEKKKAVRLAIVVTGVFLLCWTPYNVTVFIDTLDQL-------GLVH-NCQVREELPIAITVTEFLGYVHCCLNPILYAFVG-VKFRNDALRILRRAGCLSSLMPEVSLNFDRKSSATDSENGTEYLHI--------------------------------------------------------- 
>xtrCXCR6___KMECFETYLEGH----LHLIVNSFQMT-VGFFVPLAAMIFCYTFIIKTLIFS--------SNFQKHKSLKIIFLVVIAFIVTQLPYNIAILCHVLYKT------------------INAKVLVITEAIAYLHACINPILYFFVG-IKFRKNFCKILVDLHLAKPNLELSDNLKTTDRDSRSISAFNNTETITMHQL---------------------------------------------------- 
>xtrCCR6____RFVCEASYPEDATALKWKLAVIIVQIS-LGFCIPFFVMFFCYLCIIKTLLQA--------HNSQRHKAIRVIVAVVAVFLVCQVPYNVVLVIKATQLG-------RTDG-ICSKNINYAYAFFITETVAFFHCCLNPVIYAFVG-VKFRNYFMKIMQDLWCISKQYMVGSRISRVPSETSRRTSEVYVTEGGSSFTM--------------------------------------------------- 
>xtrCCR7____VDMCIIFSDSIQS---LTAKLKISQMF-FGFFLPLLIMVSCYCMIIRKLLQA--------RNFEKYKAIKVIIAIVIVFVAFQLPYNSVMLIRAFSNS-----------TECDTSKNLDIADDVTYSLACFRCCLNPFLYAIIG-IKFRNDLYKLFKDIGCLSQEKCSEWSSAKPSKRTSLAMDTETTTTFSP------------------------------------------------------- 
>xtrCCR8____YTECVLSYPEINRQN-WKIFCSLLINI-FGLVIPLFILLFSYLHIIKTLQNS--------KCKQKRCAIRLILIVGIVFFIFWTPYNIVVFLNILKTS-------GAVD---LETDQLQTAADVTHTLSLVHCCLNPIIYTFAG-EKFRGYLRLIINRPLNFVHSSRIVGSYKTSVSDYASSTSRISKGSFSSESIL--------------------------------------------------- 
>xtrCCR9____STTCTMSYPAELSKT-FKVSVLSLKVT-VAFCLPFLVMVFCYAMIIPILVQA--------RGFQRHKALKVIFAVLSVFILSQLPYNSILVLRVLNAA-----NINDFE--CATTQNIDIAYKITQSVAFLHCCLNPFIYVFVG-VKFRSDLLKILQKCIGEQQWAKGLWGDNNKKPLSETRESKMGTLSL--------------------------------------------------------- 
>xtrCCR10___FYHCKMIFPEEVTAT-VKGISNVAQII-FGFIIPSLVMVFCYSVIVKTLLSS--------KTLRRHKTLKVIISLVVVFVMFQLPHSVVIFLETADIL-----QSKQMP--CEVSKKKDVALIVTSSLAFTRCCLNPILYAFVG-VTFRRDILLLLKNLGCISRASTTYNGSRRLHASSVHIDTSSFSL----------------------------------------------------------- 
>xtrCCR12___GILCEETGFSADKIDTWRRLGYYQQLT-MFFLFPLIVILYCYTLIVVKLFNT--------KMHNKDKAVKLISVIVLAFFICWTPYNVVIFLRLSPGD--------------PCNDYLNNAFYICRNIAYFHCCINPFFYTFVG-TKFRRHLSALLGTNCLSMFRRSSSSSRTSEYSPQTIYE----------------------------------------------------------------- 
>xtrXCR1____FIICEYRDN-------LPHLVSNYQQN-IVFLIAFVVIIVCYFSIIKTLRRS--------RSQRNHKPVKLIFIIVVVYFVSWAPYNIVMLLQSFEKQ-----QLFKSFRDCDFSKNLDYAKSVSEKLAISHCCLNPILYAFVG-IKFRQHLKRLLHYRPCKHEEQTTSIRTNSHDHYHNNDGSLY-------------------------------------------------------------- 
>xtrACKR3___ETYCRSMYPEETFKE-WLLGMEIVSIM-LGFVIPFPIIAIFYCLLAWTLSSS----SSSSGDQERRISGRLIVSYVVVFMVCWLPYHAMVILDVMSFL-------QLLPFSCFLDNFLYAALHITQCYSLLHCCINPILYSFIH-RNYRYEIMKAFIFRYSSKTGLTKLIESSKVSEAEYSAVDQIPK------------------------------------------------------------ 
>xtrACKR4___KHACLPVYPKDTIKQ-TTVLIQILEIV-FCFLLPFLVMLFCYASMAKIVLQT--------PNIKRSRSLKVLLAVVGVFLITQLPYNVIKFWRAIDII-----YALITS--CSMSRTIDIMIQVTESLALFHSCLNPILYAFMG-TTFKSYISKIAKRYGALRRQRIQSTEEYAMHSENHVEETSSFSI----------------------------------------------------------- 
>olaCXCR1a__LYVCAEQYDPRSADE-WRLSTRILRHT-LGFLLPLAIMVPCYGITIQRLLHI-------RGGFQRQRAMRVIVFVVGAFLLCWMPYHVTVMTDTFFRA-------KIVPYKCPERMAVDQAMFGTQSLGLLHSCINPVLYAFVG-KKFRRRLGQVVRKMGLKERGSASRSSRSSLSSEITSTVM---------------------------------------------------------------- 
>olaCXCR1a__QSICYENVTGDSSDL-WQFSLRILRHT-LGFFLPLVVMTFCYGRTGVTLLQI--------RNQQKHKAMRVIMAVVLGFVLCWLPYNVAVLTDTLIRA-----ESLKVT-SCDTRYRVEVTLNVTQVLAYMHCAINPVLYAFIG-QKFRNQLLLSLYKHGVISKR----------------------------------------------------------------------------------- 
>olaCXCR1ba_TWLCTESFHVGRPTA-WRLATRVLRHV-FGFVLPLVVMVACYGVTVAKLLHT--------RGFQKHRAMRVIMAVVVAFLLCWTPYHITLMVDTLLRA-------ELMAPGCGVRGAVNVALGVTNSLALLHSCINPFLYAFVG-RKFRTKMNLLLQRKFRRDKMSASRVSRSTSQTSEGAGTVL--------------------------------------------------------------- 
>olaCXCR3aa_KLRCDYSYSQTATG--SMLASRLFHHT-VGFSLPVVFLMLLCSYFLSSLLSK-----DKDLQRRRRRAVIVILSLVLAFLLFWLPYNITLIRDTYLRK-----ISHRHPKKLYPQDSMASALLITSMFGYIHACLRPPIYLLC--KKFRDQVKNLSFSNAEMSGSLWELSVEEPCVQRASVEEMKPMAAQQSPVQAH--------------------------------------------------- 
>olaCXCR3ab_RQQCFRNYTIQDMDE-WIVTSRSIFHT-VGFLIPSVVLIFCYASIFHRLRSG-------NQNLQKQRACKVIMAVVAVFFVCWTPFNISLFVETIHRR-------NQNN-TCQSNAALSKALKVTQSFGYIHCSLNPILYAFLG-EKFQLQLRDIFLGGKFLMHSSLQEPLCGIWNKCVYKKQTNIVCS----------------------------------------------------------- 
>olaCXCR3ac_RQQCFRNYGIEDMVH-WIVVSRSIFHT-VGFLIPSVVLIFCYASIFHRLRCG-------NQNLQKQRACKVIMAVVAVFFVCLTPFNITLFIDTIYSR-------NPNETCQSSAAPLVKAIRVTQSLVYIRCSLIPILYAFLG-GKFRRQLQVM--------------------------------------------------------------------------------------------- 
>olaCXCR3ad_RQQCFRNYSLQDMDD-WIVTSRSIFHTVVGFLIPSVVLIFCYASIFHRLRSG-------NQNLQKQRACKVIMAVVAVFFVCWTPFNISLFVETIHRR-------NQNN-TCQSNAALSKALKVTQSFGYIHCSLNPILYAFLG-VKFRRQLQDIFRSLGCKVKMRTKLHSISSRRTTMWSESADTSNSIA--------------------------------------------------------- 
>olaCXCR3L__VVLCRLWFAQNDVE--WRVGLHLVSVV-LGFGLPLLVMLYCYIQIFRSLCNA--------TRRQRRKSLSLIFTLVSVFVICWAPYNCFQLVDSLEKL-----KVVAGG--CHFNKVMDIGILITESIGVSHCALNPLLYGFVG-EKFRKELLRMCKDLLGKRSWMEANEWKGKRLRKTTGSFSSAESENTSYSVMV--------------------------------------------------- 
>olaCXCR4a__STLCQRFYPDDNAPL-WVAVFHLQLVL-VGLVIPGLVLSVCYCVIVTRLTRG-----PLGGQRQKRRAVRTTIALVLCFFICWLPYGAGISVDALLRL-------EVLPRSCRLEAALGVWLSVAEPMAFAHCCLNPLLYAFLG-AGFKSSARRALTLSRASSLKVLPRRRPGASTTTESESSSLHSS------------------------------------------------------------ 
>olaCXCR4b__RTICERFYPVESRVV-WTVIFRFQHIL-VGFILPGLVILVCYCIIIAKLSKG------TKGQTLKKRALKTTVILILCFFCCWLPYCIGIFLDTLMML------NVVRT-TYELQQALDKWISITEALAYFHCCLNPILYAFLG-VRFKKTARSTLTMSSKSSQKVNLMTKKRGQVSSVSTESESSSVLSS--------------------------------------------------------- 
>olaCXCR5___SSLDCYYYRYDIHAHNWVLANRVLHHI-SFFF-SLVVMSYCYTVLVFTLWKS-------PKREAKKSAVRLALLVTLVFCVCWLPYNVALLIRTMVDL-----DVLTYD-SCRFLTLLNQTAAVTKSLGLSHCCLNPFLYAFVG-AQFRSELVNLLSKMGCGRGGVRGQGHSLASISERTTTNSTTF------------------------------------------------------------- 
>olaCCR4Laa_QTTTNKTEKTDSSSHFWTIFSIFKMNI-MGLFIPLCIMTFCYSRIIWKLLDS---------HSSRKQPIRLVLLVIAVFFCCWVPYNISSLFKGLELL-------QIYM-GCESSNSIRLALQVTEVIAYSHSCLNPILYVFVG-EKFRRQLLRLISKTPCLLCQMIKVYIPQNRIFGSTYSQNTSMEERSTAV------------------------------------------------------ 
>olaCCR4Lab_SVYPDSGAGEDDSSHFWRIFGIFKMNI-MGLFVPLCIMVYCYSQIIWKLLDS---------HSSRKQTIRVVILVIVVFFCCWVPYNITSMVKGLELL-------QIYT-GCESSKAITLALQVTEVIAYSHSCLNPILYVFVG-EKFRRQLLRLISKTPCLICQMIKVYIPQERIFGSTYSQSTRMNERSTAKNISETLDQIT-------------------------------------------- 
>olaCCR4Lac_TSHCHPVYPEETVEF-WKKLRNFSENT-VGIFVCLPIMIFCYVKILLVLSKS--------RNSKKDKVVKLIFTVVCVFVACWVPYNILVFLQTLEQL-------EILD-DCQLSNNINKAMHFTEIMALSHCCLNPIIYAFIG-EKFRKSLGNALKNHFC--------------------------------------------------------------------------------------- 
>olaCCR6a___HYVCDFKHDDRNLAPYFKVMIPSIQLG-VGFFLPLLIMIFCYTSIIVTLMKA--------KNFQRHKAVRVVLAVVVVFVICHLPYNISLLYHTINMF-------DVVK--CQVADTLKVTQNALQAVAYLHCCLNPVLYAFVG-VKFRNHFRRIFRDLFCLSKKYMTQRRFSRVTSDMYMSSIRRSVEGSGDSNLSFTM------------------------------------------------ 
>olaCCR6b___SRKCQLSFNQPDTAKLMKVLVPGFQMA-IGFLLPMLVMGFCYSWIAYTLLRA---------QTQRHKAIRVIVAVVVAFFVCHLPYNMALLIHTTSLF--------KER-SCEAEQIKLYVLNVSKSVAYLHCCLNPILYAFVG-VKFRSHFMEI--------------------------------------------------------------------------------------------- 
>olaCCR7____NNTCSLSNQNSTE---LKVGIQASQIA-LAFLLPLLVMGFCYASIIKTLCQA--------RNFERNKAIKVILAVVTVFLVSQVPYNIVLFLSTSVTA-----NGGTED--CEYDNTLMLATDATQGLAFFRCCLNPFVYAFIG-VKFRNDLFKLLKEYGCMSQEQFYRYTYARRKSSGANETETSTTFSP--------------------------------------------------------- 
>olaCCR9a___KYYCRMVFPSNIGNR-TKILVLSLQVS-MGFCLPFIAMVFCYSVIVAKLLKT--------RSFQKHKAMRVILSVVVVFVVSQLPYNITLVMEAMQAT-----NMTVTN--CERVKALDKAGQVLKSLAYMHACLNPFLYVFVG-VRFRHDFVRLLHPCFGRPPAKVSSLGKTRSPIPSTRASVMSDSETSQALSL---------------------------------------------------- 
>olaCCR9b___LSNCALVYWDNAFNR-TKILVLSMQIC-MGFCFPLLIMFSCYSVIIRNLLQA--------RNFEKHKALRVIFAVVFVFILSQLPYNTTLIMEAVQAA-----NPNITD--CATVTHFDIAGQVTRSLAFTHACLNPFLYVFIG-VRFREDLFKMVRARVGGLGKSGISKTPAVQSRPSGMSDTDTTPALSI-------------------------------------------------------- 
>olaCCR10___CHSCN-----------EVKMASMGLLI-AVFCLTLLTMLACYSVIARVLCES--PRHRRGKQWQRQRTLKLMVALVLVFLAFQLPYTVVLFWKMARPI------------------CELMLEYSTCTLAYTRCCLNPVLYALIG-VRFRRDVWHLLQDAGCACAPGGLLQTLSSVSSPNRSTVAGFSPVSPSNSSSNAVPSNFSFQEPHKCSR----------------------------------- 
>olaCCR11aa_KQDECYFFPENED---WYHYDLFATNM-LGLILPLLVMVACYSRIIPVLVKM--------KTAKKHRVVKLIISIVGVFFLFWAPYNISLFLNFLLLQ-------QIIPSTCNGDKNLRLAVSVTEAFAYTHCCLNPIIYAFVG-QKFMRRALQMLKKFVPI-------------------------------------------------------------------------------------- 
>olaCCR11ab_NDECHLLPENED----WYHYDLFAKNI-LGLILPLLLMVACYSRIIPVLVKM--------KTAKKHRVVKLIISIVGVFFLFWAPYNISLFLNFLLSH-------NIIPQTCDSDKNLRLAESVTEAFAYTHCCLNPIIYAFVG-QKFMRRTLQMLKKWLPI-------------------------------------------------------------------------------------- 
>olaCCR12a__GYLCEDSGFPISTIRTWSLVTYYQQFM-LFFLVPLIMVLYCYISITVRILST--------RMKEKCRAIKLIFVIIVTFFICWTPYNIVILLRAIQSS-----NPELQPPSCSDAESLDYALYVTRNIAYLYCCISPVFYTFVG-KKFQSHFKRLMLTRVPCLKRHISLTSHSTRSTSQGTPHSVYEY------------------------------------------------------------ 
>olaCCR12b__CEQDYGNIPSAIGMK-LRTTWFYLQLI-MFLIFPVIVILYCYFRIAITVMSS--------KIVSKFKTVRLILVIVLLFFMSWAPFSILELMEDGTTN-------------CVQKQRIEYGIVVSRNLAYFYFCISPFFYTFVG-RKFQNYFRQLLVKRFPALKKYISVNEVSRTNLSTKST------------------------------------------------------------------ 
>olaXCR1a___HHKDRESWGCEYSSE-WWKHMSTYQQN-LFFLFAFAVMAVCYIQILQKVRRT--------RSRTKSRAVKLVFCIVTVFFVGWMPYNMVIFLRALFPS-------LGFE-DCEQSNHLDYAFFVCRLIAFSHCCLNPVFYAFVG-VKFRRHLKSMLQAGLKRERPVEEHFPKEERTSSSLKALRHLVGPGDGGVLPKFKGRTKLFTFNAR-------------------------------------- 
>olaXCR1ba__SYYCEPSH--------YVDLGYYAEIS-LLFLLPFIITVFCYTGIIVAVLRT--------TVRRKFRSVSVMFCIVTVFFFCWGPYNIALIIGHVYEP----------T-ECWKKERKEVILGVCQILAFSHCCMNPPLYMLSQ--KMR--------------------------------------------------------------------------------------------------- 
>olaXCR1bb__SYYCEPSH--------YVDLGYYAEIS-LLFLLPFIITVFCYTGIIVAVLRT--------TVRRKFRSVSVMFCIVTVFFFCWGPYNIALIVGHVYEP----------T-ECWKQERQEVILGVCQILAFSHCCMNPLLYMLSQ--KMR--------------------------------------------------------------------------------------------------- 
>olaXCR1bc__ENFKICFYENQDAKL-WIFYQQNAFFV-V----CSLVFIFCYSKILWKLKGS-------TVQKRNNRTLKLIFILVVVFFLEWAPYNYVIFQMSLDVI------NKNSGHECDSRTRLDYAFFISRMLAFSHCCLNPVFYVLVG-IKFKSHLKKMVKICSSDRNSIPNRRSRLTIMSVTSE------------------------------------------------------------------- 
>olaACKR3a__TMLCRPVYPEENHTE-WMVGVQLSFIL-LGFLLPFPVIAVFYALLARAFAHSSSSSSSSPVEQERRVSRRVILAYIVVFLACWGPYHSVLLADSLSQL-------GLVPLTCGLENVLYVALHLTQCLSLLHCCFNPILYNFIN-RNYRYDLMKAFIFKYSTRTGLARLIEAPNMSETEYSAVAVENPP----------------------------------------------------------- 
>olaACKR4a__RNACLLIYPAWMAPG-GTAVLEGAEVL-LGFLLPLLVMLVCYWNVCKVLTGL-----PAERKGKKWRAVRVLLLVAGVFLVTQLPYNLVKAFRAVDSV-----YLLVTH--CGTSKALDQAAQVTESLALTHCCFNPILYAAAG-SNFRQDLTRMAKTLGALDVENLSPNTSC--------------------------------------------------------------------------- 
>olaACKR4b__RTSCTAFYPRNMARP-AKAALELLEVI-LRFLLPFAVMIVCYTLMGRALTRV-----PGVRRERKWRALRVLFAVVAVFLLTQLPYNVVKLCRALDII-----YVLVTV--CDVSKGLDHALQVTESLALTHACINPLLYAFMG-SSFRSHVLRAAKHLGERLGKHSRPESKEPAVEIALRTQSQNNSQSDSDDRDTSTFTI---------------------------------------------- 
>gacCXCR1a__LTTCGEKYEQGNADR-WRLATRMLRHT-LGFLVPLAVMLPCYGVTVRRLLRV-------RGGFQRQRAMRVIVTVVVAFLLCWTPYHVAVMADTFFRA-------KIVPYKCPARMAVDLAMLGTQSLGLLHSCVNPVLYAFVG-EKFRLRLGQIVRKTGLLGRTSVARGSRSSMSSEITSTVMGSGRL----------------------------------------------------------- 
>gacCXCR1ba_RMTCGESFDLGSASS-WRIATRGFRHI-FGFFLPLVVMVICYSITITRLLRT--------RGFHKHRAMKVIIAVVMVFLLCWTPYHVTMMVDTLLRA-------DLIPPGCALRRSLSTALFSTHGLALFHSCVNPVLYAFVG-EKFRSKMMQVVQSVTNSLLLNCVLLIKESWSAFIGPGGIHAFTRV---------------------------------------------------------- 
>gacCXCR1bb_RTICYENITNESSDR-WRVIMLVMRHS-IGFFVPLVVMTVCYGWIVVALIHT--------RNSQKHKAIRVILAVVFAFVVCWLPYNIAVLIDTLTRK-----KTIAME-TCETRYMVEVMLAVTQVLAFMHCAVNPVLYAFIG-EKFRKHLLSALYRHRLISRKGSASSVGSIRSRNTSIMIFQQNLK----------------------------------------------------------- 
>gacCXCR3aa_RATGLCARGHSWPLTDWQLASRVLHHA-LGFLLPAAALFFCCSRVLLRRRVA--------SGLQERRPVAVFLAPVAAFCLCWVPYNVALVADTARGR-------AAEP--AERDGSLKTALTVTSALGCVHACLRPLLYFGLC-RNARKRTLAML-------------------------------------------------------------------------------------------- 
>gacCXCR3ab_QCVRNYLMNASGKVGDWRLASRLLFHT-AGFLLPSVVLIFCYSCILRQLRCG-------SRAPQKQKAFRVIVTVVVVFFLCWTPYNITLMVDTLHSA-------DHND-TCGTRTSLGTAKMITSSVGYLHCSLNPVLYAFVG-VKFRRQLLGILRSLGCELKTRAHPQSVTSRRSSIWSESGDTSNSLAI-------------------------------------------------------- 
>gacCXCR3L__ALLCVVWYTEHPTR--WRVGLQLVGML-LGFGLPLLVMLYCYIRIFKSLCNA--------TRRQKRKSLRLIVSLVSVFVVCWAPYNGFQLADSLHRL-----GAVTGG--CRFGHVMDVGTVVAEGLGLSHCALNPLLYGFVG-VKFRRELGRMCGGLLGGRGARGMEGWKQRRLRKSTASFSSAESEHTSYSVM---------------------------------------------------- 
>gacCXCR4a__ATLCQRFYPAESAPL-WVAVFNLQLVV-VGLVIPGLVLLVCYCVIVTRLTRG-----PLGGQRQKRRAVRTTIALVLCFFVCWLPYGVGISVDTLLRL-------EVLPRGCRLEAVLGVWLAVAEPMAFAHCCLNPLLYAFLG-AGFKSSARRALTLSRASSLKILPRRRPGASTTTESESSSLHSS------------------------------------------------------------ 
>gacCXCR4b__RIMCQRTYPQKHSVE-WTVGFRFQQIL-VGFILPGLVILNCYCIIIGKLSQG------ARSHAQKRKALKTTIILIVCFFSCWLPYCVGIFLDNLVML------GVISL-SCDLEQAVEKWISISEALAYFHCCLNPILYAFLG-VKFKKSAKSALTASSRSSQKVTLMAKKRGPISSVSIESESSSALTS--------------------------------------------------------- 
>gacCXCR5___QVSCFYHDYGIHANN-WVLTNTVLNHV-CFFI-PLAVMSYCYAAVVVTLCRS-------QKSQAKQGAIRLSLLVTLVFFFCWLPYNVTILIKTMVDL-----SVISQQ-ACEHYILLLSVLDVTKSIGLSHCCLNPFLYAFVG-VRFRQELIHLLCEEGCSNVCSPFLRAQGHSRPSISDRATTTSTM----------------------------------------------------------- 
>gacCCR4Laa_SQSCFPVYPEDVGHS-WMIFSVFKRNV-LCLFVPVVIISFCYSQIVWRLLHS---------QSSKKRAIRLVLTVVAVFFCCWVPYNVASFFNALELL-------HIYT-ECESSKAIRLALQVTEVIGYSHSCLNPILYVFIG-QKFRRHLLRLINRIPC--------------------------------------------------------------------------------------- 
>gacCCR4Lac_SSQCQPLYPDDSHRF-WKLLRNFSENT-VGLFLCLPIMIFCYVKILIVLSKS--------RNAKKDKAVKLIFTVVGVFVVCWVPYNVTVFLQTLQLF-------LENLDTCEASKSINSAMHFAEIIALSHCCVNPVIYAFIG-EKFRKSLGNVLTRYCWSHQSRRAFSHRETTEKETSNTPVKSDYQE---------------------------------------------------------- 
>gacCCR6a___HYVCELWFADNFTARTTKVAVPGTQLA-VGFFLPLLVMVLCYGAIIVKLTKA--------RNFQRHKAVRVVLVVVLVFVVCHLPYNVTLLYETAGMF---------QEGSCEGSDVLQAAKTLTQTLAYLHCCLNPVLYAFVG-VKFRNHFRRLVMDLWCLGKRYIGPRRFSRVTSEIYVSTRRSVDECSDNGSSFTM------------------------------------------------- 
>gacCCR6b___QATCQLSFKETGTAKLMKVAVPSLQMA-IGFLLPLLVMMFCYTSIVCTLLRA--------RSSQRHKAIRVVMAVVAVFVVCHLPYNATLLNHTLSLF-------KVRT--CASEKIRLRVLAVSKSVAYFHCCLNPVLYAFVG-VKFRTHFQQIILDLWCFSKKHTSTARSSRATSDTCISGRVSSDGSNNMRSFSA-------------------------------------------------- 
>gacCCR7____NNTCTPYSSYSDM---LHVKIEASQIA-LAFALPLLVMSICYSRIVQTLFQA--------RGFERNKAIKVILAVAAVFLVCQMPYNLLLLLNTVVIA-----QGRSED--CYYQNTFLYVSDVAQCVAFLRCCLNPFVYAFIG-VKFRHDLLKLMKDLG---------------------------------------------------------------------------------------- 
>gacCCR9a___REYCRMVFPAHLGNR-TKILVLSLQVS-MGFCLPFVVMAFCYSVIAAKLLRT--------RSFQKHKAMRVILAVAAAFASTQLPYAGVLVMEAAQAT-----TVTLTE--CEDLKQFDKAGQMLKSLAYLHACLNPFLYAFVS-VRFRRDLLKL--------------------------------------------------------------------------------------------- 
>gacCCR9b___QVLCTLVYWNNAFNR-TKILVLSLQIC-VGFFLPLLVMLFCYSVIIRTLLQA--------KSFEKHKALRVVFVVVFVFVLSQLPHNALLVVEATQAA-----KTTITK--CDVIAAVDIAGQIAKSLAFTHACLNPFLYVFIG-VRFRQDLVRIVKDTG---------------------------------------------------------------------------------------- 
>gacCCR10___EAYCGLVKCEQVKVA-TNGAVIAVFCL------SLAVMATCYSRIACVLWDG--RASRRGKQWHRQRTLKLMVALVLVFLAFQLPYTVLLSRKMAGPF------------------CGLLLEYVTCTLAYARCGLNPVLYALVG-ERFRNDVTRLVHNSGCRRGLRRAPQSLATNSISVSSPASALLA------------------------------------------------------------ 
>gacCCR11aa_GVACSYEPENDA----WRLYDIIMKNV-LGLGIPLLVMIVCYSRIIPILLNM--------RSTKKHRVVKLIISIVIAFFMFWAPYNISILLEFLNLS----------T-DCNSYQSLKLSIIVTETIAYSHCCLNPIIYAFVG-QKFVRRVLQMLKKC----------------------------------------------------------------------------------------- 
>gacCCR11ab_GVACTYEPENDA----WRLYDILMKNV-LGLGIPLLVMIVCYSRIIPILLNM--------RSTKKHRVVKLIISIVIAFFMFWAPYNISILLEFQKLS----------T-DCNSLQSLKLSIIVTETIAYSHCCLNPIIYAFVG-QKFMRRVLQMLKKCGSGFLPSTRENSSHRKSSVMSRSSDATTNFIM--------------------------------------------------------- 
>gacCCR11ac_GVACSYEPENDA----WRLHDILMKNV-LGLGIPLLVMIVCYSRIIPILLNM--------RSTKKHRVVKLIISIVIAFFMFWAPYNISILLEFLNLS----------T-NCNSHQSLKLSIIVTETIAYSHCCLNPIIYAFVG-QKFMRRVLQMLKKCGSGFLPSTRENSSHRKSSVRSRSSDATTNF----------------------------------------------------------- 
>gacCCR11ad_GVACSYKPENDA----WRLYDILMKNV-LGLGIPLLVMIVCYSRIIPILLNM--------RSTKKHRVVKLIISIVIAFFMFWAPYNISILLEFLKLS----------T-DCNSHQSLKLSIIVTETIAYSHCCLNPIIYAFVG-QKFMRRVLQMLKKCGSGFLPSTRENSSHRKSSVRSRSSDATTNFIM--------------------------------------------------------- 
>gacCCR12a__GLICEESGYPKITMERWRLVSYYQQFL-IFFLLPLCMVMYCYISITVRILST--------RMKEKCRAIKLIFVIIFTFFACWTPYNIVILLRAIQIT----HPSEGDD-PCADEDRLDYAMYVTRNIAYLYCCVNPMFYTFLG-KKFQSHFRKLIGLYMRACTAHSTPQIETPKGNKVSSVSTFAVVSTVSIVH----------------------------------------------------- 
>gacCCR12ba_CQEYPNEIPGIEGKL-LSDFGFYIQLI-LFLIVPLAVTIYCHVRIAITVVSS--------KIVTKFKTVRLIFVIVLLFFTSWTPFNILMLMNDEDAD-------------CETRQKMDYALEVTRVMAYAYFCINPVFYTFVG-KKFQKYFRQLLKKHMQKCTQKNVLQQDDDQRGYDLFGGSGQVHSYRVTF------------------------------------------------------ 
>gacCCR12bb_CQEYPNEIPGIEGKL-LSDFGFYIQLI-LFLIVPLAVTIYCHVRISITVVSS--------KIVTKFKTLRLIFVIVLLFFTSWTPFNILMLMNDEDAD-------------CETRQKMDYALEVTRVMAYAYFCINPVFYTFVG-KKFQKYFRQF--------------------------------------------------------------------------------------------- 
>gacCCR12bc_CQEYLNEIPGIEGKL-LSDFGFYIQLI-LFLIVPLAVTIYCYVRIAITVVSS--------KIVTKFKTVRLIFVIVLLFFTCWILFNILMLMNDEDAD-------------CETRQKMDYALEVTRVMAYAYFCISPVFYTFVG-KKFQKYFRQLLVKTFPRFKRDVFVCLQNRKITNMKTFYKAFNY------------------------------------------------------------ 
>gacXCR1a___NHSLGCEYQDRL----WKTISVFQQNI-FFLV-AFAVMAFCYIQLLWKITRT--------RSHTRRRAVKLVFSIVAVFFLGWVPYNVVIFLQVLADV------GASSD-NCGASIDLDYTFHVCRLVAFSHCCLNPVFYVFVG-VKFRSHLKSLLQRLVIQTRAEEQPV------------------------------------------------------------------------------ 
>gacXCR1bc__RCVLASSY--------WKLWVIYQQNV-LFLL-SSVVFIFCYSQIMCRLLRP-------TAQRRKNKTLKLIFALTVVFFVGWAPYNAVIFLQSLNMRPQQEVDSSVLVEMCEASRRLDYAFYVSRLLAFSHCCLNPVFYVFVG-VKFKSHLKTFTFKYCQKMFCKDKSFTCCSAFRPQS-------------------------------------------------------------------- 
>gacACKR4a__RSVCLAVYPASMAQG-GQAALEVAEVL-LGFLLPLLVMVICYGSVGRALRGL-----PADVGGRKRRALRVLLIVVGVFVVTQLPYNVVKLYRAMDSV-----YALVTH--CVTSKVLDKAAQVTESLALTHCCLNPILYAFVG-SSFR--------------------------------------------------------------------------------------------------- 
>gacACKR4b__RMACTAVYPPGMGRS-AKATLELMEVA-LRFLLPFLVMTVCYCSVWRILSRA-----AGVRRERKWRALRVLLAVVAVFLLTQLPYTLVKLIRAMDVI-----YILVTD--CEVSKGLDRALQVTESLALVHACINPLLYAFMG-SSFRGHVLKAAKHLGQRLGRHPRHAGAEPAVEMALRTPAEPQSQSGSD------------------------------------------------------- 
>dreCXCR1ba_QTICAERFETDHADE-WRLATRIMRHV-LGFALPLVVMLSCYSVTVVRLLRT--------RCFQKQRAMKVIVAVVVAFLVCWTPFHVSTIIDTILRA-------KVVQFGCTMRTSVEVAMFATQNLGLLHCCVNPVLYAFVG-EKFRRRFLQLLHRKGVLERFSLSKSSKSSSLTSEVPSSFL--------------------------------------------------------------- 
>dreCXCR1bb_EYICEDNVTAESTDS-WRMSLRIIRHT-LGFFLPLTVMMFCYGFTMFTLCHT--------RNSQKQKAMRVILSVVLAFIICWLPHNIIEFTDILMRA-------GQVEETCQLRDNIDVALYATQVMAFAHCAINPILYAFIG-KKFRNQLLISLFKKGLFGRNMLSRYGAGSFQSSGSTRQMSVTL------------------------------------------------------------ 
>dreCXCR3aa_KDECIYFYPDDS----WHRSSRFPHHV-IFGV-GTLVLLFCCTSIMLKLQRE-----SMCQQKKMGRKTAIIAVLVLVFLICWTPYSIAFIVNTGARP---VHIDPLTG-ESECEWRQWTATKITAIFGLLHCTINPVIYFCFS-KEFRRRSLAVIKFNACESNNNDGSLWDSTAVNVNTTVQEEQGPLQQVNELKPKVQTQQQDT------------------------------------------ 
>dreCXCR3ab_RQDRTECVNSEALSDFWVLVNRLIYHF-LGFIIPAIMMVFCYTSILLRLLLG----S---KCMQKKRAIHVIVALVLAFFISWTPYNIALMADTIHTN-----RTDNNQTSCETRTTLDVAITATSTFAYMHCCVNPILYAFVG-VKFRQHLLDMLRPLGFKLKGRAGLVSRKSSGWSESVDTSHTSAF----------------------------------------------------------- 
>dreCXCR3L__RMVCQIVYSEQYSKQ-WQIGMQLVSMV-LGFILPLLVMLYCYLHIFKALCHA--------TRRQKRRSLRLIISLVIVFVISWAPYNALRMTDSLQML-----GVIVKS--CALNNVLDVGILVTESLGLAHCALNPLLYGLVG-VKFRRELAQMCKAALGPQGCLGLVGWANGRGSSTRRPTGSFSSVETENTSYFSVMA----------------------------------------------- 
>dreCXCR4a__RTFCERIYPQDSFVT-WVVAFRFQHIL-VGFVLPGLVILICYCIIISKLSRG-------SKGTQKRKALKTTVVLIVCFFVCWLPYCGGILLDTLMML------EVIPH-SCELEQGLQKWIFVTEALAYFHCCLNPILYAFLG-VKFKKSARSALSPSRGSSLKILSKKRTGMSSVSTESESSSFHSS----------------------------------------------------------- 
>dreCXCR4b__GTICELTYPQEANVI-WKAVFRFQHII-IGFLLPGLIILTCYCIIISKLSKN------SKGQTLKRKALKTTVILILCFFICWLPYCAGILVDALTML------NVISH-SCFLEQGLEKWIFFTEALAYFHCCLNPILYAFLG-VRFSKSARNALSISSRSSHKMLTKKRGPISSVSTESESSSALTS----------------------------------------------------------- 
>dreCXCR5___RLSCYYNSHGIHGSN-WKLTSHFITHL-CFFL-PLVIMGYCYTFVVITLRQS-------HRSLEKQGAIRLALLVTVVFCLCWLPYNLTILMNTLVDL------EAMPKLSCPAQDTLDRAVIVTESIGFSHCCLNPILYAFIG-VRFRRDLLQLLAKTKCLRVCFSDVRINNLNRVSVTDAVTTTTSSQY--------------------------------------------------------- 
>dreCCR4Laa_LCTSYPTTDQSSYHD-SKTNGIFKMNI-IGLIIPLSVIGFCYSMILIKLLNV---------RSSRKQAIRLVVVVMVVFFCCWVPYNIAAFFKALELK-------RVIPHSCESSKAITLSLQITEAVAYSHSCINPFLYVFVG-EKFRKHLFRLLNRTPFSRLQFMKSYVQTTASVYSQTTSLDARSSASV-------------------------------------------------------- 
>dreCCR4Lab_LCASYPTTDQWSYHD-SKTAGIFKMNV-IGLILPLSVIGFCYSMILIKLLTV---------RSSRRQAMRLVVVVMVVFFCCWAPYNIAAFFKALELK-------KVLTHSCESSKAITLSLQITEAVAYSHSCVNPFLYVFVG-EKFRKHLFRLLNRTPFSRLQFMKSYIIQATGSVYSQTTSMDERSSVAV------------------------------------------------------- 
>dreCCR4Lac_SNSCQRHYPDESARK-WKLFRNFGENA-VGLFISLPIIAYCYLRVLMVVKKT--------KNSKKNRAIKLILGIVIMFVVFWVPYNVVVFLKTLHEF-------DMLT-SCEPYKIINMAMDVTETIALTHCCVNPFIYAFVG-EKFRKYLASAFSKYLRCLKTYQSTPSQSRISENDTSNTAIFSTSPMKILSPKHPYTEVYNHRSGKTPNNNNMPPRMGKRGWDGDVCLEDSMGGHKLINHSGER 
>dreCCR6a___QYVCSFKFESNETARMMKTIVPSSQVA-VGFFLPLLIMGFCYSSVIVTLLRA--------KNFQRHKAVRVVLTVVLVFVVCHMPYNLVLLYHTINLF---------EQQECSHEEAVALTMTITESLAYLHSCLNPLLYAFIG-VNFRNHFRKILRDIWCLGKNYMSARRSSRVTTEMYLSTRRSMDYSNNENGTSFTM------------------------------------------------ 
>dreCCR6b___--ECITIFSEMETARLVKILIPSMQMV-FGFLVPLMVMVFCYSWTMVTLLKA--------QNFQKHKAVRVVLAVFFVFVLCHLPYNVALLVYTSKLF---------VERSCGEEQVTLMTLSVSRTAAYLHCCLNPILYAFIG-VKFRSHFCQILRDLRCLGKRYIYSGRSSQQTSDLYVSATKTVAEQNGINDNPSSFTL---------------------------------------------- 
>dreCCR7____RGTCSANVNYQD----YYVKMVISQMV-LGFIIPAVVMGFCYICIIKTLMQA--------KNFERNKAFKVIIAVVVVFVFSQLPYNVVMGVSVQQTT------------DCAKDNTRLFALDVTMAVAFMRCCVNPFLYAFIG-VKFRNDLLKLLKDLGCLRTSHLMYTHCGRRRSSVGLDTETTTTFSP--------------------------------------------------------- 
>dreCCR9a___NTFCTMVYWNNENNR-TKILVLALQIC-MGFCIPLVVMIFCYTNIIRTLLKT--------RNFQKHKALRVILAVVAVFVLSQLPYNGMLVFEATQAA-----NMTVTN--CTESIRFDIAGQVMKSIAYMHSCLNPFLYAFVG-VRFRKDVIRIFQNIGCVSNLKNSKLAGIPHRSSVMSDTDTTNALSL--------------------------------------------------------- 
>dreCCR9b___HNSCVMVYSIMDNNR-TKVLVLALQIC-VGFLVPFMVIVLCYSVIIRKLMQA--------RSFEKHKALRVIIAVVAVFVFSQLPLNGYLIIEAGQAN-----NATITD--CEVMQRLDMVGQIVKSLAYTHCCLNPILYVFIG-VRFQKDLLSLLQCMSCGLGSVENCKLQDTNKKPSVMSDTDTTPVFSL-------------------------------------------------------- 
>dreCCR9bb__HNSCVMVYSIMDNNR-TKVLVLALQIC-VGFLVPFMVIVLCYSVIIRKLMQA--------RSFEKHKALRVIIAVVAVFVFSQLPLNGYLIIEAGQAN-----NATITD--CEVMQRLDMVGQIVKSLAYTHCCLNPILYVFIG-VRFQKDLLSLLQCMSCGLGSVENCKLQDTNKKPSVMSDTDTTPVFSL-------------------------------------------------------- 
>dreCCR10___SNLSSCDMKVSEVK--WKLWAQIAKIA--GFCIPCITMIVCYGAIGHVLIHT------GGKGWRRQRTLWLMALLVVLFLLFQLPYTVVLLIKISTPT---------PT-LCSDWTTLHIMEIVTRNLAYVRCCLNPLLYALVG-VRFRNDIIRLLTDAGCVCKCVSQKAPHLGNGSSITPSSPAPTTLTHIPSTYQPGKNTSAPDTPAANTAQTFFFPTPVSGKVTSVISWCHQII----------- 
>dreCCR11aa_IKSCQPDFPDNTS---WMSFTYINMNL-LSLIFPLIILIFCYSRIISTLFRM--------KSEKKPKLVKLILAVVTVYFLFFTPYNIVIFLLFLQRM-------EYFF-SCEWHIDLSLAMQWVETIALSHCCLNPIIYAFAS-QQFR--------------------------------------------------------------------------------------------------- 
>dreCCR11ab_KSSCRPDFPDNTS---WMSFTYINMNL-LSLIFPLIIMSFCYSRIIPTLLSI--------KSQKRHKVVRLILAVVAVYFLFWTPYNIVMFLMFLQRM-------EYMF-SCEWHNGLSLAMQWVETIALSHCCLNPIIYAFAG-EKFRRAVLKVLKDQFPMCFKQCASFSQQLSERRSSIFSRSSEISSTQ-------------------------------------------------------- 
>dreCCR11ac_KISCGSDFPKDSS---WMPFTYLKMNL-LSLVFPLIIMIFCYSRIIPTLLSM--------KSQKKHKVVRLILAVVAVYFIFWTPYNIVMFLMFLQKM-------EYML-TCEWHNGLSLAMQWVETIALSHCCLNPIIYAFAG-EKFRGAVIKVLNDQFPMCFKQCASFTHQLSERRSSMFSRSSEISSTQIA------------------------------------------------------ 
>dreCCR12a__GLLCEMTGYNQTFLTKWELIGYYQQFF-LFFMVPLIIVLYCYVRITIRIMYT--------RLMEKCRAVKLIFIIVFTFFICWTPYNVVILLKAIKTY-------FKVQ--NDCSNALDYALYVTRNFAYLYCCINPVFYTFLG-KKFQSHFLKLLSKRIPCLKIDAMWSTQSSKNTSFRSPNTDF-------------------------------------------------------------- 
>dreCCR12ba_GLSCNDPRVGE-----WKTFALYKQFV-LFFLFPLVVFVYCYSRITLTVMHT--------RMVKKHHTIRVIFVTVLMFFVFWSPYNIVLVMREYKDP-------------NDCNSNLPHAVYVTNNVARLYFCINPVFYIFLG-RKFQNRVR----------------------------------------------------------------------------------------------- 
>dreCCR12bb_GLLCEDSNENQ-----WRTFSFYKQFV-LFFLFPLVVFVYCYSRITLTIMRT--------RMIGKHRTVRLIFVIVLMFFLFWSPYNIILMITEHKDL----------E-HEDCNSVLPYAVYITNNIARLYFCINPVFYTFLG-RKFQNHVRGVLMSHTSCLTSQMSVSGSSRSLA----------------------------------------------------------------------- 
>dreXCR1aa__NTYCEYESIK------VKSGIAYFQNA-FFFA-AFLIMGFCYCRMLQTITNA--------RTSKRHKTVRLIFSIALVFFIGWAPYNIAMFLRSLTDQ-----NIPPFT-ICEVSKGVDYAYYLCRLLAFSHCCLNPVFYVFVG-VKFRNHLYMILEKIIPVRAEWQKISHKVQCTERKLEHFNRIQPTVSSSESNVAF------------------------------------------------- 
>dreXCR1ab__NTYCEYESIK------VKSGIAYYQNA-FFFI-AFIFVWFCYGRMCWAITKY--------HNRETHRTVRLTFLIALLLFFGWTPYNIAMFLRSLTDQ-----NIYPFT-LCEVSKTVDYAYYICRLIAFSHCSVNPALFIFAD-ANFCKHL------------------------------------------------------------------------------------------------ 
>dreXCR1ac__NLYCEFDSIK------VKHVAVYSQNI-FFLM-AFCIMGFCHARMFQVITQS--------QSRRRRKTINLIFCIGIAFFIGWVPYNIVMLLKTLQDY-----ALPPFL-ICSVSIHLDYAFYACRLLAFSHCCLNPVLYTLIG-ERFQKHLRTLPKKICLK-------------------------------------------------------------------------------------- 
>dreXCR1ba__QNIHIENYSCQSISTTDETFGYYAQLI-LLFFVPFAVIVFCYAKILMTFMST--------STKQKSRTVILVLCIVVAFFICWGPYHIIVVLMSIYDF----------D-AC-KHYELHIAFIVCRILAFSHCCINPALYIVRG--KYRKLLCSLLFCSPDLRHSRSYRGPTDPSGFREH-------------------------------------------------------------------- 
>dreXCR1bc__EASDVIKLCDFDGQINWKLWSTYLQNG-FFIV-AFLIIAFCYTVILTRLLRP--------TSHTRKKTVHLIFFIVLFFFLGWGPFNVAIFLDSLISW-----GISPFN-ECEVSKSIDYLMYVSQMVAYSHCCLNPVVYVFMG-IKFRNHLKKMLWTLCKNNVEPPNRNSRIIYSNGEEISMY---------------------------------------------------------------- 
>dreXCR1bd__GVQCVSYSRSEF----WILFGYFSQII-LFFLLPFLVIALCYARMGFTIHQS------RIRSRNRHHAVCLILSIAIGFFICWAPYNIFLFIHSLEFL-------GVVE---LRETLSDTVYCVTHILAYFHCCLNPLVHIFGG-KKYRNFLPWSRRVRWLPQSFSNEMFSSQSSFSGQFHL------------------------------------------------------------------ 
>dreACKR3a__VTLCLPVYPEDNPLQ-WMVGIQLSFVV-LGFAIPFPIIAVSYALLANTLAST-STHSPSNGDQDRSVSKKVILMYIVVFIACWAPYHAVLLADALAML-------GVLPLGCSSENGLFVALHLTQCLSLLHCCVNPVVYSFAH-RHYRYDLMKAFIFKYSTRTGLARLIDGSQGIETEYAMVENNPPTVT--------------------------------------------------------- 
>dreACKR3b__AIVCKAVYPVESMKE-WTVGIQMSFFM-LGFAIPFPVIAVFYVLLANTIHPS--------VDQERRISRHLIFTYIVVFLVCWLPYHGALLLDTLAFL-------NVLPFNCTLENALYAALHLTQCFSLFHCCANPIIYNFIN-KNYRYDLMKAFIFKYSTKTGLARLIDASHVSETEYSAVENQGPL----------------------------------------------------------- 
>dreACKR4a__KKSCLAMYPSDMALR-AKASLEMVEVV-IGFLLPLLVMLFCYTRVGRALLKL-----SEDRKWKKWQYIRVLLAMVGVFLVTQLPYNVVKFCRALDIM-----YTFVTH--CGVSKKLDWATQITESLALTHCCLNPVVYTFVG-SSFRQHVLKCAKDFGDRGRRLAHAREQQEVNISLNSHSHSRDTSTFSI------------------------------------------------------- 
>dreACKR4b__RYTCRAVYPHSMARA-AKATLEILEVS-LSFILPFLVMMFCYCRVGVALSQA---ATAGVHGGRRWRAFRVLIAVVGVFLLTQLPYNVVKLIKTLDVI-----YILVTE--CDVSKNLDLANQITESLALTHCCLNPVLYVFIG-SSFKMHIIKLAKHWSQTGRGYRHGNEQPAIEISLKSATQTHTNSSSGNEDTSTFTI----------------------------------------------- 
>tniCXCR1a__QIVCAEQYDPGSADM-WRLVTRILRHT-LGFLVPLAIMLPCYGITIKRLLRI-------RGSIQRRRAMKVIVFVVVAFLLCWTPYHLAVMTDTFFRA-------KIVPYRCPARMAVDQAVFATQSLGLLHSCVNPVLYAFAG-EKFRKRLLQLIKKVKFNERVSVSRSSRSSLSSEITSAFM---------------------------------------------------------------- 
>tniCXCR1ba_IMICSKNFDLGSATS-WRLATRLFLHI-FGFFLPLVVMIACYSIVIVRLLRT--------RGFQKHRAMKVIISVVVAFLLCWMPYHVTLMVDTALRT-------DLIPFDCSVRMAVTTALDVTNSLALVHSCINP--------------------------------------------------------------------------------------------------------------- 
>tniCXCR1bb_RDICYEDVMDESSNR-WYVLMHIARHV-LGFFLPLAVMAVCYGSTLVTLYHT--------HNRQKQKAIRVIVAVVLAFIVCWLPYNVVLLIQLLIQS------SLVEVESCGTRDRVWVALDVTKVLAFVHCAVNPVLYAFIG-VKFRNQLLSVAHKWGLVGSRLVATYRGSSASSGGSARSRNT-------------------------------------------------------------- 
>truCXCR3aa_KVLCVENFSASSGV--GHLASRVLHHT-LGFLLPAAILIICCCCVTLRPQRG----S---KQPHKRRAFTVVLWLVVVFLLCWTPYNITLIVDTVKSR------------AGKMGHSLETPLKMTFLLGYIHTCLRPLLYLSLS-AGFRAQALALLRCAPPRPVGSLWGLGLGEDGQTEQSHKDEEQEQEQMTRDHHMRVSAHC-------------------------------------------- 
>tniCXCR3ab_LNRTMCVRVNSTQVN-WQLSSRLIYHI-VGFLLPSAVMIFCYTCILRRLRCS-------SQGLQKQRAIRVIIAVVAVFFLCWTPYNIVLLVDTFYSP-------SGSD-KCGMHTSMEKALTVTSSVGYLHCSLNPILYAFVG-VKFRRQLLAVLRSLGCKLKTTTRLHSTASSRRSSFWSESAETSKSVA-------------------------------------------------------- 
>tniCXCR3L__GLLCQAWIPRDTPH--WQVVLQMISAF-VGFGLPVFIMLYCYVCIFRSLCTA--------TRRQKRKSLHLIVSLVSVFVICWAPYNCFQLADSLQAL-----GVVAGG--CLFGRVLDIGTLVTESLGLSHCALNPFLYGFVG-VKFRRELAKMCKEMLGRRGLLGMEEWRERRSRKATSSLGSGTSENTLNSVM---------------------------------------------------- 
>tniCXCR4a__ATLCQRFYPEENAPL-WVAVFHLQLVL-VGLVIPGLVLLVCYCVIVLRLTQG-----PLGAQRQKRRAVRTTIVLVLCFFLCWLPYGAGISVDALLRL-------ELLPRSCRLEAVLGVWLAVAEPMAFAHCCLNPLLYAFLG-ASFKNSARRALTTSRASSLKILPRRRPGTSITTESESSSLHSS------------------------------------------------------------ 
>tniCXCR4b__RLICQRIYPEETSLI-WIAVFRFQHIL-VGFILPGLVILICYCIIISKLSQG------AKGQALKKKALKTTVILILCFFSCWLPYCVGIFLDTLMML------NVVSS-PCGLQHAVEKWISITEALAYFHCCLNPILYAFLG-VKFKKSAKNALTSRSSQKATLMTKKRGPISSVSTESESSSVLSS----------------------------------------------------------- 
>tniCXCR5___RTSCSFYNYGIHAHN-WVLATRALEHA-VFFL-SLVIMAYCYSTVVVTLVKS-------PRGPTQQGAIRLALLITLVFCVCWLPYNIASVLRTVDDLRTVDDLNRGVR-NCESNLLLQAALGVTKSLGFSHCCLNPFLYAFVG-VRFRNDLLHLLSKLGCGCGCPQRLMKTQFNKAALDSHRSSSCTAF---------------------------------------------------------- 
>tniCCR4Laa_CFPEYPKDTVNTSSHYWSVFSLFKMNI-LGLFLPLVIMLFCYSQIIWRLYHS---------HSSKKQAIRLVLIVVTVFLFCWIPYNITSFFKALELL-------GIYG-TCDFSKGITLSLEITESIAYSHSCLNPILYVFVG-EKFRRHLFRMINKIPCRICQVVRVCLPQDRIHGSVYSQTTSLD------------------------------------------------------------ 
>tniCCR4Lac_LSQCQPLYPEDSMEF-WKMRRNLSENI-VALFVCLPIMIFCYVKILIVLSKS--------PNSKKDKAIRLIFAIVCVFVMCWVPYNVTVFLQTLQIF-------EILV-SCSASRSISLTMSFAEIIALSHCCLNPIIYAFAG-EKFRKSL------------------------------------------------------------------------------------------------ 
>tniCCR6____SYVCEFQFLDNSTAWRTKVAVPSTQLA-VGFVLPLLVMASCYSAVLLTLLRA--------RNFQRHG--------------CHLPYNLALLYETTTMF--------QLQ-SCERSDTLQLAKALTQTLAYLHCCLNPLLYAFIG-VKFRNHFRRVLWDLWCRRRGSAPPRPFSRATSEVYVSGRRSQDGSSDNGSSFTM------------------------------------------------- 



>tniCCR7____NNTCTPYTGSKDQ---LRVIIQVGQIV-LAFALPLVIMSICYSSIIKTLCQA--------QNFERNKAIKVILAVVAVFLVSQVPYNLVLFWSTLVTA-----KGGTTS--CSYDNNLLYATDVTQCLAFFRCCLNPIVYAFIG-VKFRNDLLKLLKDWGCMSHESFFKYTSRRRRSSGFTETETTTTLTISSPTMMPA------------------------------------------------- 
>tniCCR9a___LQYCRMVFPDGQGNR-TKILALSLQVS-MGFCLPFAIMASCYAVIIARLLRT--------RNFQKHKAMRVVLAVVLAFVLSQLPYNGVLVAEALQAS-----DMPVTD--CEELKRFDRVKQVLMSLAYVHACLNPFLYAFVG-VRFRRDMKKLLCVRCQRAANKMQPSKSCRSPPSSTRATVMSDSDTSQALSL---------------------------------------------------- 
>tniCCR9b___QSLCTLIYWDNSENQ-IKILVLSIQIC-MGFWLPLMVMIFCYSVVIRTLLQA--------RNFQKHKALRVIFAVVLVFVLSQLPYNSLLIFETTQAA-----NTTMSS--CETRINLELAKQITKSLAYAHACLNPFLYAFIG-VRFRQDLLGIARTCAGLGLIKLPAIPKRSSVASDMDTIPALSI------------------------------------------------------------ 
>tniCCR10___KAYCGVLNSPEAKMA-TRVAIIAVFCL------SFLVMLSSYSLIAMVLWGG--QAQRRGKAWQRQRTLKLMLALVLLFLAFQLPYTLVLLRKLAGEF-------------CGLLLEYVTCTLVSTR-----CCLNPILYALVG-VRFRNDVLRLMHRAGCGCGGQARPQLSRSASPSSPAPTMLSFGT----------------------------------------------------------- 
>tniCCR11a__GSSCYYAPEKDS----WQIYDLFVINV-LGLMLPLVVMIVCYSRIIPRLVNM--------RSTKRHRVIKLIISIMLTFFLFWAPYNFYFFLKFLHRK-----GKLVGD-PCQIEEHLGLTGILTETFAYTHCCLNPIIYAFMG-EKFMKRVLIFLRHCFPSLHFVSFLSRDLSMTSRRRSSVMSRSSEVSSTFIS---------------------------------------------------- 
>tniCCR12a__GLVCKESGYMESTMKVWRLVSYYQQFF-GFFLIPLFTLMYCYITITIRILST--------RMREKCRTIKLIFIIIFTFFICWTPYNVVIFLQAIQDS-------RGDE-EESCSETLDYALYISQNIAYTYCCISPVFYTFVG-KKFQSHFRRLVHSRVSAHLCRMPSLSELLQEVRSRAEKKSQSSISFLF------------------------------------------------------- 
>tniCCR12b__RIFCDEYPLISPLYSQLRSAGFYLQLF-LFLLFPLVVIIYCYVRIAITVISS--------KLASKFKTVRLILFIVVLFFMCWTPYNITLLLDAD---------------ICEESQKLGYVLQITQNLVYLYFCICPILYTFVG-RKFQNYFRQMLVKQFPALKNHVSVSQSGTNGSTRTTRNDL--------------------------------------------------------------- 
>truXCR1ba__LSSCEDTSPESHVNLGYYLHVSLLFFL------PFTIIVFCYSFILKTVLQA--------SKRRTYCTVVMILCIVAAFFICWGPYNILLIVKIFYKP----------Q-SCYAEDTLYVAYSVCRIIAYSHCCMNPLLYMIPK--TSRKHIWSILCCRNSKKKERDNVAGQSTTTMHNAAFTVQNSTVFFQQGVTAQTGSLAAMPEDTNTLSAVNGYRRMHSPN----------------------- 
>truXCR1bc__CVTVRSI---------WNLFGIYQQNF-FFFL-NSVVFLFCYPQIICRLLRP-------TAQRRKSKTLKLIFILMVVFLVTWAPYNIVIFLKSFQFY-PNSHDASTLQEKCNFTKRLEYAFYISRLFAFSQCCLNPVFYVFVG-VKFKKHLKKMLKSWGRKSSSNSLQGRHSRLTVTSVTSGEESTNLGF--------------------------------------------------------- 
>tniACKR3a__TMLCRPVYPEENPRE-WMVGVQLSFIL-LGFVLPFPIIAVFYILLARAFTGC-SSSSSSTVEQERRVSRRVILAYIVVFLGCWGPYHGVLLVDSLSQL-------GLVPLTCTLENVIYVALHLTQCLSLLHCCFNPILYNFIN-RNYRYDLMKAFIFKYSTRTGLARLIEASNISEAEYSAVALDNP------------------------------------------------------------ 
>tniACKR4a__RSVCLVVYPPSMVGG-GKAGLEMMEVL-LGFLLPLLVMIFSYWRVGQALKGL-----PVESRSRKWRALRVLLTVVAVFVVTQLPYNVVKVYRAVDSV-----YTLVTH--CASSKALDRAAQVTESLALCHCCLNPVLYAFVG-TSFKQHMVKLAKQFGQKRRKRRPNPAEEGGMEMSFNSHDASQETNTFSV------------------------------------------------------ 
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