sp|P04591|GAG_HV1H2/284-428 284 D1 RQGP K/EP FRDY VD FYKTLRAEQASQEVKNWMTETLLVQ PDCKTILKALG————PAATLEEMMTACQGVGGPGHKA 360

sp|P07567|GAG_MPMV/446-593 446 GVKQGP DEP FADFVH LITTAGRIFGSAEAGVDYVKQLAYE PACQAAIRPYR————KKTDLTGYIRLCSDIGPSYQQG 522
sp|P03322|GAG_RSVP/394-550 394 D IMQGP S[ESFVDFANRILI KAVEGSDLPPSARAPV I IDCFRQKSQPDIQQLIRTAPSTLTTPGEI IKYVLDRQKTAPLTDQG 474
sp|P17756|GAG_HV2D1/1-142 1 DVKQGPKESFQSYVDRIFYKSLRAEQTDPAVKNWMTQTLLIQ PDCKLVLKGLG————MNPTLEEMLTACQGVGGP SQKA 77
sp|P19027|GAG_FIVSD/279-411 279 QLRQGAK/EDY SSF IDRILFAQ I DQEQNTAEVKLYLKQSLSIA AECKKAMSHLK————PESTLEEKLRACQEIGSPGYKM 355

sp|P69731|GAG_EIAVC/276-417 276 NI RQGAKEPYPEFVDRLLSQIKSEGHPQEISKFLTDTLTIQ EECRNAMRHLR----PEDTLEEKMYACRDIGTTKQKM 352

sp|P33458|GAG_CAEVC/280-414 280 LVK@QKTNEPYEDFAARLLEAIDAEPVTQP IKDYLKLTLSYT ASADCQKQMDRTLGQRVQQASVEEKMQACRDVGSEGFKM 360
sp|P19558|GAG_BIV29/289-435 289 NI HQGPKEPYTDF I NRLVAALEGMAAP ETTKEYLLQHLSIDHA EDCQSILRPLG----PNTPMEKKLEACRVVGSQKSKM 365

sp|P14076|GAG_HTL1C/265-395 265 S| LQGLEEPYHAFVERLNIALDNGLPEGTPKDP I LRSILAYS KECQKLLQARGH---TNSPLGDMLRACQAWTPKDKTK 342

sp|P25058|GAG_BLVAU/243-387 243 T I VQGPAESYVEFVNRLQISLADNLPDGVPKEP I IDSLSYA KECQQ I LQGRGL---VAAPVGQKLQACAHWAPKTKQP 320
sp|P31622|GAG_JSRV/398-551 398 KVRQGPDEPYQDFVARLLDTIGKIMSDEKAGMV LAKQILAFE SACQAALRPYR----KKGDLSDFIRICADIGPSYMQG 474

sp|P11284|GAG_MMTVC/417-569 417 GLKQGNEESYETIFI SRILEEAVYRVMPRGEGSDI LI KQLAWE SLEQDLIRPMR----KTGTMQDY IRACLDASPAVVQG 493

sp|P04591|GAG_HV1H2/284-428 361 RVLAEAMSQVTNSATI----- MMQRGNFRNQRKIVKCFNCG TARNCRAPR-------- KKGCWKCGK EGHQMKDCTE 428

sp|P07567|GAG_MPMV/446-593 523 LAMAAAFSGQTVKDFL---------- NNKNKEKGGCCFKCG KG FAKNCHEHAHNNAEPKVPGLCPRCKRGK ANECKS 593
sp|P03322|GAG_RSVP/394-550 475 - - | AAAMSSAIQPLIMAVVNRERDGQTGSGGRARGLCYTCGSPGHYQAQCPKKRKSG---NSRERCQLCNGMGHNAKQCRK 550
sp|P17756|GAG_HV2D1/1-142 78 RLMAEALKEALTPAP I ----- PFAAAQQ---RRAIRCWNCGKEGHSAKQCRAPR-------- RQGCWKICGKPGHIMANCPE 142
sp|P19027|GAG_FIVSD/279-411 356 QLLAEALTKVQVVQ----------- SKGSGP----VCFNCKKPGHLARQCRDVK=-=--=---=---- KENKICGKPGHLAAKCWQ 411

sp|P69731|GAG_EIAVC/276-417 353 MLLAKALQTGLAGPF------ KGGALKGGP LKAAQTCYNCGKPGHLSSQCRAPK---------- VCFKCKQPGHFSKQCRS 417

sp|P33458|GAG_CAEVC/280-414 361 QLLAQALRP-------------- -~ GKGKGNQP-QRCYNCGKPGHQARQCRQG I ---=---~---- ICHNICGKRGHMQKECRG 414
sp|P19558|GAG_BIV29/289-435 366 QF LVAAMKEMGIQSP IPAHTPEAYASQTSGPEDGRRCYGCCGKTGHLKRNCKQQK----------- CYHCGKPGHQARNCRS 435

sp|P14076|GAG_HTL1C/265-395 343 --VLVVQPKK-P-PPNQP---------------- - - CFRCGKAG SRDCTQPR------ PPPGPCPLCQDPT KRDICPR 395

sp|P25058|GAG_BLVAU/243-387 321 Al LVHTPGPKMPGPR---------- QPAPKRPPPGPCYRCLKEG ARDCPTKTTG----PPPGPCP ICKDPS KRDCPT 387

sp|P31622|GAG_JSRV/398-551 475 | AMAAALQGKSIKEVL--FQQQARNKKGLQKSGNSGCFVCGQPGHRAAVCPQKHQTSV--NTPNLCPRCKKGK ARDCRS 551
sp|P11284|GAG_MMTVC/417-569 494MAYAAAMRGQKYSTFV———KQTYGGGKGGQGSKGPVCFSCG.TG I KRDEKEEKGSKR--APPGLCPRCKKGY KSECKS 569

Supplementary figure 3
Alignment of the C-CA-NC region of Gag from 12 viral species (see methods). Residues conserved in more than 75% of species are coloured

using ClustalX colouring, numbered from the first residue of Gag.



