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POWQP1 |A85B_MYCTU MTDVSRKIR-AWGRRLMIGTAAAVVLPGLVGLAGGAATAGAFSRPGLPVEYLQVPSPSMG 59
POC2T2 |A85B_MYCBO MTDVSRKIR-AWGRRLMIGTAAAVVLPGLVGLAGGAATAGAFSRPGLPVEYLQVPSPSMG 59
Q49575 |A85B_MYCIA MTDLSEKVR-AWGRRLVVGAAAAATLPGLIGIAGGAATANAFSRPGLPVEYLQVPSAGMG 59
A1KJU9 |A85B_MYCBP MTDVSRKIR~-AWGRRLMIGTARAVVLPGLVGLAGGAATAGAFSRPGLPVEYLQVPSPSMG 59
P21160|A85B_MYCKA MTDVSGKIR-AWGRRLLVGAAAAAALPGLVGLAGGAATAGAFSRPGLPVEYLQVPSARMG 59
Q06947 |A85B_MYCAV MTDLSEKVR~AWGRRLLVGAAAAVTLPGLIGLAGGAATANAFSRPGLPVEYLQVPSAGMG 59
BIMMV2 |BIMMV2 MYCA9 -MEFLQKMRGATARLAAVAAVAAAILPGLIGVTGGSAIAGAFSRPGLPVEYLQVPSPAMG 59
Ca *3%x * % ot X%, Txkkghpphhgt * FkxkhkhkhxrkhkAkirkr _ x%
POWQP1 |A85B_MYCTU RDIKVQFQSGGNNSPAVYLLDGLRAQDDYNGWDINTPAFEWYYQSGLSIVMPVGGQSSFY 119
POC2T2 |A85B_MYCBO RDIKVQFQSGGNNSPAVYLLDGLRAQDDYNGWDINTPAFEWYYQSGLSIVMPVGGQSSFY 119
Q49575 |A858_MYCIA RDIKVOQFQSGGNGSPAVYLLDGLRAQDDYNGWDINTPAFEWYYQSGLSVIMPVGGQSSFY 119
A1KJU9 |A85B_MYCBP RDIKVQFQSGGNNSPAVYLLDGLRAQDDYNGWDINTPAFEWYYQSGLSIVMPVGGQSSFY 119
P21160|A85B_MYCKA RSIKVQFQSGGDNSPAVYLLDGLRAQDDYNGWDINTPAFEWYYQSGLSVIMPVGGQSSFY 119
Q06947 | ABSB_MYCAV RDIKVQFQSGGNGSPAVYLLDGLRAQDDYNGWDINTPAFEWYYQSGLSVIMPVGGQSSFY 119
BIMMV2 | BIMMV2 MYCA9 RDIVVEFQPGGP--HAVYLLDGQRAREDYNGWDIETTAFEDYYQSGISVVMPVGGQSSNY 117
*, % *pkk =% XhkhkkxxE Khgphhkhkikhhgkt xhkhk kdxkhkhgkpphhirxhkik =
POWQP1|A85B_MYCTU SDWYSPACGKAGCQTYKWETFLTSELPOWLSANRAVKPTGSAAIGLSMAGSSAMILAAYH 179
POC2T2 |A85B_MYCBO SDWYSPACGKAGCQTYKWETFLTSELPQWLSANRAVKPTGSAAIGLSMAGSSAMILAAYH 179
Q49575 |A85B_MYCIA ADWYQPACGKAGCSTYKWETFLTSELPQYLASNKGVKSTGSAAVCGISMSGSSAMILAVNH 179
A1KJU9 |A85B_MYCBP SDWYSPACGKAGCQTYKWETLLTSELPQWLSANRAVKPTGSAAIGLSMAGSSAMILAAYH 179
P21160|A85B_MYCKA SDWYSPACGKAGCTTYRKWETFLTSELPQWLSANRSVEKPTGSAAVGISMAGSSALILSVYH 179
Q06947 | ABSB_MYCAV ADWYQPACGKAGCSTYKWETFLTSELPSYLASNKGVKRTGNAAVGISMSGSSAMILAVNH 179
BIMMV2 | BIMMV2_MYCA9 TDWYNPAKGKDGVWTYKWETFLTTELPQWLGVNKGISPAANAVVGLSMAGPSALTLAIYH 177
ghEx k% 2x & thkkkegrhske® sk, kg o2, p. K. phphegk Ak 3 *
PI9WQP1|A85B_MYCTU PQQFIYAGSLSALLDPSQGMGPSLIGLAMGDAGGYKAADMWGPSSDPAWERNDPTQQOIPK 239
P0OC2T2 |A85B_MYCBO PQOFIYAGSLSALLDPSQGMGPSLIGLAMGDAGGYKAADMWGPSSDPAWERNDPTQQIPK 239
049575 |A85B_MYCIA PNQFVYAGSLSALLDPSQGMGPSLIGLAMGDAGGYKADAMWGPSSDPAWQRNDPSLOQIPA 239
A1KJU9 |A8B5B_MYCBP PQOFIYAGSLSALLDPSQGMGPSLIGLAMGDAGGYKAADMWGPSSDPAWERNDPTQOTIPK 239
P21160|A858_MYCKA PQOFIYAGSLSALMDPSQGMGPSLIGLAMGDAGGYKASDMWGPSSDPAWQRNDPSLHIPE 239
Q06947 |ABSB_MYCAV PDQFIYAGSLSALLDPSQGMGPSLIGLAMGDAGGYKADAMWGPSSDPAWQRNDPSLHIPE 239
BIMMV2 | BIMMV2 MYCA9 PQQFVYAGALSAPLHPSDQK--WQIRVAMSDAGGFNADDMWGPDSDPAWARNDPFLHIDQ 235
*:t"**I"i" !.ti‘ * 't*.."’tz,' **"'tf‘t't LR & x*
POWQP1 |A85B_MYCTU LVANNTRLWVYCGNGTPNELGGAN~ =~~~ IPAEFLENFVRSSNLKFQDAYNAAGGHNAVE 294
POC2T2 |A85B_MYCBO LVANNTRLWVYCGNGTPNELGGAN~ -~~~ TPAEFLENFVRSSNLKFQDAYNAAGGHNAVF 294
Q49575 |A85B_MYCIA LVGNNTRLWVYCGNGTPSELGGAN = =~~~ MPAEFLENFVRSSNLKFQDAYNAAGGHNAVF 294
A1RJU9 |A85B_MYCBP LVANNTRLWVYCGNGTPNELGGAN-—--~~- JPAEFLENFVRSSNLKFQDAYNAAGGHNAVF 294
P21160|A85B MYCKA LVANNTRLWIYCGNGTPSELGGAN————— VPAEFLENFVRSSNLKFQDAYNAAGGHNAVF 294
Q06947 |A85B_MYCAV LVGHNTRLWLYCGNGTPSELGGAN--—-— MPAEFLENFVRSSNLKFQDAYNGAGGHNAVF 294
BIMMV2 | BIMMV2 MYCA9 LIANNTRLWIYCGSGDATDLDKDRNGLEVISGGVIEGQVIDSDKKFAEAYGSAGGANAHF 295

R R L LR T E AL I TS S T a e fWy ML RN R, SRAR NN
PIWQP1|A85B_MYCTU NFPPNGTHSWEYWGAQLNAMKGDLQSSLGAG-~~~~ 325
POC2T2 |A85B_MYCBO NFPPNGTESWEYWGAQLNAMKGDLOSSLGAG~~~~~ 325
Q49575 | AB5B_MYCIA NENANGTHSWEYVWGAQLNAMKPDLQSALGASSGGGG 330
AlKJUY |A85B_MYCBP NFPPNGTHSWEYWGAQLNAMKGDLQSSLGAG——-—- 325
P21160|A85B _MYCKA  NLDANGTHSWEYWGAQLNAMKGDLQASLGAR----- 325

Q06947 | A85B_MYCAV
B1MMV2 | BIMMV2_ MYCA9

NENANGTHSWEYWGAQLNAMKPDLQGTLGASPGGGG 330
EFPKGGIHNWTYWGNQLRAMKADLVGYLTKPGTAAV 331
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Supplementary Figure S1
Alignment of MTB and NTM Ag85 protein sequences.

A Clustal Omega multiple sequence alignment [citation] of Ag85 protein sequences from
various Mycobacterium strains is shown. The MTB strains include POWQP1 (M. tuberculosis),
POC2T2 (M. bovis ATCC), and A1KJU9 (M. bovis BCG). The NTM strains include Q49575
(M. intracellulare), P21160 (M. kansasii), Q06947 (M. avium), and BIMMV?2 (M. abscessus).
The alignment highlights a unique amino acid sequence (TQQIPK) at positions 234-239 (red
underline) present in the MTB strains but absent in the NTM strains.
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Supplementary Figure S2

Prediction of MTB-Ag85 (PDB 1F0N) epitope by BCEP.

A surface-accessible epitope including T?** (green), Q** (red), Q**¢ (purple), P?3® (blue), and
K?¥ (yellow) is depicted. The conserved 12*® was buried within the structure.
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