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Figure S1. S. coelicolor M512 derivatives carrying promoter-probe vectors pGHp and pGJp
are able to convert p-nitrophenyl-B-D-glucuronide to p-nitrophenol in response to the
addition of vancomycin. The two strains were cultivated in TSB medium for 50 h and
samples of the mycelium were collected at this time-point. After that, vancomycin was
added to the broth up to 10 ug/mL and the strains were left for up to 72 h of cultivation.
Glucuronidase activities of cell-free lysates from mycelium obtained before and after van-
comycin induction were compared in a quantitative glucuronidase assay.Quantitative
measurement of GusA activity (U/gram of dry biomass) in S. coelicolor pGHp* and pGJp* was
measured as described in Materials and Methods section.



SMMS + 25 pg/mL X-Gluc,
48 h

Figure S2. Qualitative chromogenic assay showing S. coelicolor pGJp* able to convert 5-
bromo-4-chloro-3-indolyl-B-D-glucuronide (X-Gluc) to 5,5'-dibromo-4,4’-dichloro-indigo
(green colour) in response to GPAs. S. coelicolor M512 derivative carrying promoter-probe
vectors pGJp was grown as a confluent lawn on SMMS agar containing 25 ug/mL X-Gluc.
After 48 h growth, Whatman discs soaked with different concentrations of vancomycin,
teicoplanin, and A40926 were deposited on the surfaces of the solid culture. The green halos
around the Whatman discs indicate of the glucuronidase activity due to the induction of the

vanJp. Only 250 ng of vancomycin were able to induce the chromogenic conversion of X-
Gluc.
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$C03589 GGCTGGT TCCTCGCUBGACGCATGCTCGCCCCCCTGGACCGCATCACCGAGGCCACCCGCACGGCGGCGACCGGATCCCTCTCCCACCGCATCCGGCTGCCGGGCCGCAGGGACGAGTAC 360
$C03589° GGCTGGTTCCTCGCCEGACGCATGCTCGCCCCCCTGGACCGCATCACCGAGGCCACCCGCACGGCGGCGACCGGATCCCTCTCCCACCGCATCCGGCTGCCGGGCCGCAGGGACGAGTAC 189
SC035897" == ===mmmmm o BTGRGACGCATGCTCGCCCCCCTGGACCGCATCACCGAGGCCACCCGCACGECGGCGACCGGATCCCTCTCCCACCGCATCCGGCTGCCGGGCCGCAGGGACGAGTAC 108

GTCGGATGCTCGCTCCTCTGACCCGCATCACAGAGGCCACCCGCATGGCCGCGAACGGTTCGCTCTCGCACCGCATCGAGTTGGATGGCCGCAAGGATGAGTTC 357
GTCGGATGCTCGCTCCTCTGACCCGCATCACAGAGGCCACCCGCATGGCCGCGAACGGTTCGCTCTCGCACCGCATCGAGTTGGATGGCCGCAAGGATGAGTTC 180

fei3" = mmmmm BTGRGTCGGATGCTCGCTCCTCTGACCCGCATCACAGAGGCCACCCGCATGGCCGCGAACGGTTCGCTCTCGCACCGCATCGAGT TGGATGGCCGCAAGGATGAGTTC 108
sk kokokdoRdkRk ok kR okskolocksoiolok koksolokkkololoRRokoR ok kool dokk Rk kRRdoRE RkolokkkRRk ok Rk sckkkRokk kkok dokkk %

5003589 CGAGAACTCGCCGATGCCTTCGACGAGATGCTCGCCCGCCTCGAAGCCCACGTGGCCGAACAGCGGCGCTTCGCGGCCAACGCCTCGCACGAGCTGCGCACCCCGCTGGCCGTCTCGAAG 489
5C03589° CGAGAACTCGCCGATGCCTTCGACGAGATGCTCGCCCGCCTCGAAGCCCACGTGGCCGAACAGCGGCGCTTCGCGGCCAACGCCTCGCACGAGC TGCGCACCCCGCTGGCCGTCTCGAAG 309
5C03589" CGAGAACTCGCCGATGCCTTCGACGAGATGCTCGCCCGCCTCGAAGCCCACGTGGCCGAACAGCGGCGC TTCGCGGCCAACGCCTCGCACGAGCTGCGCACCCCGCTGGCCGTCTCGAAG 228

#0i3 CGCGAGCTCGCCGACGCCTTCGACATCATGC TGACGCGACTCGAAGCACACATCGCCGAGCACCAGAGATTCGCAGCCAACGCCTCTCACGAGC TGCGTACGCCGCTGGCGATCACGAAA 477
tei3 CGCGAGCTCGCCGACGCCTTCGACATCATGCTGACGCGACTCGAAGCACACATCGCCGAGCACCAGAGATTCGCAGCCAACGCCTCTCACGAGC TGCGTACGCCGCTGGCGATCACGAAA 300
tei3* CGCGAGCTCGCCGACGCCTTCGACATCATGC TGACGCGACTCGAAGCACACAT CGCCGAGCACCAGAGATTCGCAGCCAACGCCTCTCACGAGCTGCGTACGCCGCTGGCGATCACGAAA 228

kk kk kokkdkokdokk dokdkkokokkkd FkkEkk Kk k¥ kkkkkkEE KRk ok kkkkEk k¥ Kk * & kkkkEk kkkkkEEkkkF fkkkkckkkkkk k¥ kkkkErEkk ¥k kkk¥

SC03589 GCCATCCTCGACGTGGCCCGCACCGACCCGCACCAGGACCCCGGCGAGATCATCGACCGCCTCCACGCCGTGAACACCAGGGCGATCGACCTCACCGAGGCCCTGCTCCTGCTCAGCCGL 600
$C03589' GCCATCCTCGACGTGGCCCGCACCGACCCGCACCAGGACCCCGGCGAGATCATCGACCGCCTCCACGCCGTGAACACCAGGGCGATCGACCTCACCGAGGCCCTGCTCCTGCTCAGCCGL 429
SCO3589" GCCATCCTCGACGTGGCCCGCACCGACCCGCACCAGGACCCCGGCGAGATCATCGACCGCCTCCACGCCGTGAACACCAGGGCGATCGACCTCACCGAGGCCCTGCTCCTGCTCAGCCGL 348

tei3 ACGCTTCTCGACGTCGCCCGCACCGACCCGGCACGAAGCACCCACGAGCTCATCGGTCGCCTTCACACCGTCAACACCCGGGCAATCGACCTCACCGAGGCACTGCTTCTGCTGAGCCGC 597
tet3" ACGCTTCTCGACGTCGCCCGCACCGACCCGGCACGAAGCACCCACGAGCTCATCGGTCGCCTTCACACCGTCAACACCCGGGCAATCGACCTCACCGAGGCACTGCTTCTGCTGAGCCGL 420
tei3’ ACGCTTCTCGACGTCGCCCGCACCGACCCGECACGAAGCACCCACGAGCTCATCGGTCGCCTTCACACCGTCAACACCCGGGCAATCGACCTCACCGAGGCACTGCTTCTGCTGAGCCGL 348

* ok kkdkdokkkdk kokdkkokokkkkkkkk Rk * F ok ckkkd kdokdkd kR CEER slokskk skoksoiolok kololok sololokoksolooksoiokokoR ok kokokolo skoksoloR sokokook

$C03589 GCCGGCCAGCGCTCCTTCACCCGGGAACAGGTCGACATGTCCCTCCTCGCGGAGGAAGCCACCGAGACCCTGCTCCCCTTCGCGGAGAAGCACGGTGTCACCCTCGAGACCAGGGGCCAC 720
$C03589° GCCGGCCAGCGCTCCTTCACCCGGGAACAGGTCGACATGTCCCTCCTCGCGGAGGAAGCCACCGAGACCCTGCTCCCCTTCGCGGAGAAGCACGGTGTCACCCTCGAGACCAGGGGCCAC 549
SC(3589"* GCCGGCCAGCGCTCCTTCACCCGGGAACAGGTCGACATGTCCCTCCTCGCGGAGGAAGCCACCGAGACCCTGCTCCCCTTCGCGGAGAAGCACGGTGTCACCCTCGAGACCAGGGGCCAC 468

Iei3 GCCGACCGGCGATCGTTCAAGCGCGAGTATGTCGACCTGTCGCTGAACGTCGAAGAAGCCATCGAGACGCTCCTACCGC TGGCGGAGAAGCACGGCGTCACCATCGAAGCCTCCGGCGAC 717
{213’ GCCGACCGGCGATCGTTCAAGCGCGAGTATGTCGACCTGTCGCTGAACGTCGAAGAAGCCATCGAGACGCTCCTACCGCTGGCGGAGAAGCACGGCGTCACCATCGAAGCCTCCGGCGAC 540
tei3"" GCCGACCGGCGATCGTTCAAGCGCGAGTATGTCGACCTGTCGCTGAACGTCGAAGAAGCCATCGAGACGCTCCTACCGC TGGCGGAGAAGCACGGCGTCACCATCGAAGCCTCCGGCGAC 468

kokokk kk kkok kk kokkk  kok kk ok kkkkkk kakokk ok dk okk kokkckkoksk kokRkokk kR kR R R RERRRRRERRROREE kkkERE kkkE k¥ *kk kR

503589 GTAACCCTCGCCCTCGGATCACCGGCCCTCCTCCTCCAACTGACCACGAACCTCGTCCACAACGCGATCGTCCACAACCTCCCCGGCCGGGGCAGAGT CTGGATCCACACCGCCGCCGGL 840
$C03589° GTAACCCTCGCCCTCGGATCACCGGCCCTCCTCCTCCAACTGACCACGAACCTCGTCCACAACGCGATCGTCCACAACCTCCCCGGCCGGGGCAGAGTCTGGATCCACACCGLLGLCGGL 669
5C03589” GTAACCCTCGCCCTCGGATCACCGGCCCTCCTCCTCCAACTGACCACGAACCTCGTCCACAACGCGATCGTCCACAACCTCCCCGGCCGGGGCAGAGT CTGGATCCACACCGCLGCCGGL 588

1ei3 ATCACCCCGACCGTCGGCTCACGTGCCCTGCTGTTACAAATGACGATCAACCTCTTGCACAACGCGATCGTGCATAACGTGGCGGAAGAGCGCATCGTGTGGGTCACGACCAGCGTCCAT 837
tei3* ATCACCCCGACCGTCGGCTCACGTGCCCTGCTGTTACAAATGACGATCAACCTCTTGCACAACGCGATCGTGCATAACGTGGCGGAAGAGCGCATCGTGTGGGTCACGACCAGCGTCCAT 660
tei3’* ATCACCCCGACCGTCGGCTCACGTGCCCTGCTGT TACAAATGACGATCAACCTCTTGCACAACGCGATCGTGCATAACGTGGCGGAAGAGCGCATCGTGTGGGTCACGACCAGCGTCCAT 588

& mEER EE T T HEEEE KR & kEE wkckE R dkkokEk Kk ckksoRRRkRkRokRkkk k¥ Kkk K * ¥ * kokk EE RS 2 kK EE S

5003589 CCCCGCACCACGCGGCTCGTCGTCGAGAACACCGGCGACCTGATCAGCCCCCACCAGGCC TCGACCCTCACCGAACCCTTCCAGCGTGGCACCGAACGCATACACACCGACCACCCCGGE 960
$C03589" CCCCGCACCACGCGGCTCGTCGTCGAGAACACCGGCGACCTGATCAGCCCCCACCAGGCC TCGACCCTCACCGAACCCTTCCAGCGTGGCACCGAACGCATACACACCGACCACCCCGGE 789
$C03589"° CCCCGCACCACGCGGCTCGTCGTCGAGAACACCGGCGACCTGATCAGCCCCCACCAGGCCTCGACCCTCACCGAACCCTTCCAGCGTGGCACCGAACGCATACACACCGACCACCCCGGT 708

t0i3 CCCAAGAGTGTGACCCTCACCGTGGAAAACACCGGCGAGCAGCTCTCCGCACAGCTGGETCTCGACACT CACCGAACCGTTCCAGCGCGGCACCGAGCGCATACACCACGATCATGCAGGT 957
tei3* CCCAAGAGTGTGACCCTCACCGTGGAAAACACCGGCGAGCAGCTCTCCGCACAGCTGGTC TCGACACTCACCGAACCGTTCCAGCGCGGCACCGAGCGCATACACCACGATCATGCAGGT 780
tei3*" CCCAAGAGTGTGACCCTCACCGTGGAAAACACCGGCGAGCAGC TCTCCGCACAGCTGGTCTCGACACTCACCGAACCGTTCCAGCGCGGCACCGAGCGCATACACCACGATCATGCAGGT 708

ok * * EELS kkk kk kkkkkkkkkokk ¥ % k¥ ¥ k% %k Kk ckk kkkokokk kkckkkokockdkkkok kkkokkkkk kkkkkkkk kokkkkkkkk L * ¥k

SC03589 GTCGGCCTGGGCCTGGCCATCGTCAACACCATCACCCAGGCCCATGACGGCACCCTCACCCTCACCCCACGCCACAGCGGGGGCCTCCGCGTCACGGTGGAGCTGCCCGCGGCCGCTCCG 1088
$C013589° GTCGGCCTGGGCCTGGCCATCGTCAACACCATCACCCAGGCCCATGACGGCACCCTCACCCTCACCCCACGCCACAGCGGGGGCCTCCGCGTCACGGTGGAGCTGCCCGCGGCCGCTCCG 909
SC03589" GTCGGCCTGGGCCTGGCCATCGTCAACACCATCACCCAGGCCCATGACGGCACCCTCACCCTCACCCCACGCCACAGCGGGGGCCTCCGCGTCACGGTGGAGCTGCCCGCGGCCGCTCCG 828

tei3 GTCGGCCTCGGCCTGGCGATCGTCAAGAGCATCGCCCACGCGCACGACGGAACACTCACCACCGCCCCGCGCGC TGGAGGLGGCCTGCACGTCACGGTGCAGCTGCCAGCCGCGACAACG 1077
{i3' GTCGGCCTCGGCCTGGCGATCGTCAAGAGCATCGCCCACGCGCACGACGGAACACTCACCACCGCCCCGLGCGCTGGAGGCGGCCTGCACGTCACGGTGCAGCTGCCAGCCGCGACAACG 900
tei3 GTCGGCCTCGGCCTGGCGATCGTCAAGAGCATCGCCCACGCGCACGACGGAACACTCACCACCGLCCCCGLGCGCTGGAGGCGGCCTGCACGTCACGGTGCAGCTGCCAGCCGCGACAACG 828

dkckdkokokokok kokckdkokdkokok chkkokdkdkkk ko kkokk kol ko Rk kokkkk Rk kkokkkk * kkkk kkk * ke ckkckdkdk ok ckkdkokdkckkokkk kokokdkkkk kk kk * ok

5C03589 CACACCGGCAGGTGA 1095
5C03589° CACACCGGCAGGTGA 924
SC03589° CACACCGGCAGGTGA 843
10i3 CCTCCGAGAAACTGA 1892
{ei3’ CCTCCGAGAAACTGA 915

tei3’ CCTCCGAGAAACTGA 843
* ok ko kR

Figure S3. Clustal Omega multiple sequence alignment of the truncated versions of tei3 and
SC0O3589 used in this study; start and stop codons are highlighted in red, transmembrane
helices (TMH1 and TMH?2) as well as extracytoplasmic sensory loop (ESL) are shown.



‘TNIH | 3
tei3 BTGGACCGAGCCCCCGGCTTGAGCGTGCGCCTCAAACT CACGTTGAGTACGCCGGCTTCCTCATGCTCGCCGGCGCCTCGTTGCTCGCCACCGTGTGGGTGTACCTCCTGCGCGGCCTA 128
5C0358% BTGGATAGGCGCCCCGGTCTGAGCGTCCGCCTCAAGCTCACCCTCAGOTACGCGGGATTCCTGACACTCGCGGGCGTCCTGCTGCTCGTGGCCGTGGGAGTGTTCCTCCTGRACCAGGGE 120

12i3-5C03589 BTGGACCGAGCCCCCGGCTTGAGCGTGCGCCTCAAACTCACGTTGAGH ACGCCGGCTTCCTCATGCTCGCCGGCGCCTCGTTGCTCGCCACCGTGTGGGTGTACCTCCTG GCGGCCTA 120
EkEk kA k kokokka ok kokkkokk R kookkkkkok kokkokk ok kR

t¢i3 CCGGACACCGUGATGAGCAG. - TCGTGGTCTCGTGLCCATCAAGACCATCGTCT TGCACGCCTTCGLCCCHRCGACGOLCGGAGTCLTGLTGTTCCTACTGRTGTTCABCCTGLTCOE. 237
5C03589 TGGTTGCTCACCAACGAACGGGGEGCGGTGAGAGCGACTCCGGGCACAGTCTTCCTTCGCAGT TTCGCCCCACGGCAGCCTGGGTCATGECGTTCCTCCTGGTGTTCGGCCTCGTGEGE 240

1ei3-$C03589 CCGGACACCGCGATGAGCAG- - -TCGTGGTCTCGTGCCCATCAAGACCATCGTCTTGCACGCCTTCGCCCCHECGACGGCCGGAGTCCTGCTGTTCCTACTGGTGTTCGGCCTGCTCGGC 237
% g% i s £ % % s%  kw o ww o w ¥ % deokokorokoiok | gk ok sokok sk kol ok dokokokokok dkkokokokokok ok kkokokok ok dokok

i3 GGGTGGCTTCTGGCGGTCGGATGCTCGCTCCTCTGACCCGCATCACAGAGGCCACCCGCATGGCCGCGAACGGTTCGCTCTCGCACCGCATCGAGTTGGATGGCCGCAAGGATGAGTTC 357
5C03589 GGCTGGTTCCTCGCGGACECATGCTCGCCCCCCTGGACCGCATCACCGAGGCCACCCGCACGGCGGCGACCGGATCCCTCTCCCACCGCATCCGGCTGCCGGGCCGCAGGGACGAGTAC 368
Lei3-5C03589 GGGTGGCTTCTGGC GTCECATGCTCGCCCCCCTGGACCGCATCACCGAGGCCACCCGCACGGCGGCGACCGGATCCCTCTCCCACCGCATCCGGCTGCCGGGCCGCAGGGACGAGTAC 357

ok ke Rk ok Kok Rk ok RsoRsRORRORK kKRR KRR R KRR BRE R RROREE ORRRRRRRE X kX dokckkdckR koRk kokkk X

{13 CGCGAGCTCGCCGACGCCTTCGACATCATGCTGACGCGACTCGAAGCACACATCGCCGAGCACCAGAGATTCGCAGCCAACGCCTCTCACGAGCTGCGTACGCCGCTGGCGATCACGAAA 477
SC03589 CGAGAACTCGCCGATGCCTTCGACGAGATGCTCGCCCGCCTCGAAGCCCACGTGGCCGAACAGCGGCGCTTCGLGGCCAACGCCTCGCACGAGCTGCGCACCCCGCTGGCCGTCTCGAAG 488

1i3-5C033589 CGAGAACTCGCCGATGCCTTCGACGAGATGCTCGCCCGCCTCGAAGCCCACGTGGCCGAACAGCGGCGCTTCGCGGCCAACGCCTCGCACGAGCTGCGCACCCCGCTGGCCGTCTCGAAG 477
dk Rk RRRRRRR R RROR R HRRRE ok kR RRRRRRRR Rk R kiR BR Ok kK RRkkk RkkkRRREkRR RRkEkEkkEaE kk kRREREEE Kk kEkH

tei3 ACGCTTCTCGACGTCGCCCGCACCGACCCGGCACGAAGCACCCACGAGCTCATCGGTCGCCTTCACACCGTCAACACCCGGGCAATCGACCTCACCGAGGCACTGCTTCTGCTGAGCCGE 597
5C03589 GCCATCCTCGACGTGGCCCGCACCGACCCGCACCAGGACCCCGGCGAGATCATCGACCGCCTCCACGCCGTGAACACCAGGECGATCGACCTCACCGAGGCCCTGCTCCTGCTCAGCCGC 608
1ei3-5CO3589 GCCATCCTCGACGTGGCCCGCACCGACCCGCACCAGGACCCCGGCGAGATCATCGACCGCCTCCACGCCGTGAACACCAGGGCGATCGACCTCACCGAGGCCCTGCTCCTGCTCAGCCGE 597

Kk k RkkkRKRR REERKERER kKK * K okE kkkE ckdkkkkok kR KRR ROKRR RERRRR RRKE RRORORRRRRRRRRRERRR RRREE RRKEKE  RRKEAK

13 GCCGACCGGCGATCGTTCAAGCGCGAGTATGTCGACCTGTCGCTGAACGTCGAAGAAGCCATCGAGACGCTCCTACCGCTGGCGGAGAAGCACGGCGTCACCATCGAAGCCTCCGGCGAC 717
5C03589 GCCGGCCAGCGCTCCTTCACCCGGGAACAGGTCGACATGTCCCTCCTCGCGGAGGAAGCCACCGAGACCCTGCTCCCCTTCGCGGAGAAGCACGGTGTCACCCTCGAGACCAGGGGCCAC 728
1ei3-5C03589 GCCGGCCAGCGCTCCTTCACCCGGGAACAGGTCGACATGTCCCTCCTCGCGGAGGAAGCCACCGAGACCCTGCTCCCCTTCGCGGAGAAGCACGGTGTCACCCTCGAGACCAGGGGLCCAC 717

Fkkk Rk kkE Rk kkER Rk k¥ ¥ kREEEE KEkE Kk ko ko ckskkkokkck kokdkckkk kk kk kb ok ckokkolkokkokdkokskokkok skokkkkdk kokkk Ak kokk kK

|
i3 ATCACCCCGACCGTCGGCTCACGTGLCCTGCTGT TACAAATGACGAT CAACCTCTTGCACAACGCGATCGTGCATAACGT GGLGGAAGAGLGCATCGTGTGGGT CACGACCAGCGTCCAT | 837
SC03589 GTAACCCTCGCCCTQRGATCACCGGCCCTCC TCCTCCAACTGACCACGAACCTCETCCACAACGCGATCGTCCACAACCTCCCCGGCCGGEGCAGAGTCTGGATCCACACCECCGLCGEE | 840

1ei3-SC03589 GTAACCCTCGCCCT GATCACCGGCCCTCCTCCTCCAACTGACCACGAACCTCGTCCACAACGCGATCGTCCACAACCTCCCCGGCCGGGGCAGAGTCTGGATCCACACCGCCGCCGGC 837
H KRR . .

i3 CCCAAGAGTGTGACCCTCACCGTGGAAAACACCGGCGAGCAGCTCTCCGCACAGCTGGTC%CGACACTCACCGAACCGTTCCAGCGCGGCACCGAGCGCATACACCACGATCATGCAGGT 957
SCD338¢ [CCCCGEACCACGLGGCTCATCGTCGAGAACACCEGCGACCTGATCAGCCCCCACCAGGCC TCGACCC TCACCGAACCCTTCCAGCGTGGCACCGAACGCATACACACCGACCACCCCGEE | 960

1e13-5C03589 CCCCGCACCACGCGGCTCGTCGTCGAGAACACCGGCGACCTGATCAGCCCCCACCAGGCCTCGACCCTCACCGAACCCTTCCAGCGTGGCACCGAACGCATACACACCGACCACCCCGGC 957
Ak kkdk kkkkkkkkokddk kkkkhkkckk kkkkkkkk kkkdkdkkkkdk  kkdk 4%k Kk

i3 |GTCGGCCTCGGCCTGGCGATCGTCAAGAGCATCGCCCACGLGCACGACGGAACACTCACCACCGLCCCGLGLGCTGGAGGCGGCCTGCACGTCACGGTGCAGCTGCCAGCCGCGACAACG 1077
5C03589 [GTCGGCCTGGGCCTGGCCATCGTCAACACCATCACCCAGGCCCATGACGGCACCCTCACCCTCACCCCACGCCACAGCGGGGGCCTCCGCGTCACGGTGGAGCTGCCOGCGGCCGCTCCG 1080
tei3-5C03589 [GTCGGCCTGGGCCTGGCCATCGTCAACACCATCACCCAGGCCCATGACGGCACCCTCACCCTCACCCCACGCCACAGCGGEGELCTCCGCGTCACGGTGGAGCTGCCURCGGCCGLTCCG 1877

ke ok ok ook deckokokokokkok  dokkokokckkok ok kR dokook ok ok ekckkok kok ckokkkdkk % ksk ok d gk ekdelok e ekl dokdokckdks Pk kR k%
tei3 CCTCCGAGAAACTGA 1692
5C03589 CACACCGGCAGGTGA 1895
i3-SC(3585 CACACCGGCAGGTGA 1092
* *E K *ok

Figure S4. Clustal Omega multiple sequence alignment of the tei3, SCO3589 and their
hybrid. Start and stop codons are highlighted in red; Pael recognition site is highlighted in
blue; transmembrane helices (TMH1 and TMH2) as well as extracytoplasmic sensory loop
(ESL) and ATPase domain (ATPaseD) are shown.



A40926 By Teicoplanin A,
Figure S5. Chemical structures of A40926 Bo and teicoplanin Az (main congeners produced
in the corresponding natural complexes). The main differences in the structure of these two
GPAs lie in chlorination pattern (highlighted in green), methylation (pink), carboxylation of
AA4 N-acylglucosamine (yellow), and the presence of GIcNAc moiety at AA6 (blue).



