Appendix B

Bactrian_IgM ESSSAPTLFPLASCESPVSDESPVALGCLARDFLPDSITFSWSYPDGIAVSSQSIKTFPSVLREGKYVATSQVLLPSQSVLQGSE--LICKV : 90
Dromedary IgM: sam@sss:s s scrells s« 5 ssmanes » laaQ0s = sGasnnall: ¢ T s e S5 & i 90
Alpaca_IgM o AREa SR S 89
Human_IgM =~shAie. .V.8.NSP..T.S. -L.LK.KNNSD. . aie «G.aAL. «-.KD.. .DEH. - 3 89
Mouse_IgM : ..Q.F.N....V.§......KNL.... . .c+...S.....IN.QONNTE.IQG-....++.RTG.cvvces....SPK......DEY.. ... : 91
Bactrian_IgM QHSKGNLDVRVTPPVVLDLPPNVTLFMPPRDGFSGTSKRTSRLICQATDFSPREISVSWFREGKRLVSGFITEDVEASM--SNPGTFSVNSM : 180
Dromedary_ Ig 223 - . .-8. : 180
Alpaca_IgM .V.LP ..S.. . -H. : 178
Human_IgM +«PN. . KEKN.PL.-.AE...K...ccooeuan N -G.. L. Q:6..-VT .DOQ..... EARKE . G T ... K. T.T & 179
Mouse_IgM : HYGGK.R..H.PI.A.AE.N...N...........PAP.K....§...N.T..P....§L.D..L.E...T.DP.TIENKG.T.Q..K.I.T : 183
Bactrian_IgM : LTITESDWFSQTVYTCQVEHRGMVIEKNVSPQCNPS-PSPGIEAFAIPPSFSDIFLNKSAKLTCLVTGLVTYDSLSISWTRQGEKAVDSQIT : 271
Dromedary_IgM: .R..H8 I : 271
Alpaca_IgM .R..H I : 268
Human_IgM S o N - NGE..K.HTN : 269
Mouse_IgM ..N.A..E..N..BAS.SGEP.E.K.K : 275
Bactrian_IgM DSRILPNGTFSATCVASVCVEDWESGDRFTCTVTHLDLPSPLKRSIFKPTEVHKHMPSVYVLPPAREQLSLRESASITCLVKGFSPPDVEVQ : 363
Dromedary Ig . : 363
Alpaca_IgM . B — s & 359
Human_IgM ED..N . @ 361
Mouse_IgM - . - 2NNRKE. V] -« & 367
Bactrian_ IgM WLKKGEQEPLSPDNYVTSAPVPEPNSPGYYFVHSVLTVSEKDWSAGATYTCVVGHEALPHLVTERTVDKSTGKPTLYNVSLVMSDTASTCY : 454

Dromedary_IgM: . : 426

Alpaca_IgM : 450

Human_IgM . .EEENT.E...H : 449

Mouse_IgM -.EELNS.E.. .} : 456

Fig. S1 Alignment of IgM amino acid sequences from five species. Dots denote identical amino acids, whereas
dashes indicate gaps. Canonical Cys and Trp residues are shaded, and the conserved N-linked glycosylation sites

are shown in red.



