A7LA 1 colfcfacs =] =BA
HUOSE_LP1 CoTClAca 2 ABA
R108.LP_1 coTcTacs B ABa
A7 LR 2 AR =] =BA
HMOSE_LP2 AAR A ABA
R10B.LP 2 ARA B ABa
A7 LR 2 AECTClAAR =] B =8 =BA
HMOS6_LP3 AECTCTAAR A 4 vy ABA
R108.LP 3 sEcTCTAAR B B 25 £BA
AT LF 8 AAR AARA]
HMOS6_LPS sEcTCTAAL B B A2 A BB A A ABa
A17 LR 4 cc AAR
HUOSE_LPY CelchaAs B ABTBABTTA ca ABa
A7 LR G CCTCTAAR B ABTE AR TEA CA ABa
0BG _LFE coTcians n ABTE ABTE~ ca 2B A
RI0B.LP 6 coTcTass B ABTE AR TEA ca ABa
A7 LR 7 CCTCTAAR B ABTE AR TEAT ABE ] ATTAB A
HOBE_LP7 coTcians n ABTE AB TEAT ABE[i AT TABA
R10B.LP_7 coTcTass 4 ABTE AR TEAT ABE A ATTABA
A7 LR E CeTCTAAR c ABTE AR TS CAARC ATTA
HWO5E_LFB CCTCTAAA c ABTE AR TEACAABC ATTA
R108.LP_B CoTcTaAs A ABTEABTEAC 2Bl ATTA
A7 LR S CoTClAcA B c cicBas)
HU0SE_LPS CoTClAca 2 C T cBlas
R108.LP_3 ccTcTacs B c CTC Al
A17LR 10 CCTCMACA 2TB A C m
HMOSE_LP10ATEE(C CTCTACA ATEA c A8
R108.LP 10 ATBEICCTCTACA ATBA c 4
A7LR 11 CCTCMACA 2TB A C c
HUOSE_LP1 1A coTcTAca ATEA c c
R10B_LA_11% ceTcTacs cT8Aa c c
AIRLA 12 A AGH i C Brrm
HMOSG_LP 124, ACA ATEA c CRBEA A8 A
R108.LF 122 ACH 7 T8 c c
AITLA 13 ACE N C CTBE A
HMOSE_LP1 ACA ATEA c C TEE
R108_LF_13[n ACs A T8 c 186
140] 0 160
A tpt ccaBasl AR ARCAC CTACTEATET AT A ATTTAAACCTATATTA A7 C CABAARA CCABACAACTAA
HMOSE_LP1 T CABlAAY ATl AABCACCTACTEATET AR A ATTTAAACCTATATTA A7 ¢ cABAAEA cCABACAACTAA
R108.LF 1 CCABlAA) ATIEAABlC AccTACTEATET ABT A ATTTAAACCTATATTA |7 c c ABla B A ccaBlacaacT A
Al7LP 2 CCABAAl CATJEAACAACTACCATC CAACITATAAAA cATCABATTACBABACARAC CABATEAABCCAT CAACCACATC A
HMOSE_LP2 T CABIAAL CATAACAACTACCATCCAACTATARAA CATCABATTACBABACARAC CABATEAABCCATCAACCACATC A
R108.LF 2 CCABlAAl cafjdaaccaciaccaTccraCiaATARA cATcABATTACBABACARAC cABATEAABCCATCAACCACATC B
Al7LP 3 CCABAl AATBAACCHCTACCATCCTACTATAARA CACCTBATTATEARACAAAC CAAATEAABCCATCAACCACACC n
HMOBE_LP3 CC ARl AATIBAACCECTACCATCCTACTATAARA CACCTEATTATEABACARAC CAAATEAABCCATCAACCACACC A
RU0.LA 3 CCARA) AAT@AACCECTACCATCCTACTATAARA CACCTEATTATEABACAAAC CAAATEAABCCATCAACCACAC A
A17LP S CCABAl CATJEAACCACTACCATCCCACTATAAAA ACCTBATTATEABACAAACTA
U058 LP5 CC Al cafldaaccaciaccaTcccaciaTARAA ACCTBATTATEAGACAAACTA
A17LP 4 CCABACICAATTC CCACCACTTACCATAATIEA C A ATATCCACCIATATTA AT CCABAABAABATTE A
HMOSE LPY CCABIACIC AATTC CCACCACTTACCATAATTEA c A ATATCCACCTATATTA AT CCABAABAABATTEA
A17.LF 8 CCABACEAATIC CCACCAGCTTACCATAAT A C A ATATCCACCTATATTA T CCABAABAABAT TBA
HMOS6_LPE CCABACICAATTC CCACCACTTACCATAATTEA c A ATATCCACCTATATTA AT CCABAABAABATTEA
RI0B.LP 6 CCABACIAATTC CCACCACTTACCATAATTEA C A ATATCCACCTATATTA AT CABAABAABATTEA
A17LF 7 CCABACK c CCACCATCTACCATTATA R AABICCARATA cBcciATATTA T CCABAABAABATTAA
HMOS6_LPT CCABlACH c CCACCATCTACCATTATA AAABICCARATA | CBCCTATATTA AT CCABAABAABATTAA
R108.LF 7 CrABlAcl c CCACCATCTACCATTATA % AABICCARATA ABATATCCBCCTATATTA AT ABAABAABATTAA
AIRLAE CCOTEAC[GA CCACCAGCTACCRTTA AR AARCCTATAA ATBBATATCCRTC CAC] mT AR
HMOS6_LPS CCTRlACIcA ccaccaccTAcCETTA ABlsAABCCTATAA ATEBATATCCRTC CAc AT A
R108.L7 8 colcaclca ccaccaccTAcCATTAC ABnAABlCETATAA ATEBATATCCETC cac) AT AR
A7LP g mC@TACATT CBlaATCCATCTBACATTARA ~ABGCCTATAATCCITBCACETC CBCCEccTCTal Mo ACBA ATTCTEATCTEC AT T84
HMOSE_LPD ACETACATT cBlaacCCATCTEACATTARA AABBICCTATAATCCTTBCACETC CBcClocToTAl AnBlAAAA ACBA ATTC CTECATTEA
R108.L7 5 mc@TACATTCBlAACCCATCTBACATTATA nABGlCCTATAATCCTTBcACETCcBlccfocTcral ABAAAATTTCTACEA ATTCTElATCTECAT 184
A17_LP 10 N cl@accCATCTBATATTAT A ~AABICCTAAAARTCTTBCACETCCBCCECCTATATTC AT CCABAABATE A CaBARTATEEATTC CTTCATTRA
HMOSE_LP1 % AT A CT@AccCATCTBATATTATA %A ABICCTARAABTCTTBCACETC CBcCBccTATATTC AT CABAABATE A CABARTATEBATTC CTTCATTEA
R108.LP_10 R AB T A cfflacacATCIBATATTCTA aABlcCTARAABTCTTBcAcETCcBlccBocTcaTtc %7 ccAllanBATE A cABARTATEGAT TC cITcATT8A
AI7LP 41 ATTRIACITATTATATBACC CARC TEALATEAAA CACETCTEBCTEC CTATATA AT CCABAARAARA cBe cBaTTC CTTCATTRA
H0BE L1 1AT TRACIT TATTATATIBAC CCABC TBlARATEAAA cACBTCTECTEcCTATATA T CABAABAAB A cB8lA cBATTC CTTCATTEA
R109.LA_ 171 COTEACI TATTATATIEAC C C AR CTEATATEAAA Cac@Tc@@ccllc cTATATATTATEAT CCABlaABAASA CABlA c@aTTc CTTCATT@A
A17.LP 42 TATCAC[TTA clgacccacBTBccATTATA AAABICRITATEABA CACBTCCBCCACCTACA CTABAABAARA AARATTTA ABTE A
FMOBE_LP12T AT CAC[TT A cf8lacccacBTBccATTATA 2 AB(CEIT TS AB A cac@TccBocaccTaca coABanaBAABA AAAATTTA AB T8 A
RU0B.LA_ 12 TATCAC[ITA cj@lacccacBiBccaTTaTa AAABICETATEABA cac@iccaccaccTaca ceaBasBanBa AARATITA AETEA
A17LP 13 4] CABCCACBTRBCCATTATA AAABCEITARAABA AcBTCcEccBocracaTTA AT CCBEAABAAAATTCRTCRBBAAC ATTCTCTCCATTEARATTTCTTTAA
HIO5E_LP1 ) CABCCACBTBCCATTATA 2 AB(CEIT A8 AAB A nc@TCcBocBociacaTTa 7T cCBBanBAAARTTCBTCEBAAC ATTCTCTCCATTEARA An
R108.LP_13 A caBlccacBTBccATTATA A nBICEITABAABA mcBTccllecBccTacaTra AT ccBElanBanATTCETCEBAAC ATTCTCTe cATTEARATTTCITTAS

Figure S1 Aligned LP DNA sequences from A17, HM056 and R108. Columns that were omitted for the phylogenetic analysis
are highlighted with red headers. Phylogenetic trees were based on the remaining 144 nucleotides.
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