has, human

mmu, mouse

rno, rat

ocu, rabbit
cpo, guinea pig
itr, squirrel

>hsaCXCL8 ENSG00000169429 chr4
mtsklavallaaflisaalcegAVLPRSAKELRCQCIKTYSKPFHPKFIKELRVIESGPHCANTEI IVKL
SDGRELCLDPKENWVQRVVEKFLKRAENS

>hsaCXCL6 ENSG00000124875 chr4
mslpssraarvpgpsgslcallallllltppgplasAGPVSAVLTELRCTCLRVTLRVNPKTIGKLQVFP
AGPQCSKVEVVASLKNGKQVCLDPEAPFLKKVIQKILDSGNKKN

>hsaCXCL4L1 ENSG00000109272 chr4
mssaarsrltratrgemlflallllpvvvafaraEAEEDGDLQCLCVKTTSQVRPRHITSLEVIKAGPHC
PTAQLIATLKNGRKICLDLQALLYKKIIKEHLES

>hsaCXCL1 ENSG00000163739 chr4
maraalsaapsnprllrvallllllvaagrraagASVATELRCQCLQTLQGIHPKNIQSVNVKSPGPHCA
QTEVIATLKNGRKACLNPASPIVKKIIEKMLNSDKSN

>hsaCXCL4 ENSG00000163737 chr4
mssaagfcasrpgllflgllllplvvafasaEAEEDGDLQCLCVKTTSQVRPRHITSLEVIKAGPHCPTA
QLTATLKNGRKICLDLQAPLYKKIIKKLLES

>hsaCXCL7 ENSG00000163736 chr4
mslrldttpscnsarplhalgvllllsllltalaSSTKGQTKRNLAKGKEESLDSDLYAELRCMCIKTTS
GIHPKNIQSLEVIGKGTHCNQVEVIATLKDGRKICLDPDAPRIKKIVQKKLAGDESAD

>hsaCXCL5 ENSG00000163735 chr4
msllssraarvpgpssslcallv1l1l1lltgpgpiasAGPAAAVLRELRCVCLQTTQGVHPKMISNLQVFA
IGPQCSKVEVVASLKNGKEICLDPEAPFLKKVIQKILDGGNKEN

>hsaCXCL3 ENSG00000163734 chr4
mahatlsaapsnprllrvallllllvaasrraagASVVTELRCOCLQTLQGIHLKNIQSVNVRSPGPHCA
QTEVIATLKNGKKACLNPASPMVQKIIEKILNKGSTN

>hsaCXCL2 ENSG00000081041 chr4
maratlsaapsnprllrvallllllvaasrraagAPLATELRCQCLQTLQGIHLKNIQSVKVKSPGPHCA
QTEVIATLKNGQKACLNPASPMVKKIIEKMLKNGKSN

>hsaCXCL9 ENSG00000138755 chr4
mkksgv1lfllgiillv1igvggTPVVRKGRCSCISTNQGTIHLQSLKDLKQFAPSPSCEKIEITATLKNG
VQTCLNPDSADVKELIKKWEKQVSQKKKOKNGKKHOKKKVLKVRKSQRSROKKTT

>hsaCXCL10 ENSG00000169245 chr4
mngtailicclifltlsgiggVPLSRTVRCTCISISNQPVNPRSLEKLEIIPASQFCPRVEIIATMKKKG
EKRCLNPESKAIKNLLKAVSKERSKRSP

>hsaCXCL11 ENSG00000169248 chr4
msvkgmaialavilcatvvggFPMFKRGRCLCIGPGVKAVKVADIEKASIMYPSNNCDKIEVIITLKENK
GORCLNPKSKQARLITKKVERKNF

>hsaCXCL13 ENSG00000156234 chr4
mkfistslllmllvsslspvgqgVLEVYYTSLRCRCVQESSVFIPRRFIDRIQILPRGNGCPRKEI IVWKK
NKSIVCVDPQAEWIQRMMEVLRKRSSSTLPVPVFKRKIP

>hsaCXCL12 ENSG00000107562 chrilo
mnakvvvvlvlvltalclsdgKPVSLSYRCPCRFFESHVARANVKHLKILNTPNCALQIVARLKNNNRQV
CIDPKLKWIQEYLEKALNKRFKM



>hsaCXCL14 ENSG00000145824 chrs
msllprrappvsmrllaaallllllalytarvdgSKCKCSRKGPKIRYSDVKKLEMKPKYPHCEEKMVII
TTKSVSRYRGQEHCLHPKLQSTKRFIKWYNAWNEKRRVYEE

>hsaCXCL16 ENSG00000161921 chr17
msgsgsevapspgsprspemgrdlrpgsrv111111111vyltgpgngNEGSVTGSCYCGKRISSDSPPS
VOQFMNRLRKHLRAYHRCLYYTRFQLLSWSVCGGNKDPWVQELMSCLDLKECGHAYSGIVAHQKHLLPTSP
PISQASEGASSDIHTPAQMLLSTLOSTQRPTLPVGSLSSDKELTRPNETTIHTAGHSLAAGPEAGENQKQ
PEKNAGPTARTSATVPVLCLLAITFILTAALSYVLCKRRRGQSPQSSPDLPVHYIPVAPDSNT

>hsaCXCL17 ENSG00000189377 chrl9
mkvlisslllllplmlmsmvssSLNPGVARGHRDRGQASRRWLQEGGQECECKDWFLRAPRRKFMTVSGL
PKKQCPCDHFKGNVKKTRHQRHHRKPNKHSRACQQFLKQCQLRSFALPL

>hsaCCL2 ENSG00000108691 Chr17
mkvsaallcllliaatfipgglaQPDAINAPVTCCYNFTNRKISVQRLASYRRITSSKCPKEAVIFKTIV
AKETCADPKQKWVQDSMDHLDKQTQTPKT

>hsaCCL7 ENSG00000108688 Chr1l7
mkasaallcllltaaafspgglaQPVGINTSTTCCYRFINKKIPKQRLESYRRTTSSHCPREAVIFKTKL
DKEICADPTQKWVQDFMKHLDKKTQTPKL

>hsaCCL11 ENSG00000172156 Chr17
mkvsaallwllliaaafspgglaGPASVPTTCCFNLANRKIPLQRLESYRRITSGKCPQKAVIFKTKLAK
DICADPKKKWVQDSMKYLDQKSPTPKP

>hsaCCL8 ENSG00000108700 Chr17
mkvsaallclllmaatfspgglaQPDSVSIPITCCFNVINRKIPIQRLESYTRITNIQCPKEAVIFKTKR
GKEVCADPKERWVRDSMKHLDQIFQNLKP

>hsaCCL13 ENSG00000181374 Chr1l7
mkvsavllclllmtaafnpgglaQPDALNVPSTCCFTFSSKKISLQRLKSYVITTSRCPQKAVIFRTKLG
KEICADPKEKWVQONYMKHLGRKAHTLKT

>hsaCCL1 ENSG00000108702 Chrl7
mgiittalvclllagmwpedvdsKSMQVPFSRCCFSFAEQEIPLRAILCYRNTSSICSNEGLIFKLKRGK
EACALDTVGWVQRHRKMLRHCPSKRK

>hsaCCL5 ENSG00000161570 chrl7
mkvsaaalaviliatalcapasaSPYSSDTTPCCFAYIARPLPRAHIKEYFYTSGKCSNPAVVEFVTRKNR
QVCANPEKKWVREYINSLEMS

>hsaCCL16 ENSG00000161573 chrl7
mkvseaalsllv1liliitsasrsQPKVPEWVNTPSTCCLKYYEKVLPRRLVVGYRKALNCHLPAIIFVTK
RNREVCTNPNDDWVQEYIKDPNLPLLPTRNLSTVKIITAKNGQPQLLNSQ

>hsaCCL14 ENSG00000213494 chrl7
mkisvaaipffllitialgTKTESSSRGPYHPSECCFTYTTYKIPRQRIMDYYETNSQCSKPGIVFITKR
GHSVCTNPSDKWVQDYIKDMKEN

>hsaCCL15 ENSG00000161574 chrl?7
mkvsvaalsclmlvavlgsqaQFINDAETELMMSKLPLENPVVLNSFHFAADCCTSYISQSIPCSLMKSY
FETSSECSKPGVIFLTKKGRQVCAKPSGPGVQDCMKKLKPYSI

>hsaCCL23 ENSG00000167236 chrl7
mkvsvaalsclmlvtalgsgqaRVIKDAETEFMMSKLPLENPVLLDMLWRRKIGPOQMTLSHAAGFHATSAD
CCISYTPRSIPCSLLESYFETNSECSKPGVIFLTKKGRRFCANPSDKQVQVCVRMLKLDTRIKTRKN

>hsaCCL18 ENSG00000006074 chrl7
mkglaaallvlvctmalcscAQVGTNKELCCLVYTSWQIPQKFIVDYSETSPQCPKPGVILLTKRGRQIC
ADPNKKWVQKYISDLKLNA

>hsaCCL3 ENSG00000006075 chrl7
mgvstaalavllctmalcNQFSASLAADTPTACCFSYTSRQIPONFIADYFETSSQCSKPGVIFLTKRSR



QVCADPSEEWVQKYVSDLELSA

>hsaCCL4 ENSG00000129277 chrl7
mklcvtvlsllmlvaafcspalsAPMGSDPPTACCFSYTARKLPRNFVVDYYETSSLCSQPAVVFQTKRS
KQVCADPSESWVQEYVYDLELN

>hsaCCL3L3 ENSG00000256515 chrl?7
mgvstaalavllctmalcngvlsAPLAADTPTACCFSYTSRQIPONFIADYFETSSQCSKPSVIFLTKRG
RQVCADPSEEWVQKYVSDLELSA

>hsaCCL4L1 ENSG00000205020 chrl7
mklcvtvlsllvlvaafcslalsAPMGSDPPTACCFSYTARKLPRNFVVDYYETSSLCSQPAVVFQTKRG
KQVCADPSESWVQEYVYDLELN

>hsaCCL3L1 ENSG00000205021 chrl7
mgvstaalavllctmalcngvlsAPLAADTPTACCFSYTSRQIPONFIADYFETSSQCSKPSVIFLTKRG
RQVCADPSEEWVQKYVSDLELSA

>hsaCCL4L2 ENSG00000197262 chrl7
mklcvtvlsllvlvaafcslalsAPMGSDPPTACCFSYTARKLPRNFVVDYYETSSLCSQPAVVFQTKRG
KQVCADPSESWVQEYVYDLELN

>hsaCCL22 ENSG00000102962 chrle
mdrlgtallvvlvllavalgateaGPYGANMEDSVCCRDYVRYRLPLRVVKHFYWTSDSCPRPGVVLLTF
RDKEICADPRVPWVKMILNKLSQ

>hsaCX3CL1 ENSG00000006210 chrileé
mapislswllrlatfchltvllagQHHGVTKCNITCSKMTSKIPVALLIHYQONQASCGKRAIILETRQH
RLFCADPKEQWVKDAMQHLDRQAAALTRNGGTFEKQIGEVKPRTTPAAGGMDESVVLEPEATGESSSLEP
TPSSQEAQRALGTSPELPTGVTGSSGTRLPPTPKAQDGGPVGTELFRVPPVSTAATWQSSAPHQPGPSLIW
AEAKTSEAPSTQDPSTQASTASSPAPEENAPSEGQRVWGQGQSPRPENSLEREEMGPVPAHTDAFQDWGP
GSMAHVSVVPVSSEGTPSREPVASGSWTPKAEEPTHATMDPQRLGVLITPVPDAQAATRRQAVGLLAFLG
LLFCLGVAMFTYQSLOGCPRKMAGEMAEGLRYIPRSCGSNSYVLVPV

>hsaCCL17 ENSG00000102970 chrle
maplkmlalvt1l11gaslghihaARGTNVGRECCLEYFKGAIPLRKLKTWYQTSEDCSRDAIVFVTVQGR
ATCSDPNNKRVKNAVKYLQSLERS

>hsaCCL27 ENSG00000213927 chr9
mkgpptfcsllllslllspdptaaFLLPPSTACCTQLYRKPLSDKLLRKVIQVELQEADGDCHLQAFVLH
LAQRSICIHPONPSLSQWFEHQERKLHGTLPKLNFGMLRKMG

>hsaCCL19 ENSG00000172724 chro
malllalsllvliwtspaptlsGTNDAEDCCLSVTQKPIPGYIVRNFHYLLIKDGCRVPAVVFTTLRGRQL
CAPPDQPWVERITQRLORTSAKASLALPGPVSSL

>hsaCCL21 ENSG00000137077 chr9
magslalsllilvlafgiprtgqgSDGGAQDCCLKYSQRKIPAKVVRSYRKQEPSLGCSIPAILFLPRKRS
QAELCADPKELWVQQLMQHLDKTPSPQKPAQGCRKDRGASKTGKKGKGSKGCKR

>hsaCCL26 ENSG00000006606 chr7
mmglslasavllasllslhlgtatrgSDISKTCCFQYSHKPLPWIWVRSYEFTSNSCSQRAVIFTTKRGK
KVCTHPRKKWVQKYISLLKTPKQL

>hsaCCL24 ENSG00000106178 chr7
maglmtivtsllflgvcaHHIIPTGSVVIPSPCCMFFVSKRIPENRVVSYQLSSRSTCLKAGVIFTTKKG
QQFCGDPKQEWVQRYMKNLDAKQKKASPRARAVAVKGPVQRYPGNQTTC

>hsaCCL20 ENSG00000115009 chr2
mcctkslllaalmsvlllhlcgeseaASNFDCCLGYTDRILHPKFIVGFTRQLANEGCDINATIIFHTKKK
LSVCANPKQTWVKYIVRLLSKKVKNM

>hsaCCL25 ENSG00000131142 chrl9
mnlwllaclvagflgawapavhtQGVFEDCCLAYHYPIGWAVLRRAWTYRIQEVSGSCNLPAATFYLPKR
HRKVCGNPKSREVQRAMKLLDARNKVFAKLHHNTQTFQAGPHAVKKLSSGNSKLSSSKFSNPISSSKRNV



SLLISANSGL

>hsaCCL28 ENSG00000151882 chrs
mggrglaivalavcaalhaseaILPIASSCCTEVSHHISRRLLERVNMCRIQRADGDCDLAAVILHVKRR
RICVSPHNHTVKQWMKVQAAKKNGKGNVCHRKKHHGKRNSNRAHQGKHETYGHKTPY

>hsaXCL2 ENSG00000143185 chril
mrllilallgicsltayivegVGSEVSHRRTCVSLTTQRLPVSRIKTYTITEGSLRAVIFITKRGLKVCA
DPQATWVRDVVRSMDRKSNTRNNMIQTKPTGTQQSTNTAVTLTG

>hsaXCL1 ENSG00000143184 chrl
mrllilallgicsltayivegVGSEVSDKRTCVSLTTQRLPVSRIKTYTITEGSLRAVIFITKRGLKVCA
DPQATWVRDVVRSMDRKSNTRNNMIQTKPTGTQQSTNTAVTLTG

>smmuCxclb ENSMUSG00000029371 chrb
mslglrssaripsgsispfmrmaplaflllftlpghlaeaAPSSVIAATELRCVCLTVTPKINPKLIANL
EVIPAGPQCPTVEVIAKLKNQKEVCLDPEAPVIKKIIQKILGSDKKKAKRNALAVERTASVQ

>mmuCxcl7 ENSMUSG00000029372 chrs
mgfrlrptssctracplhnlgillllglilvalapltagKSDGMDPYIELRCRCTNTISGIPFNSISLVN
VYRPGVHCADVEVIATLKNGQKTCLDPNAPGVKRIVMKILEGY

>smmuCxcl4 ENSMUSG00000029373 chrs
msvaavirglrpspellllgllflpavvaVISAGPEESDGDLSCVCVKTISSGIHLKHITSLEVIKAGRH
CAVPQLTATLKNGRKICLDRQAPLYKKVIKKILES

>mmuCxcl3 ENSMUSG00000029379 chrb
mapptcrllsaalvlllllatnhgqatgAVVASELRCQCLNTLPRVDFETIQSLTVTPPGPHCTQTEVIAT
LKDGQEVCLNPQGPRLQIIIKKILKSGKSS

>smmuCxcll5 ENSMUSG00000029375 chr5
maaggwsmlllavlinlgifvrpcdtQELRCLCIQEHSEFIPLKLIKNIMVIFETIYCNRKEVIAVPKNGS
MICLDPDAPWVKATVGPITNRFLPEDLKQKEFPPAMKLLYSVEHEKPLYLSFGRPENKRIFPFPIRETSR
HFADLAHNSDRNFLRDSSEVSLTGSDA

>mmuCxcll ENSMUSG00000029380 chrb
mipatrsllcaallllatsrlatgAPIANELRCQCLQTMAGIHLKNIQSLKVLPSGPHCTQTEVIATLKN
GREACLDPEAPLVQKIVQKMLKGVPK

>smmuCxcl2 ENSMUSG00000058427 chrs
mapptcrllsaalvl1l11llatnhgqatgAVVASELRCQCLKTLPRVDFKNIQSLSVTPPGPHCAQTEVIAT
LKGGQKVCLDPEAPLVQKIIQKILNKGKAN

>mmuCxcl9 ENSMUSG00000029417 chr5
mksavlfllgiifleqcgvrgTLVIRNARCSCISTSRGTIHYKSLKDLKQFAPSPNCNKTEI IATLKNGD
QTCLDPDSANVKKLMKEWEKKISOQKKKQKRGKKHQKNMKNRKPKTPQSRRRSRKTT

>mmuCxcll0 ENSMUSG00000034855 chrs5
mnpsaavifclillglsgtggIPLARTVRCNCIHIDDGPVRMRAIGKLEIIPASLSCPRVEIIATMKKND
EQRCLNPESKTIKNLMKAFSQKRSKRAP

>smmuCxclll ENSMUSG00000060183 chrs
mnrkvtaialaaiiwataaggFLMFKQGRCLCIGPGMKAVKMAEIEKASVIYPSNGCDKVEVMCLDPRSK
QARLIMQAIEKKNFLRRQNM

>mmuCxcll3 ENSMUSG00000023078 chrs
mrlstatlllllasclspghgILEAHYTNLKCRCSGVISTVVGLNIIDRIQVTPPGNGCPKTEVVIWTKM
KKVICVNPRAKWLORLLRHVQSKSLSSTPQAPVSKRRAA

>mmuCxcll2 ENSMUSG00000061353 chreé
mdakvvavlalvlaalcisdgKPVSLSYRCPCRFFESHIARANVKHLKILNTPNCALQIVARLKNNNRQV



CIDPKLKWIQEYLEKALNKRLKM

>smmuCxcll4 ENSMUSG00000021508 chrl3
mrllaaallllllalcasrvdgSKCKCSRKGPKIRYSDVKKLEMKPKYPHCEEKMVIVTTKSMSRYRGQE
HCLHPKLQSTKRFIKWYNAWNEKRRVYEE

>mmuCxcll6 ENSMUSG00000018920 chrll
mrrgfgplslafflfllalltlpgdgNOGSVAGSCSCDRTISSGTQIPQGTLDHIRKYLKAFHRCPFFIR
FQLQSKSVCGGSODOQWVRELVDCFERKECGTGHGKSFHHQKHLPQASTQTPEAAEGTPSDTSTPAHSQST
QHSTLPSGALSLNKEHTQPWEMTTLPSGYGLEARPEAEANEKQQODDRQQEAPGAGASTPAWVPVLSLLAT
VFFLTAAMAYVLCNRRATQONSAGLQLWYTPVEPRP

>mmuCxcll7 ENSMUSG00000060188 chr7
mkllaspfllllpvmlmsmvEsSPNPGVARSHGDQHLAPRRWLLEGGQECECKDWFLQAPKRKATAVLGP
PRKQCPCDHVKGREKKNRHQKHHRKSQRPSRACQQFLKRCHLASFALPL

>mmuCcl2 ENSMUSG00000035385 Chrll
mgvpvmllgllftvagwsihv1aQPDAVNAPLTCCYSFTSKMIPMSRLESYKRITSSRCPKEAVVFEVTKL
KREVCADPKKEWVQTYIKNLDRNOQMRSEPTTLFKTASALRSSAPLNVKLTRKSEANASTTFSTTTSSTSV
GVTSVTVN

>mmuCcl?7 ENSMUSG00000035373 Chril1l
mrisatllcllliaaafsigvwaQPDGPNASTCCYVKKQKIPKRNLKSYRRITSSRCPWEAVIFKTKKGM
EVCAEAHQKWVEEAIAYLDMKTPTPKP

>mmuCclll ENSMUSG00000020676 Chrll
mgsstallfllltvtsftsgvlaHPGSIPTSCCFIMTSKKIPNTLLKSYKRITNNRCTLKAIVFKTRLGK
EICADPKKKWVQDATKHLDQKLQTPKP

>mmuCcll2 ENSMUSG00000035352 Chrill
mkistllcllliattispgv1aGPDAVSTPVTCCYNVVKQKIHVRKLKSYRRITSSQCPREAVIFRTILD
KEICADPKEKWVKNSINHLDKTSQTFILEPSCLG

>mmuCcl8 ENSMUSG00000009185 Chril1l
mkiyavllcllliavpvspEKLTGPDKAPVTCCFHVLKLKIPLRVLKSYERINNIQCPMEAVVFQTKQGM
SLCVDPTQKWVSEYMEILDQKSQILQP

>mmuCcll ENSMUSG00000020702 Chrll
mkptamalmclllaavwigdvdsKSMLTVSNSCCLNTLKKELPLKFIQCYRKMGSSCPDPPAVVFRLNKG
RESCASTNKTWVQONHLKKVNPC

>smmuCcl5 ENSMUSG00000035042 chrill
mkisaaaltiiltaaalctpapaSPYGSDTTPCCFAYLSLALPRAHVKEYFYTSSKCSNLAVVFVTRRNR
QVCANPEKKWVQEYINYLEMS

>mmuCcl9 ENSMUSG00000019122 chrill
mkpfhtalsflilttalgiwaqithaTETKEVQSSLKAQQGLEIEMFHMGFQDSSDCCLSYNSRIQCSRF
IGYFPTSGGCTRPGIIFISKRGFQVCANPSDRRVQRCIERLEQNSQPRTYKQ

>mmuCclé ENSMUSG00000018927 chrll
mrnsktaisffilvavlgsqaGLIQEMEKEDRRYNPPITHQGFQDTSSDCCFSYATQIPCKRFIYYFPTS
GGCIKPGIIFISRRGTQVCADPSDRRVQRCLSTLKQGPRSGNKVIA

>mmuCcl3 ENSMUSG00000000982 chrilil
mkvsttalavllctmtlengvEsAPYGADTPTACCFSYSRKIPRQFIVDYFETSSLCSQPGVIFLTKRNR
QICADSKETWVQEYITDLELNA

>mmuCcl4 ENSMUSG00000018930 chrll
mklcvsalsllllvaafcapgfsAPMGSDPPTSCCFSYTSRQLHRSFVMDYYETSSLCSKPAVVFLTKRG
ROQICANPSEPWVTEYMSDLELN

>mmuCcl22 ENSMUSG00000031779 chrs
matlrvpllvalvllavaigqtsdaGPYGANVEDSICCQDYIRHPLPSRLVKEFFWTSKSCRKPGVVLITV
KNRDICADPRQVWVKKLLHKLS



>mmuCx3cll ENSMUSG00000031778 chrs8
mapsplawllrlaaffhlctlLPGQHLGMTKCEIMCDKMTSRIPVALLIRYQLNQESCGKRAIVLETTQH
RRFCADPKEKWVQDAMKHLDHQAAALTKNGGKFEKRVDNVTPGITLATRGLSPSALTKPESATLEDLALE
LTTISQEARGTMGTSQEPPAAVTGSSLSTSEAQDAGLTAKPQSIGSFEAADISTTVWPSPAVYQSGSSSW
AEEKATESPSTTAPSPQVSTTSPSTPEENVGSEGQPPWVQGQODLSPEKSLGSEEINPVHTDNFQERGPGN
TVHPSVAPISSEETPSPELVASGSQAPKIEEPIHATADPQKLSVLITPVPDTQAATRROAVGLLAFLGLL
FCLGVAMFAYQSLQGCPRKMAGEMVEGLRYVPRSCGSNSYVLVPV

>smmuCcll?7 ENSMUSG00000031780 chrs
mktftsafgtmrslgmlllaalllgtflgharaARATNVGRECCLDYFKGAIPIRKLVSWYKTSVECSRD
AIVFLTVQGKLICADPKDKHVKKAIRLVKNPRP

>mmuCcl27a ENSMUSG00000073888 chr4
meglspasslpllllllspapeaallPLPSSTSCCTQLYRQPLPSRLLRRIVHMELQEADGDCHLQAVVLH
LARRSVCVHPONRSLARWLERQGKRLQGTVPSLNLVLQKKMYSNPQQON

>smmuCcl21b ENSMUSG00000094065 chr4
magmmtlsllslvlalcipwtggSDGGGQDCCLKYSQKKIPYSIVRGYRKQEPSLGCPIPAILFLPRKHS
KPELCANPEEGWVQNLMRRLDQPPAPGKQSPGCRKNRGTSKSGKKGKGSKGCKRTEQTQPSRG

>mmuCcll9b ENSMUSG00000095348 chr4
mlprlasiswahvilhlsfppapt 1gGANDAEDCCLSVTQRPIPGNIVKAFRYLLNEDGCRVPAVVFTTL
RGYQLCAPPDQLWVDRIIRRLKTSSAKASLTLLSPASTLPTPRDSSS

>smmuCcl21d ENSMUSG00000073878 chr4
magmmtlsllslvlalcipwtggSDGGGQDCCLKYSQKKIPYSIVRGYRKQEPSLGCPIPAILFLPRKHS
KPELCANPEEGWVQNLMRRLDQPPAPGKQSPGCRKNRGTSKSGKKGKGSKGCKRTEQTQPSRG

>smmuCcl27¢c ENSMUSG00000073877 chr4
meglspasslpllllllspapeaallPLPSSTSCCTQLYRQPLPSRLLRRIVHMELQEADGDCHLQAVVLH
LARRSVCVHPONRSLARWLERQGKRLQGTVPSLNLVLQKKMYSHPQQON

>mmuCcl2lc ENSMUSG00000095675 chr4
magmmtlsllslvlalcipwtggSDGGGQDCCLKYSQKKIPYSIVRGYRKQEPSLGCPIPAILFLPRKHS
KPELCANPEEGWVQNLMRRLDQPPAPGKQSPGCRKNRGTSKSGKKGKGSKGCKRTEQTQPSRG

>mmuCcll9c blastsearch chr4
mlprlasiswahvilhlsfppaptlgGANDAEDCCLSVTQRPIPGNIVKAFRYLLNEDGCRVPAVVFTTL
RGYQLCAPPDQPWVDRITIRRLKKSSAKASLTLLSPASTLPTPRDSSS

>mmuCcl27b ENSMUSG00000096826 chr4
mmeglspasslpllllllspapeaallPLPSSTSCCTQLYRQPLPSRLLRRIVHMELQEADGDCHLQAVVL
HLARRSVCVHPQONRSLARWLERQGKRLQGTVPSLNLVLQKKMYSHPQQQON

>mmuCcl2le ENSMUSG00000096596 chr4
magmmtlsllslvlalcipwtggSDGGGQDCCLKYSQKKIPYSIVRGYRKQEPSLGCPIPAILFLPRKHS
KPELCANPEEGWVQNLMRRLDQPPAPGKQSPGCRKNRGTSKSGKKGKGSKGCKRTEQTQPSRG

>mmuCcll9 ENSMUSG00000071005 chr4
maprvtpllafsllvliwtfpaptlgGANDAEDCCLSVTQRPIPGNIVKAFRYLLNEDGCRVPAVVEFTTLR
GYQLCAPPDQPWVDRIIRRLKKSSAKNKGNSTRRSPVS

>smmuCcl2la ENSMUSG00000094686 chr4
magmmtlsllslvlalcipwtggSDGGGQDCCLKYSQKKIPYSIVRGYRKQEPSLGCPIPAILFSPRKHS
KPELCANPEEGWVQNLMRRLDQPPAPGKQSPGCRKNRGTSKSGKKGKGSKGCKRTEQTQPSRG

>mmuCcl26 ENSMUSG00000070464 chr5
mffdlgllvllaiflsvglgvaTCGSSIAMSCCPNFSYYVIPWSWVYSYKFTDKSCTSDGVIFFTKTGKQ
FCVQPGAKWVQRFISLVNTRNHL

>mmuCcl24 ENSMUSG00000004814 chrb
magsativagllllvacaccifpidsVTIPSSCCTSFISKKIPENRVVSYQLANGSICPKAGVIFITKKG
HKICTDPKLLWVQRHIQKLDAKKNQPSKGAKAVRTKFAVQRRRGNSTEV

>mmuCcl20 ENSMUSG00000026166 chrl



macggkrllflalawvllahlcsgqaeaASNYDCCLSYIQTPLPSRAIVGFTRQMADEACDINAIIFHTKK
RKSVCADPKONWVKRAVNLLSLRVKKM

>mmuCcl25 ENSMUSG00000023235 chr8
mklwlfaclvacfvgawmpvvhaQGAFEDCCLGYQHRIKWNVLRHARNYHQQEVSGSCNLRAVRFYFRQK
VVCGNPEDMNVKRAMRILTARKRLVHWKSASDSQTERKKSNHMKSKVENPNSTSVRSATLGHPRMVMMPR
KTNN

>mmuCcl28 ENSMUSG00000074715 chrl3
mggagltlmavavcevafgtseaI LPMASSCCTEVSHHVSGRLLERVSSCSIQRADGDCDLAAVILHVKRR
RICISPHNRTLKQWMRASEVKKNGRENVCSGKKQPSRKDRKGHTTRKHRTRGTHRHEASR

>smmuXcll ENSMUSG00000026573 chril
mrlllltflgveccltpwvvegVGTEVLEESSCVNLQTQRLPVQKIKTYIIWEGAMRAVIFVTKRGLKICA
DPEAKWVKAAIKTVDGRASTRKNMAETVPTGAQRSTSTAITLTG

>rnoCxclé ENSRNOG00000002843 chrl4
msfglrssaripsrscssftllaflllftlpghragaAPFSAMVATELRCVCLTLAPRINPKMIANLEVI
PAGPHCPKVEVIAKLKNQKDNVCLDPEAPLIKKVIQKILGSENKKTKRNALALVRSASTQ

>rnoCxcl?’ ENSRNOG00000002829 chrl4
mgfrlrptssctrasslrnlgvllslllvalvplavgKPDNNEPFIELRCRCTNTLSGIPLNSISRVNVF
RPGAHCDNVEVIATLKNGKEVCLDPTAPMIKKIVKKILEGY

>rnoCxcl4 ENSRNOG00000028015 chril4
msaaavirglrpspellllgllllpavvavtraSPEESDGDLSCVCVKTSSSRIHLKRITSLEVIKAGPH
CAVPQLTATLKNGSKICLDRQVPLYKKITIKKLLES

>rnoCxcl3 ENSRNOG00000028043 chril4
mapptrrllnaalllllllmatsHQPSGTVVARELRCQCLKTLPRVDFENIQSLTVTPPGPHCTQTEVIA
TLKDGQEVCLNPQAPRLOQKITIQKLLKSPSL

>rnoCxcll5 EDL88572.1 chrl4
maarlwpmfllaifnlgifappcdtEELRCQCIQITSESIPCKFIKTIEVIYENIYCNRMEVIAVLRDGN
AICLHPNSTCVRTLIDNIPSRPFIPKDYASANNLRGMKFMYSVEFEKLLYLSFMEPQV

>rnoCxcll ENSRNOG00000002802 chrl4
mvsatrsllcaallllatsrqatgAPVANELRCQCLQTVAGIHFKNIQSLKVMPPGPHCTQTEVIATLKN
GREACLDPEAPMVQKIVQKMLKGVPK

>rnoCxcl2 ENSRNOG00000002792 chril4
mapptrgllnavlvll1lllatnhqgtgVVVASELRCQCLTTLPRVDFKNIQSLTVTPPGPHCAQTEVIAT
LKDGHEVCLNPEAPLVQRIVQKILNKGKAN

>rnoCxcl9 ENSRNOG00000022242 chrl4
mksvalflmgiifldhcgvrgTLVIRNQRCSCISTSQGTFHYKSLKDLKQFAPSPNCNKTEI IATLKNGD
QTCLDPDSARVKKLMKEWEKKISQKKKQKRGKNHOQRSKKTRKAKTPHHPESKKTA

>rnoCxcll0 ENSRNOG00000022256 chrl4
mnpsaavvlclvllslsgtgqgIPLARTVRCTCIDFHEQPLRPRATIGKLEIIPASLSCPHVEI IATMKKNN
EKRCLNPESEAIKSLLKAVSQRRSKRAP

>rnoCxclll ENSRNOG00000022298 chril4
mnrtgmavalamiiwattvpgFVMFKGGRCLCIDRGVKVVKMAAIKEVSVIYPSNGCDKVEVIVTLKAHK
GORCLDPTSKQARLIMQTIQKKNFLRRONM

>rnoCxcll3 ENSRNOG00000024899 chrl4
mrlctaalllllaiclppghgILETHYTNLKCRCSKVSSTFINLILVDWIQVIRPGNGCPKTEIIFWTKA
KKAICVNPTARWLPKVLKFVRRSITSTPQAPVSKKRAA

>rnoCxcll?2 ENSRNOG00000013589 chr4



mdakvvavlalvlaalcisdgKPVSLSYRCPCRFFESHVARANVKHLKILNTPNCALQIVARLKSNNRQV
CIDPKLKWIQEYLDKALNKRLKM

>rnoCxcll4 ENSRNOG00000011984 NP _001013155.1 chrl7
mrllaaallllllalcasrvdgSKCKCSRKGPKIRYSDVKKLEMKPKYPHCEEKMVIITTKSMSRYRGQE
HCLHPKLQSTKRFIKWYNAWNEKRRVYEE

>rnoCxcllé ENSRNOG00000026647 chrlo
mrrgfgplaltlflfffalltlpgdgNQGSVAGSCYCDRTIPSGTQIPPATLNHMRKYLKTFHRCQFFIR
FOLQSKSVCGGSQDQWVRELVNCFEHKOCGIGHGQSFHHQKHVPQASTRIPEATEGKPPDTSTAVQFQST
QOSTFPSGAPSLNKELTRHWETTILPSGYGLEARPVAEANEKQHKQQKEPGAGAGTQALVPVLSLLAIVF
FLVAAMVCVLCNRRVTRQSSSGLQLCYTPVEPRPQGL

>rnoCxcll? ENSRNOG00000037814 chrl
mkllaspflllltgmftatvssSPNQEVARHHGDQHQAPRRWLWEGGQECDCKDWSLRVSKRKTTAVLEP
PRKQCPCDHVKGSEKKNRRQKHHRKSQRPSRTCQQFLKRCQLASFTLPL

>rnoCcl2 ENSRNOG0O0000007159 Chrilo0
mgvsvtllgllftvaaCSIHVLSQPDAVNAPLTCCYSFTGKMIPMSRLENYKRITSSRCPKEAVVFEFVTKL
KREICADPNKEWVQKYIRKLDONQVRSETTVFYKIASTLRTSAPLNVNLTHKSEANASTLFSTTTSSTSV
EVTSMTEN

>rnoCcl?7 ENSRNOG00000000239 Chrlo0
mgisaallcvlltaaaftvhvwaQPDGTNSSTCCYVKKQKIPKRNLKSYRKITSSRCPWEAVIFKTKKGM
EVCAEAHQKWVEEATAYLDMKTSTPKP

>rnoCclll ENSRNOG0O0000007335 Chrilo0
mglstallfllltatsftsgqvlaHPGSIPTSCCFTMTSKKIPNTLLKSYKRITNNRCTLKAIVFKTKLGK
EICADPKKKWVQDATKHLDQKLQTPKP

>rnoCcll2 ENSRNOG00000029768 Chrilo
mkistllcllliaaaispgvlaGPDSVFTPVTCCYNVAKQKIHIRRLKSYRKITSSQCPREAVIFRTVLD
KELCADPKEKWVKDSMNHLDQKSRTQHP

>rnoCcll ENSRNOG00000021851 Chrlo0
mkllnmvlivcllvaamwlgnvdsKSMHVVSSRCCLNTLENKIALKFIKCYKEIGPSCPYYPAVIFRLIKG
RESCALTNTTWVQDYLKKVKPC

>rnoCcl5 ENSRNOG00000010906 chrilo
mkistaasltvilvaaalctpapaSPYGSDTTPCCFAYLSLALPRAHVKEYFYTSSKCSNLAVVFVTRRN
RQVCANPEKKWVQEYINYLEMS

>rnoCcl9 ENSRNOG00000028548 chrlo0
mkpfhtalsflifaatlgiqagqivhaTETREVLKAEQGHQLFSLGFQDSSDCCLSYTSRVHCSRYKNYFP
TSGGCTKPAIIFVSKKGTLVCANPSDLRVQKCIKRLEQNSQPQIYKQ

>rnoCclé ENSRNOG00000030021 chrlo
mrhsktaisffilvavlgsqaGLIQDTVKEDRPFNPTIIHQGFQDSSDCCFSYASQIPCSRFIYYFPTSG
GCTKPGIIFVTRKRKRVCANPSDQRVQTCISTLKLGPRSGNSAIA

>rnoCcl3 ENSRNOG00000011205 chrilo
mkvstaalavllctmalwnevEsAPYGADTPTACCFSYGRQIPRKFIADYFETSSLCSQPGVIFLTKRNR
QICADPKETWVQEYITELELNA

>rnoCcl4 ENSRNOG00000011406 chrlo0
mklyvsafsllllvaafcdsvlsAPIGSDPPTSCCFSYTSRKIHRNFVMDYYETSSLCSQPAVVFLTKKG
RQICADPSEPWVNEYVNDLELN

>rnoCcl22 ENSRNOG00000016535 chrl9
maslrvpllvalvllavalgtsdaGPYGANVEDSICCQDYIRHPLPPRFVKEFYWTSKSCRKPGVVLITI
KNRDICADPRMLWVKKILHKLA

>rnoCx3cll ENSRNOG00000016326 chrl9
mapsglawllrlaaffhlctllagQHLGMTKCNITCHKMTSPIPVTLLIHYQLNQESCGKRAITLETRQH
RHFCADPKEKWVQDAMKHLDHQTAALTRNGGKFEKRVDNVTPRITSTTRGLSPTALAKPESATVEDLTLE



PTAISQEARRPMGTSQEPPAAVITGSFPSTSKAQDAGLAAKPQSTGISEVAAVSTTIWPSSAVYQSGSSLW
AEEKATESPPTIALSTQVSTTSSPKONVGSEGQPPWVQEQDSTPEKSPGPEETNPVHTDIFQDRGPGSTV
HPSVAPTSSEKTPSPELVASGSQAPKVEEPTHATADPQKLSVFITPVPDSQAATRRQAVGLLAFLGLLFC
LGVAMFAYQSLQGCPRKMAGEMVEGLRYVPRSCGSNSYVLVPV

>rnoCcll?7 ENSRNOG00000016278 chrl9
mmslgmlllaalllgtslghasaARATNVGRECCLDYFKGAIPIRKLVTIWFRTSVECPRDAIVFETVQGR
LICTDPKDKHVKKATIRHLKNQRL

>rnoCcl27 ENSRNOG00000039530 chrs
meglsltgslplillllspvpeaALPLPSSTSCCTQLYRQPLPTRLLRRIVRVELQEADGDCHLQAVVLH
LTRRSVCVHPQNRSLARWLERHGKRLQGTLPSLNPVLQKKMCPSPQKQK

rnoCcll9 ENSRNOG00000015668 chrs
masrvtpllafsllvliwtfsapalgGANDAEDCCLSVTQRPIPGNIVKAFRYLLIQDGCRVPAVVFTTLR
GYQLCAPLDQPWVERIIRRLKKSSSKSKGGSTKRGPVS

>rnoCcl21 ENSRNOG00000034290 chrs
magmlalsllslvlv1lcvpwtggSDGGGQDCCLRYSQKKIPYNIVRGYRKQEPSLGCPIPAILFAPRKQS
QPELCANPEEAWVQKLMRRLDQPPAPGKQONCRKNRGTSKSGKKGRGSKGCKGTEQTDSKRVSQ

>rnoCcl26 ENSRNOG00000001444 chril2
mktfslgpivllavflsvglgvatcESEMPMPCCSYFSHYVIPWHWLYSYQITDSSCPNEGVIFTTKTGK
QYCVQPGDKWVQRYISLLNAKKHW

>rnoCcl24 ENSRNOG00000031162 chril2
magsttiiasllllvactccICPTGSVTIPSSCCVTFISKKIPVNRVISYQLANGSICPKAGVIFITKKG
HKICTDPKLPWVQKHIKNLDAKRNQPSEGAKALGPKFVIQKLRGNSTKV

>rnoCcl20 ENSRNOG00000015992 chr9
mackhlpflalagvllaylcsgseaASNFDCCLTYTKNVYHHARNFVGFTTQMADEACDINAITFHLKSK
RSVCADPKQIWVKRILHLLSLRTKKM

>rnoCcl25 ENSRNOG00000028531 chril2
mklglfaclaacfvgawvpvvraQGAFEDCCLGYQPRIKWNVLRHARHYHQQEVSGSCNLRAVIFYFRQK
VVVCGNPEDKDVKRAVKILTARKQPVHSPQKSTSDYPTERKKSNYMKFKVENPKGTRMRNATLGHPRMVM
MSRKTNN

>rnoCcl28 ENSRNOG0O0000017547 chr2
mggagltlvavavcevafrtseal LPTASSCCTEVSHHIPRRLLERVNSCSIQRADGDCDLAAVILHVKRR
RICVSPHNPTLKRWMSASEMKNGKENLCPRKKQDSGKDRKGHTPRKHGKHGTRRIHGTHGHEAPR

>rnoXcll ENSRNOG00000002964 chrl3
mrlllltflgvccfaawvvegVGTEVLQESICVSLRTQRLPVQKIKTYTIKEGAMRAVIFVTKRGLRICA
DPQAKWVKTAIKTVDGRSSASKSKAETIPTQAQRSASTAIALSG

>ocuCxcl8 ENSOCUG00000011835 chril5b
mnsklavallatfllsltlceaAVLTRIGTELRCQCIKTHSTPFHPKFIKELRVIESGPHCANSEIIVKL
VDGRELCLDPKEKWVQKVVQIFLKRFKNKTQQQ

>ocuCxcle ENSOCUG00000011838 chrls
msllssrasrlsgpssclcallalllltppaplasaGPVAAVVRELRCVCLSTTAIHPKMIARLQVIAAG
PQCSKVEVVASLKNGKEICLDPEAPLTIKKATQKILESGNKEN

>ocuCxcl4 ENSOCUG00000017941 chrils
msipeasgaprprpsrgllllglllll1tvaaaASDDPKESEGDLHCVCVKTTSLVRPRHITNLELIKAGA
HCPTAQLITLKNGRKLCLDQAALYKKVIKKLLKE

>ocuCxcl3 ENSOCUG00000024425 chril5s
PALTELRCQOCLQTVQGIHLKNIQNLKVLSPGPHCAQTEVIATLKSGQEACLNPAAPMVKKFLQKRLS



>ocuCxcllb Blast search chrls
malgsspaplllaalvlgifadfyesQELRCOCIQIYSNFISPKLIKNVQMIPSGPYCSTKEVIVTLKDG
RLICLDPEAEWVMTLIKNTGD

>ocuCxcll NP_001075855.1 chris
mapaacpaaapsgprflrtamllllllaasrraagAAALTELRCQCLQTVQGIHLKSIQSLKVLSPGPHC
AQTEVIATLKSGQEACLNPAAPMVKKFLQKRLSKGSSN

>ocuCxcl2 ENSOCUG00000024883 chrls
mapaacpaasrfprllrtalllllllaasrraagAPALTELRCOCLQTVQGIHLKSIQSLKVLSPGPHCA
QTEVIATLKSGQEACLNPASPMVKKLLQKMLSKSNTS

>o0cuCXCL9 ENSOCUG00000014671 chrl5b
mkkscv1lfllgftflvligvggSPIMRNGRCSCISSTQGKIHLQSLKDLKQFSPSPSCGKTEI IATKKDG
TQICLNPDSTEVKELVEKWKKQSSPKKKOKKGKKQRKVKKSLKKSQRPHOKKTA

>0cuCXCL10 ENSOCUG00000016280 chrls
mngsailifclifltlsgtkgMPLSRTVRCTCINISNKPVNPRSLEKLEIIPASQSCANVEIIATMKKDG
EKRCLNPELKAIKKLLKAFSKERSRGSS

>ocuCXCL11 ENSOCUG00000026515 chril5b
msvkgvllvlavilcattvggFPMFKGGRCLCTGPGVKAVKVADVQKATIIYPSGSCDKTEVIITLKAKK
GQOQCLNPRSKQASLITKOIERKTLRNQNV

>0cuCXCL13 ENSOCUG00000024738 chrlsb
mrltsasllftllvsslspagqgVLEAYNTDLKCECVQETANYIPIRFIDRLQIVPPGNGCPKREVIVWLK
TKIAVCVKPHAKWLOKLIQILQKKTMLSTPPAPVI

>ocuCXCL16 ENSOCUG00000027827 chrl9
msrrgvrlllllaalalsvsaNEGSVTGSCHCDQIISSSSPPNPKLMEHFRKHLRAYHRCTAYIRFRLHS
RSVCGGNHDPWVHELLRCFDRGECGRAHWESLAHRKPLPSRSTQIPKYTEEASAHLPSTAQTHLPPTLPP
GAHANKTTTAPPSQSLEVGPEAGONQKQLEEIVGPAAGTSAMVPVLTLLAITFLLTGVLMYVLCKRRRGR
SPKYSSGKP. .

>ocuCXCL17 ENSOCUG00000021666 Scaffold GL018789
mapekvlipsl1111s11lmptvssTPHSGVARGHGDQRQTSGRWLWEDGQECECKGWFLRAPKRKLMTV
PRLPKKHCPCDHFKGTVKKTRHQKSHRQPNKHSRACQQFLKRCQLASFALPL

>ocuCcl2 ENSOCUG00000021710 Chrl9
mkvsatllcllliavafsshv1aQPDAVNSPVTCCYTFTSKTISVKRLMSYRRINSTKCPKEAVIFMTKL
AKGICADPKQKWVQDATIANLDKKMQTPKTLTSYSTTQEHTTNLSSTRTPSTTTSL

>ocuCcl?7 Blast search Chrl9
mgisaallcllltvaafssgqvlaQPEGTNSGKTCCYRFHNRRMDPQKLRSYTLISISYCPREAVIFKTKQ
HREVCADPKWPWAQNAIAYLNKKTQTSKP

>ocuCclll ENSOCUG00000005935 Chrl9
mkvsaallcmlvtaavissgvlaQPAFVPTTCCFSMAKKMPLORLESYRRISGSKCPQKAVIFKTKLAKE
ICADPKEKWVQDSIKYLDQKSKTSKP

>ocuCcll13 ENSOCUG00000013412 Chrl9
mkvsaallcllllaaacssgalaQTETKPALTACCFSFVRKRIPLQRLVSYRKTSKACVKEAVIFRTRRD
QELCADPMQKWVQDTMRVL

>ocuCcll ENSOCUG00000013416 Chrlo
mklvpvalaclllvamwpgdvdgKSMHVSSSNCCFSFVEKRIPLKTIHCYRRSSSTCPYDATITIFKLRGGR
ESCALKTVGWLQGYFKKMKPCLPKGP

>0cuCCL5 ENSOCUG00000002848 chrl9
mevsaaalavlltaaalcapasaSPYASDTTPCCFAYISRLLPRAHVTEYFYTSGKCSFPAVVEFVTRKNR
QVCANPEKKWVREYINSLEMS

>ocuCCL14 ENSOCUG00000002849 chrl9
mkvsvaaipllllfitpialgSRAEFSPRGPYHPAECCFSYITRVVPRQRITDYYETSSECSKPGIVFIT
KKGYSICANPRDDWVQDYIRDLEK



>ocuCCL15 blastsearch chrlo
mklstaalsllllaavlgtgaFVLHNTETRQLTRAMDRLINRRPIQGVNPIQSIMPLSSNVRPSDCCYGY
TTRPLQCSVMEDFFETNSQCSMPAVIFITKCGKLICANPRNNEVEECMETLKTQGTRLGPRAAAGLLY

>ocuCCL23 ENSOCUG00000000686 chrl9
mkvsvaalsflalilaaalgsqaLVTHDTDTKQLALVVDRFDKEIVQGFHRPTDCCFSYTKRNIQCFLMQ
DYIETSSQCSMPAVIFLTKRGQKVCADSSDERVRKCVSSLORDLPTRNL

>0ocuCCL3 ENSOCUGO00000000771 chrl9
mkvsgvalavllcamalstgvEsIPLGADTPTACCFSYISRQIPYKFIADYFETSSQCSKPGVIFLTKRG
RQVCADISEAWVQGYINDLELNS

>ocuCCL4 ENSOCUG00000026206 chrl9
mklgvtvlsvallvaalcppahsAPMGSDPPTACCFSYTLRQLPRHFVIDYFETSSLCSQPAVVFQTKKG
RQVCANPSESWVQEYVDDLELN

>ocuCCL22 ENSOCUG00000015478 chrs
masmgapllaalmllavvlgateaGPYGANVEDSVCCRDYMRRPLAPRVVKYFYWTSDSCRRPGVVLVTL
KGLEICADPRLPWVKKILRKLEQ

>ocuCX3CL1 ENSOCUG00000007482 chrb
mapiapgwllrlaafcplmvplagQHLGVAKCSIICNNMTPKIPVALLISYQWNQESCGKPAIVLETKRH
KRFCADPQAPWVQEAMKHLDRQAVARTPNSGTFEKQIGAVKPGASTVKPGTTAAPGGMPEPAVSEPRPTG
DSRSPEPTPAPQEAQTTLGTSPALPAGVPSSSGSGSLVTQKPODGRPPVGPTGPEFVNTAPVSTAGSWQT
SAHQHGATESPSAETPSTEHPSTQALTTSYPASEENLGSESQSPGAPALSPRPGDPQSTWETVPVVAHTG
AFQDGGAGSTAYASVVPGSSEGTPSREPAASGSWTPKAEEPVHATVDPQRLGVLITPVPDSQAATRRQAV
GLLAFLGLLFCLGVAMFAYQSLQGCPRKMAGEMVEGLRYVPRSCGANSYVLVPV

>ocuCCL27 ENSOCUG00000001224 chril
megcsptsrllll1111sldpgav]1iLPPSTTCCTQLYRQPLSNKLLRKVIRVELQEADGDCHLQAFVLH
LARRSVCTHPONRSLARWFERQGKRLQGTQPDFWVARENGLEPHKAPIKQH

>ocuCCL19 ENSOCUG00000001515 chrl
mapgaagllalsllvlwtslapalgGANDAEDCCLSVTQRPIPSNIVRAFRYLLVTDGCRVPAVVEFTTLR
GFQLCAPPEQPWVGRIIRRLKRISAKGKYQSS

>ocuCCL21 ENSOCUG00000016448 chrl
magplalsllflvlalcipgtgqgSDGGAQDCCLKYSLRKIPHKVVRSYRKQEPSLGCPISAILFSPRKRS
QPELCADPKEPWVQQLMKRLDRPPAPKKQVQACRKDGGASKSGKKGKGCKSLPRTEQPQTPKGP

>ocuCCL24 ENSOCUG00000025061 chreé
magpatiaasllllalsahhftpagaVVIPSSCCMNFIPKKIPESQVVSYQLSSGSVCPRAGVIFTTKKG
YRVCGDPKQQWVQSYVRNLVAKRRKPSTGARAPGGRRPGEMRA

>ocuCCL20 ENSOCUG00000000868 chr7
mtcgskslllsalmsllllhlcskleaASNFDCCLRYTECRIHPRFIVGFTQQLANEACDINAIILHTKK
NLSVCADPKKEWVKRVVHIL. .

>ocuCCL25 ENSOCUG00000025780 Scaffold GL018767
mnswilaclvvcfvgawtpavhtQVAGISEDCCLAYHSLSWAVLQRTQGYQLQOEVSGSCNLRAVRFCLKH
RIVCGNPQDKKVQRAVKLLNTRRKSCHHSQKTLRGVPRSERKKLSSRKSWPPSSKQSSPAGSGKRNATLQ
TAAKLGEDARSRD

>ocuCCL28 ENSOCUG00000007934 chrll
mgcaglllvalatcvalgpseaILPFFSSCCTEVSPHLSRRLLKMVHTCHLQRADGDCDLDAVALYFGRR
RFCVTTENHMLKEWMKAQAAKKIGQRITCREKKYNKSSSRGTSVEGSMTGCHKTSS

>ocuXCL1 ENSOCUG00000012952 chrl3
mrrlllvllcicclttsivegVGSEVPDKSICVSLTTQPLPVNRIRTYTIKEGPMKAVIFITKRGLKVCA
DPQAKWVKTAIKSISNKPSTRRSTTQTQPTGTQQSTRRAVTLTA



>cpoCxcl8 ENSCPOG00000011103 scaffold 1
mpsglrvailaafllsavlcEGMVVTKLVSELRCQCIKIHTTPFHPKFIKELKVIESGPRCANSEIIVKL
SDNRQLCLDPKKKWVQDVVSMFLKRTESQDS

>cpoCxclé ENSCPOG00000020184 scaffold 1
mypvpgrasrtprllcallallllpppesrvhaGPVAAARELRCVCVTITPGVHPKMIASLQVTVSGPQC
PNVEVVATLKNGKQICLDPEAPLIKRVIQKMLDSGNKQON

>cpoCxcl7 ENSCPOG00000022396 scaffold 1
cpsarlhrvlgglmllslllaalvpstngQRKRNLGENKATKITEELAELRCLCLKTISAMHPSKISSVE
VLKAGAHCPKIQVIAKLKDGKKVCLDPDLPGVKKMIQKILAGQGS

>cpoCxcll ENSCPOG00000015206 scaffold 1
magaapktlrfapllll111lvlgtsrraagAPAASELRCRCLRPVRGLHPKNIQSVAVTAPGPHCHQTE
VLATLKDGREACLDPEAPMVQKVLQRMLKGSKAT

>cpoCxcl9 XP_003477696.1 scaffold 5
mkghsvsfflgiiflvlfevggTPVMRKGRCYCINSSDDVISLKSLKDLKQFVPSPSCEKTEITIATKRNG
DQTCLNPDSTKVKKLIKQWEKKVTQKKKQOKKAKKYQKNKKIITKVKRSKAPCQEKNT

>cpoCxcllo ENSCPOG00000002046 scaffold 5
mnhntilifclifltlsgtgqgIPHSRTIRCTCIETSTQPVNPKSFKKLEIIPASQSCPRVEIIATMKMNG
EKRCLDPESKVIKNLLKAVRKERSKRS

>cpoCxclll ENSCPOG00000012442 scaffold 5
mnmkglvivlamilsatvvggFPMFKRGRCLCIGPGLRAVKVADIAKASIIYPSNSCDKIEVIITLKAHK
GORCLNPRSKQAGLIIKQVERKNSLKH

>cpoCxcll3 ENSCPOG0O0000001379 XP_003477708.1 scaffold 5
mrlsavalllsv1lisslspgggILEAYNTNLKCRCMQETSQVVRIPNIHRLRILPPGNGCPKTQITIIQLR
NKTLVCLNPAAKWVQQFVARVKSRNFHSTAAAPVMKKVP

>cpoCxcll2 ENSCPOG00000014912 scaffold 62
mdakvvavlalvlaalclgdgKPVSLSYRCPCRFFESHVARANVKHLKILNTPNCALQIVARLKNNNRQV
CIDPKLKWIQEYLEKALNKGRREDKMGKKEKIGKKKRQKKRKAAQKRKN

>cpoCxcll?7 ENSCPOG00000021240 scaffold 80
mkvkisfl1l111lplmltsmvssSPKSGVARAHGEQRQASRRWLOEGSRECECKDWFQRALRRKPMTVPAL
PKKQCPCDHLKVNMKKSRHHKHQRKPNKHSRACQEFLKQCQLASTALPL

>cpoCcl2L XP_003469662.1 scaffold 32:12,677,940-12,679,720
mggssvilcllvlaatfssl1l1aQPVGVNTPICCYVFNRKIPLKRVRGYERITSSRCPQEAVIFRTLKNK
EVCADPTQKWVQDYIAKLDQRTQQKONSTAPPTSKPLNIRFTTQDPKNRS

>cpoCcl2 ENSCPOG00000013468 scaffold 32:12,677,940-12,679,720
mgrssvllcllvieatfcsllmaQPDGVNTPTCCYTFNKQIPLKRVKGYERITSSRCPQEAVIFRTLKNK
EVCADPTQKWVQDYIAKLDQORTQQKQONSTAPQTSKPLNIRFTTQDPKNRS

>cpoCcl?7 ENSCPOG00000013035 scaffold 32:12,677,940-12,679,720
mgviavllcllltaanfssl11aQPDGVNISTCCYKRSQRIRVOQRLESYTRITSSKCPWQAVIFKTKFNR
EICADPKQQOWVQDSMKYIDKKSKTPKS

>cpoCclll ENSCPOG00000013470 scaffold 32:12,677,940-12,679,720
mkvstaflcllltvsafsagvlaHPGIPSACCFRVINKKISFQRLKSYKIITSSKCPQTAIVFEIKPDKM
ICADPKKKWVQDAKKYLDQISQTTKP

>cpoCcll3 Blast search scaffold 32:12,677,940-12,679,720
mgvsasllclmltaaavsvgvlaQADTNETPLACCLTLTHRKIPLNYLKGYELTSDKCPLTAVIFKTRRN
IQICADPTKKWVQHAMVYLNDLKT

>cpoCcll ENSCPOG00000002574 scaffold 32:12,677,940-12,679,720
mkvaavalvclllatvwaKDVDSMSLHVASSRCCYSFVERKISHHRIQSYKGTSSSCPYEAVIFKLKGGR
EICALKTIEWVQDYLTKKKILRLKGK



>cpoCcl5 ENSCPOG00000008852 scaffold 32
mkvsaaalcvilttaalcvpasaSPYASDTTPCCFAYISRALPRTHIKEYFYTSSKCSNLAVVEFVTRKNR
QVCANPEKKWVREYINSLEMS

>cpoCcll4 ENSCPOG00000026493 scaffold 32
mkvsmvtislllflitvtleTKTHSSSRGPFYPSECCFSYITHAVLPYRIMGYYETNGDCPKPAVVFITT
KGHRICANPENEWVQDYLKDLEEN

>cpoCcll5 ENSCPOG00000026069 scaffold 32
mkvstaalsflilaavlgsqaQLIYGDKSICNISNMLSFHQPADCCFSYTSRKIQCRLMEDYFRTSSGCP
RPGVIFLTKKGKLVCADPSDRRVQDCIRNLTPTSLPEILDTLKLA

>cpoCcl23 ENSCPOG00000021606 scaffold 32
micmaalsfliiaaalgsqaSIIHDSKIREHLKLDDDFRPVLHGFHQPADCCFSYTSRKIQCRLMEDYFR
TSSGCPRPGVIFLTKKGQLVCADPSDRRVOQDCIRNLTPTSLPEILDTLKLA

>cpoCclN1 blastsearch scaffold 32
mktlvvgllvllctmmlcscEQDKTHHPSDCCISFVTHQIPKNQVVAYIRPMACASNTVFLTKTRKYICA
NPSDHWVQDYIRKLDRSS

>cpoCcl3a ENSCPOG00000026400 scaffold 32
meapvaalitliltetlfsQSCCALRGADTPTACCFFFISRKIPRKFVVDYYETSSQCPKAAVIFQTKRG
REVCADLRDTWVHEYIADLELNS

>cpoCcl3b ENSCPOG00000023103 scaffold 32
mkvsvavlaavlctmtlchgvisAPIGANTPTACCFTYASKKIPRAYVADYYETSSQCSQPGVIFITKRG
REVCADPNETWVQDYINDLELNA

>cpoCcl3c ENSCPOG00000019852 scaffold 32
mkvsvavlaavlctmtlchgvEsAPIGADTPTACCFTYASKKIPRAYVADYYETSSQCSQPGVIFITKRG
REVCADPNETWVQDYINDLELNA

>cpoCclda ENSCPOG00000026388 scaffold 32
mkfyvtvlsllvigaafcspvlsAPIGSDPPTACCFTYTQRKLPRNFVIDYYETSSLCSQPAVVFQTKRG
KQVCANPSDSWVQEYVEYLELNEE

>cpoCcl22 ENSCPOG00000004546 scaffold 22
maslgtpllavlillsvmlgatdaGPYGANVEDSICCRDFVRYPLPPRVVKDFYWTSDSCRRAGVVLQTV
KDREICANPKLPWVKKILQKLSP

cpoCx3cll ENSCPOG00000004548 scaffold 22
maptplsgllclavlchlivl1lagQQHGVVKCSNICDKMTSRIPNHLLLGYRLNQASCDKPAVIFETKKH
RFFCADPKEKWVQEARWHLDNRTHALTTQSGGKFEKHVGKPETTLVAQGTSQPALTEPKATEESSSLEPT
ASSQGTQRPTGTSPVLPVRVTGSLGTRLSLPSKAQDGEPPAGTEVFGTTAISTTIARQRSAADQPGSSPG
TQEKAPSTLAPSITPPSTEPTSTQSPTTSHSTTEGQPAWTQGQTPTPESSAGSEMGRGLTHTDAFQDWGP
SSMDHASVVPISSEGTPSQEPVVLGSLIPKAEDPIHGTLDPQRQVLITPVPDTQAATRROQAVGLLAFLGL
LFCLGVSMFAYQSLOGCPRKMAGEMVEGLRYVPRSCGSNSYVLVPV

>cpoCcll7 ENSCPOG00000006326 scaffold 22
mtslgmlflaalllgaslghshaALATNVGRECCLDYFKGAIPIRKLVSWYRTSDECPKDAIVFETVQNR
RICSNPEDRHVKKAVRHLQSRKKSQRATAQD

>cpoCcl27 blastsearch chrl
mkelflptsilmlll111spdpgaaSLLOPITTCCTQLYRRPLPNKILRKVIWVELQEADGDCHLQAFVL
YLTERSVCVHPKNRSLIQWLERHGKRFQGTLRNPNLGL

>cpoCcll9 ENSCPOG00000002627 scaffold 27
marhmapllalsllvlwaslapalgGANDAEDCCLSVTLRPIPGNIVKAFRYLFITDGCRVPAVVFTTLR
GHQLCAPPEQPWVQRIIRRLKKSFAKASRPLPSPIS

>cpoCcl2l ENSCPOG00000005431 scaffold 27
magmlalrllvlvlalcitgtggSDGGAQDCCLKYSQKKIPYKVVRSYRKQELSLGCPMPAILFLPKKRS
QPELCADPKEAWVQQLMKRLDNPPVQGCRKDRGNPKAGKRGKGSKGCKRTEKTQGP

>cpoCcl26 ENSCPOG00000000623 scaffold 30



mksshlvipillafllsghpEAAMRAGNVAEVCCFHYSTKALPVSWVRSYKLTRSSCSCQAVIFTTKRGK
QVCFRPKAKWVQQYIS

>cpoCcl20 ENSCPOG00000010180 scaffold 13
mgcsgkslllaalmsvlllhlcrgseaASSFDCCLRYTRHVLSPKLIVGFTQQLASEACDIDAITIFHTKK
RLSVCADPKKGWVKRAVLVLSQKVKKM

>cpoCcl25 ENSCPOG00000007131 scaffold 195
mnpwllaclvaffvggwvpaMHTQGVSEDCCLAYHPPLRLSVFLHARYFRWQEVSGSCNLPAVIFHEFPQP
GRVVCGNPRDKVVRKAMRVLRTQMKSQQQASNVTVQGLOARRNKENSSLSKMHSIRLRHHLGNGKKNAGF
ERDSGSGL

>cpoCcl28 ENSCPOG00000027088 scaffold 29
mggmrfalvalavcvalgiseaILPIASSCCTEVSHRISRRLLERVTVCRIQRADGDCDLAAVILHVKRR
RICISPHNHTVNQWMKAQAAKKNSKGNI CHKKHHSKKKKGSNREKT

>cpoXcll ENSCPOG00000012457 scaffold 39
mrllllailgacclaACTVEGVGSEVPESSVCMSLRVHPLPLNRIKTYTIKEGPMRAVIFITKRELKVCA
HPEATWVKKALKSTIHSKSSTRRNVTQIHPTGAQQSTYTTVTLPQ

>cpoXcl2 ENSCPOG00000023218 scaffold 39
mrllvlailgacclaACTVEGVGSEVPERSVCVSLTTQRLPVNRIKTYTIKEGSMKAVIFITKRGFKICA
NPEDSWVKAAVRTIGGKSNTR

>itrCxcl8 ENSSTOG00000003271 Scaffold JH393408.1
mtsklvvallvtcllsatlceaAVLTRIGTELRCQCIKTHSTPFHPKYIKELRVIESGPHCANSEIIVKL
VDGRELCLNPKEKWVQKVVELFLKRAENEDP

>itrCxclé6 blast search Scaffold JH393408.1
mslrsslsprlprpsrslcallallllltppaplanaGPVAAAVVRELRCVCLSTTPGIHPKMVTNLQVI
AAGPQCPKVEVVASLKNGKEVCLDPEAPLIKKIIQKILDGGNKN

>itrCxcl7 ENSSTOG00000023838 Scaffold JH393408.1
mslrpsatsfctntrgvrvlgvllllsllltvlvpsttgQRKRNLGKVESVEPYVELRCICVKTISGIHP
SNIQNLEVIRPGAHCAKVQVIATLKDGREICLDPEAPRVKKITIQKLLESDESAA

>itrCxcl4 ENSSTOG00000013032 Scaffold JH393408.1
mglilrscslcphlypgllllgllllsavvtvvrsEDPEEDREFQCMCAKTRYKVKVKDITNLEMIKPGP
LCATTOQMIATLKSGSRVCLAGQVSFFKALIGKLMQR

>itrCxcl4L ENSSTOG00000014918 Scaffold JH393408.1
mglilrscslcpglypgllllgllllsavvtvargGESKKDGDSHCVCVKTKSKVNAENIFKLEVIKAGP
HCATAQMIATLKSGRKICLDRQVSLFKRLMKKLLDS

>itrCxcl3 blast search Scaffold JH393408.1
martasavpraprllgvallmlllvaasrraagAPVVSELRCQCLQTVQGIHLKNIQSVKVMSPGPHCAQ
TEVIATLKNGQEACLNPEAPLVKKITIHKMLNNGNSS

>itrCxclls blast search Scaffold JH393408.1
maaessptlllallvlgifadpckaQELRCRCIQTHSDFISPQFIETLQLIPEGVQCSRKEITIVTLKDGQ
LVCLDPEAKWVKTLLEKVQLRPRVLTFTFSHFYFNYRYV

>itrCxcll blast search Scaffold JH393408.1
maraasavpraprllgvalfllllvvacrraagAPVVSELRCQCLQTVQGIHLKNIQSVKVTSPGPHCAQ
TEVIATLKNGQEACLNPEAPLVKKIIDKMLNKSSTN

>itrCxcl2 blast search Scaffold JH393408.1
. .ATLKNGQEACLNPEAPLVKKIIHKMLNKGSN

>itrCxcl9 ENSSTOG00000013732 Scaffold JH393486.1
mkktgipfllgliflvlfgvggAPIMRNDRCSCISTRQGKIHPKALKDIKQFAPSPSCGKTEI IATMKNG



NEECLNPDSGYVKKVVKMWKEKVSQKKKOKKGGKOKMKTFLKAKRPOQRPHOKKTT

>itrCxcllo ENSSTOG00000026861 Scaffold JH393486.1
mngsaviifclifltlsgtggMPLSRTTRCKCIQISNRPVNPKSLEKLELIPASESCPRVEIIATMKKSG
EKRCLNPESKAIKNLLKALRIERSKRSS

>itrCxclll ENSSTOG00000009504 Scaffold JH393486.1
mnvkgmaillavivcatitegFPMFKGGRCLCIGPGVKAVKFTDIEKASVIYPSNSCNKIEVIITLKAHK
GORCLNPRSKQASFITKOVERKNFLKYRNK

>itrCxcll3 ENSSTOG00000015287 Scaffold JH393486.1
mrlisaalllmllvssslspvhgVLEAYNTNLKCSCVQGTSDFIHVRQIGRLQITIPPGNGCPIKQIIIRL
KNKTTVCVNPQTSWIKKLIEHLPKKKLFSTQAPAMKKIG

>itrCxcll2 ENSSTOG00000005950 Scaffold JH393427.1
mdtkvvvvlalvlaalclsdgKPVSLSYRCPCRFFESHVARVNVRHLKILNTPNCSLQIVARLKSNNRQV
CIDPKLKWIQEYLEKALNKGRREEKVGKKEKIGKKKRQKKRKAAQKRKN

>itrCxcll4 ENSSTOG00000022730 Scaffold JH393407.1
mrlltaallllllalcvarvdgSKCKCSRKGPKIRYSDVKKLEMKPKYPHCEEKMVIITTKSVSRYRGQE
HCLHPKLQSTKRFIKWYNAWNEKRRVYEE

>itrCxclle ENSSTOG00000009339 Scaffold JH393487.1
mrpssgpllpeflfl1v11ilpgdgNEGSVTGSCPCDERISNNPLSWQIMDHYRKYLRAYRDCPPYIRFE
LIRKSVCGSIKNPSVRELMSCFDRGECGYERGKSRVNQGHLLFPSTPIPEPTELAPPDTSTPAQMHLPPT
QQSTQQFKLPSGVLPLDKELTHLKETTTFTVGYNLGIGFKDGEKQRQKEEMEGTAINKSVMVAVLSLLAT
VFILTGVLLYVLCKRRREQSLQCSPGLHYTPVATVEFNA

>itrCxcll?7 ENSSTOG00000011599 Scaffold JH393516.1
. . VARGHRDQRQASGRRLLKGSQECECKDWFLRASKKKPMTEAGLPKKRCPCDHSTVGVKKTRHRRHHKK
SNKHSKACWQFLQRCQLESFALPL

>itrCcl2 ENSSTOG00000028166 Scaffold JH393348.1: 868,214-870,352
mkvsaallclmltvaafstlvlaQPDAVNSPVTCCYTLTSRKIPMKRLMSYRRVTSSKCPKEAVIFTTVL
NKEICADPLQKWVEDYVAKMDQKTEGNONPTGLGTAAPVNANFTTPEPVANLSATSSPSTNPNTST

>itrCcl?7
mkvsaallClmltvaafcipvlaQPDGINISTCCFETRRRKVSVQKLKSYTRITSSTCPREAVIFQTKLN
KEICADSNQQWVKDAIKHLDKKTQDP

>itrCclll ENSSTOG00000012718 Scaffold JH393348.1: 835,859-837,710
mkvsavllclmltaailsmgvlaQPASVPTTCCFTVANKKFSIQRLESYRKITGSKCPQKAVIFKTKQDK
EFCADPKQKWVKDAIKYLDQKLQTPTP

>itrCcll2 ENSSTOG00000023292 Scaffold JH393348.1: 805,250-806,907
mkvsvallclvltaatvssQEQAQPGAPLMPITCCFSTINRRIPIQKLQSYTITSTQCPKVAVIFKTKRG
KMICADPSENWVKDSMTLLNQNSQTPKP

>itrCcll ENSSTOG00000007409 Scaffold JH393348.1: 781,687-786,234
mkltsvallclllaatwpgdvdsKSMHVSSSRCCFSFAQKRISQKTIQCYRETSSTCPYQAATIFRLKGGR
ESCALKTERWVQGYLGKVKPCLLV

>itrCcls ENSSTOG00000015833 Scaffold JH393300.1
mkvsaaalaviltaaafcipasaSPYASDTTPCCFAFISRPVPRNHIKEYFYTSSKCSNLAVVEFVTRRNR
QVCADPEKKWVREYINSLEMS

>itrCcllé blastsearch Scaffold JH393300.1
mVWSVCVpslslpfiSSSSFLLPLLSLQRPQTAQRWLDPLRHPAGVNIQASCCVTYYEKTLPQKLVKGYR
EALTCHLPAIIFVTKKNREVCANPNDSWVQDYIKDPQIPLLPPKNSASVKIIRTEKGQP

>itrCcll4 blastsearch Scaffold JH393300.1
matvslll1l111svvleaKVPSSSRPYNPSECCFTYVSQAPPRRRIIDYYETSSECPKSGIVFITKKGHP
ICANPKDEWVQDYIKELEES

>itrCcll5 blastsearch Scaffold JH393300.1



mkvsavalsflilgaalgsqaQVIPDPETRELLEREHTFQPPLVNKVFNSPADCCFSYITRSIRCTVMKT
YHKTSSGCSQPAVIFITNKGQHVCANPNDPSVQECMKKLKHNPSS

>itrCcl23 blastsearch Scaffold JH393300.1
mkfsiaalsllilaaalgsqaRVIHDLEKRQLLRIPIKSPIQHGILQEAADCCFIYTRRSIRCSFMEHYY
KTSSGCPQPAVIFFSRKGQRICADPNDGRVQECMANLNLNS

>itrCcl3a blastsearch Scaffold JH393300.1
mkvlvvalfvllctltlraegESVVHLLLMDENQEPSFCCFAYTSRKIPPKFVAFYYETSSTCSSKGIVFE
VTKRGRHVCARPNEAWVQEHIRDLEGSSKKH

>itrCcl3b ENSSTOG00000027899 Scaffold JH393300.1
mevpvavlavlfftealsSLTCSASLGADTPTACCFFYISRKIPHKFVDDYYETSSQCSKPAVIFQTKRG
RQVCADPSEAWVRAYITDLELNA

>itrCcl3c ENSSTOG00000027458 Scaffold JH393300.1
. .GADSPTACCFSYVARQIQRKFIEDYFETSSQCSQPGVIFLTKRGRQVCADPSENWVQEYITDLELNA

>itrCcl4 ENSSTOG00000013313 Scaffold JH393300.1
mklcgialpllvlvaafcspal sAPMGSDPPTACCFSYTLRKLPRNFVMDYFETSSLCSQPAVVFQTKKG
ROQVCANPSESWVQEYMDDLELN

>itrCcl22 ENSSTOG00000010260 Scaffold JH393285.1
maslgapllvalillsvalgatdaGPYGANVEDSICCRDYIRLPLPQRLVKSFYWTSESCRRPGVVLQTL
RDREICANPKLPWVKRIIQKLQE

>itrCx3cll ENSSTOG00000015132 Scaffold JH393285.1
maptplawllslatlchltilvagQHHGVTKCNITCNTMTRPIPVNLLIGYWKNPESCGRRAVVLETKRH
KYFCADPKEKWVQEAMKHLNRPAQTONGGTFEKQIGSGPTITPATTEGQSHPAFSEPEATGEGNSLEGTT
SSQEAQRSMGTSPELPVGTTDSSGYRSTPTSKAPEDRPPAGPGTAVASTSVAQQOSQTGPGLRVIKAHSET
HSTQVLSTEPPSTQTPDMSYPALEETTVSKGQPTSGKGQTPSPEASPGPEEMSPVSTPRGASQDSGPGEM
THAPVVPVSSEGTPSQEPVASGSWAPKTKEPIHTTSNPQSLSNKAAPNTPDLGPQEATRRQAVGLLAFLG
LLFCLGVAMFAYQSLOGCPRKMAGEMVEGLRYVPRSCGSNSYVLVPV

>itrCcll?’ ENSSTOG00000015140 Scaffold JH393285.1
msplktlllaalllgaslgsiraARATNVGRECCMEFFKGAIPIRKLVTWYRTSAECPKDAIVLVTMQGK
SICSDPKDRHVTKAVRFLQRLVKSPGPITQKP

>itrCcl27 ENSSTOG00000002852 Scaffold JH393334.1
mkwlsptsslll11111spdpgaalLLPPSTTCCTQLYRQPLSKKLLRKVIRVELQEADGDCHLQAFVLH
LARRSVCTHPONRSLARWFERQGKKFPGKRLPA

>itrCcllo ENSSTOG00000002862 Scaffold JH393334.1
maprvapllalsllvlwnspapalgGANDAEDCCLSVTQRPIPRNIVKAFRYLLLTDGCRVPAVVFTTLR
GHELCAPPDQPWVDRIIRRLNKSSAKASLSSQPYLOPPNPCSRFCPSHDSAYPSSHRASATAIRP

>itrCcl2l ENSSTOG00000021913 Scaffold JH393334.1
magtlalsllilvlalcvpwtggSDGGAQDCCLKYSQRKIPYKVVRGYRKQEASLGCPIPAILFLPQKRS
QPELCGDPKEAWVQQLMKRLDKPPAPRKEGQGCRKDRETQKPGKKRKGSKGCKR

>itrCcl24 ENSSTOG00000004986 Scaffold JH393353.1
magpssiiagflllalcvgcIIPTGSVVTPFSCCFNFTAKKIPQKRVVSYQLTSGSTCVQAGVIFTTTAG
RKVCADPSQLWVQEYKKNLDSKQKQPSAEARVRGVKVRRPRHRGNRTAT

>itrCcl26 blastsearch Scaffold JH393353.1
mksfplvppillafllSvhtSVLRDSDTEKSCCFQYSHKMIPWNWVQAYQFTQISCPQQGVIFTTKIGER
VCVQPKEKWVQRYISLLEARK

>itrCcl20 blastsearch Scaffold JH393335.1
mmcsgkslllaalvsvlllhlcreseaASNFDCCLRYTEKVFHHRFLVGFTQQLANEACDIDAVIFYTKR
KLAVCADPKKPWVKTAVRRL. .

>itrCcl25s ENSSTOG00000003529 Scaffold JH393398.1
mnpwilaslaacflgawvppihtQGSFEDCCLGYYPKPKLAVLRRASFYRIQEVSGSCNLFAIVFYFRQP
GKMVCGNPRDIRVRKAMRLVSQRSDNRLTIQG. .



>itrCcl2s8 ENSSTOG00000005720 Scaffold JH393290.1
magtgltlmtlavevalrnseal LPTASSCCTEVSHHISRRLLERVNSCRIQRADGDCDLAAVILHIKRR

RICVSPHNHTIKQWIRAQAAKKNGKGKVCQKKHHQRNRKVVHGDKQEARGL

>itrXcll ENSSTOG00000014588 Scaffold JH393291.1
mrllllallgicclsactvygvgsEVPEKSVCVSLSTQRLPINRIRTYTIKEGSVKAVIFITRRGLKVCA

NPEAEWVKSAVKSVDSRSTTKRSKLQOSSPPTVQPTTTSGTLSR



