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CONSENS1 ......................................TGTACNT.GTTTGTGAGG.CTA

CONSENS0 A.GTTCCTGCTGC...........GTTTGCTGGACTGATGTACTT.GTTTGTGAGG.CAA

Hs#S663801 A.GTTCCTGCTGC...........GTTTGCTGGACTTATGTACTT.GTTTGTGAGG.CAA

Hs#S337687 AAGTTCCTGCTGC...........GTTTGCTGGACTGATGTACTTGGTTTGTGNAGGCAA

Hs#S629177 A.GTTCCTGCTGC...........GTTTGCTGGACTGATGTACTT.GTTTGTNAGG.CAA

Hs#S672957 A.GTTCCTGCTGC...........GTTTGCT.............................

Hs#S672182 A.GTTCCTGCTGC...........GTTTGCTGGACTGATGTACTT.GTTT..........

Hs#S674099 A.GTTCCTGCTGC...........GTTTGCTGGACTGATGTACTT.GTTTGTGAGG.CAA

Hs#S196113 A.GTTNCTGNTGN...........GTTTGCTGGACTGATGTACTT.GTTTGTGAGG.CAA

Hs#S994400 .......................................GTACNT.GTTTGTGAGG.CTA

Hs#S550772 A.GTTCCTGCTGC...........GTTTGCTGGACTGATGTACTT.GTTTGTGAGG.CAA

Hs#S80460 A.GTTCCTGCTGC...........GTTTGCTGGACTGATGTACTT.GTTTGTGAGG.CAA

Hs#S39701 A.GTTCCTGCTGC...........GTTTGCTGGACTGATGTACTT.GTTTGTGAGG.CAA

Hs#S1988018 A.GTTCCTGCTGC...........TTTTGCTGGACTGATGTACTT.GATTGTGAGG.CAA

Hs#S341915 A.GTTCCTGCTGC...........GTTTGCTGGACTGATGTACTT.GTTTGTGAGG.CAA

Hs#S1794113 A.GTTCCTGCTGC...........GCTTGCTGGACTGATGTACTT.GTTTGTGAGG.CAA

Hs#S4698 A.GTTCCTGCTGC...........GTTTGCTGGACTGATGTACTT.GTTTGTGCGG.CAA

Hs#S813765 A.GT.CCTGCG.C...........GTTTGC.GGACGGATGTACTT.GTT.GTGAGG.CAA

Hs#S1184845 .......................................................G.CAA

Hs#S1577463 ......................................................GG.CAA

Hs#S914987 ..................................CTGATGTACTT.GTT.GTGAGGGCAA

Hs#S1985364 A.GTTCCTGCTGC...........GTTTGCTGGACTGATGTACTT.GTTTGTGAGG.CAA

Hs#S1465644 .............GTTCTGCCTGCGTTTGCTGAACTGATGTACTT.GTTAGT.AAG.CAA

Hs#S1850471 C.GTTACTGCGGG...........GTTTGCTGGACTCATG.ACTTTGTTNGT.AGG.CAA
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High-dimensional MSA

Partial-Order Alignment
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abl mleiclklvgckskkglssssscyleealqrpvasdfepqglseaarwnskenllagpse 

matk .....................magrgslvswrafhgcdsaeelprvsprflrawhpppvs 
abl ndpnlf...VAlYDFvASGDN....................................... 
grb2 ......meaIAkYDFkATADD....................................... 

matk armptrrwapgtqcitkcehtrpkpgELAFRKGDVVtIL.EaCEnKSWYRvKhhtSGQEG 
abl ..........................tLSitKGEkLRVLgynhn.geWcEAQtk.NGQ.G 
grb2 ..........................ELSFKRGDILKVLnEeCD.QNWYKAEl..NGKDG 

matk LLaAgaLrer......EALsadPklslmpWFHGKISgQEAvQQLQ.ppEDGLFLVRESAR 
abl WVPSNYItpv......NSLEKHS......WYHGPVSRNaAEyLLSsgiN.GSFLVRESES 
grb2 FIPkNYI..........eMKpHP......WFFGKIpRaKAEEMLSkQRHDGAFLIRESES 
crkl ..........mssarfDSsDRsA......WYMGPVSRQEAQtRLQgQRH.GMFLVRDSST 

matk hPGDYVLcVSFGrDViHYRV.lhrDGHLtIdEaVfFcNLmDMVEHYSkdkgaIcTkLVrP 
abl SPGqrSISLRYegRVyHYRINTasDGKLYVssEsRFNTLaELVhHHSTVadgLiTTLhyP 
grb2 APGDFSLSVKFGNDVqHFKVlrdgaGK.YFlwvVKFNSLnELVDYHRS......TSV... 
crkl cPGDYVLSVSenSRVsHYiINSlpNrRFkIgDQe.FDHLpaLLEFYK.IhyldtTTLIeP 

matk ..KRKHgTksaeeelaragWllnlqhLTLgaqIGeGEFGaVlQGeY..lgqkVAVKNIKc 
abl APKRNKPTVYgVS.PNydkWemertdITMkhkLGgGQYGeVyEGvWkkysltVAVKTLKe 
grb2 ..sRNQ.qIF.Lr..D............................................ 
crkl APRYpsPpMgsVSaPN............................................ 

matk DVt.aQaFLdEtAVMtKMQHeNLVRLLGVilHQg.LYIVmEhVSkGNLVNFLRtrgRalV 
abl DTmevEeFLkEaAVMkEIKHpNLVQLLGVctREppFYIItEfMTyGNLLDYLRecnRqeV 

matk NtaqLLqFSlHVAegMEYLEsKKLVHRDLAARNiLVsEDlVaKVSDFGLAK...aErkgl 
abl NavvLLyMAtQISsaMEYLEkKNFIHRDLAARNcLVgENhLvKVADFGLSRlmtgDtyta 

matk dS.SRLPVKWTAPEALkHgKFTsKSDVWSFGVLLWEVfSYGrAPYPkMsLkEVsEaVEKg 
abl hAgAKFPIKWTAPESLaYnKFSiKSDVWAFGVLLWEIaTYGmSPYPgIdLsQVyElLEKd 

matk YRMEpPEGCPgpVHvLMsSCWEaePArRPpF............................. 
abl YRMErPEGCPekVYeLMrACWQwnPSdRPsFaeihqafetmfqessisdevekelgkqgv 

abl rgavstllqapelptktrtsrraaehrdttdvpemphskgqgesdpldhepavspllprk 

abl ergppegglnederllpkdkktnlfsalikkkkktaptppkrsssfremdgqperrgage 

abl eegrdisngalaftpldtadpakspkpsngagvpngalresggsgfrsphlwkksstlts 

abl srlatgeeegggssskrflrscsascvphgakdtewrsvtlprdlqstgrqfdsstfggh 

abl ksekpalprkragenrsdqvtrgtvtppprlvkkneeaadevfkdimesspgssppnltp 

abl kplrrqvtvapasglphkeeaekgsalgtpaaaepvtptskagsgapggtskgpaeesrv 

abl rrhkhssespgrdkgklsrlkpapppppaasagkaggkpsqspsqeaageavlgaktkat 

abl slvdavnsdaakpsqpgeglkkpvlpatpkpqsakpsgtpispapvpstlpsassalagd 

abl qpsstafiplistrvslrktrqpperiasgaitkgvvldstealclaisrnseqmashsa 

abl vleagknlytfcvsyvdsiqqmrnkfafreainklennlrelqicpatagsgpaatqdfs 

abl kllssvkeisdivqr............................................. 
grb2 ...............IeqvpqQptYVQALFDFdPqeDgE.LgFRRGDFIhVMDNsDpNWW 
crkl ...............LptaedNleYVRTLYDF.PgnDaEdLpFKKGEILvIIEKpEeQWW 

grb2 kgach.GQTGMFPrnYVtpVnRNv.................................... 
crkl sarnkdGRVGMIPvpYVekLvRS.sphgkhgnrnsnsygipepahayaqpqtttplpavs 

crkl gspgaaitplpstqngpvfakaiqkrvpcaydktalalevgdivkvtrmningqwegevn 

matk .......................rklaeklarelrsagapasvsgqdadgstsprsqep 
crkl grkglfpfthvkifdpqnpdene.................................... 
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