Figure S1. A. Additional information on the identified B. theta TonB proteins. B and C. Sequence similarity via pairwise sequence alignment of full

TonB protein (B) or C-terminal TonB domain as defined in Table 1 (C). The number of matches of the total alignment length is shown in

parentheses.
A

Protein Locus Tag | # of Predicted TMH | Location of Helices | Notes
Name (residue #s)
TonB1 BT0813 5 4-26, 38-57, 93-

155, 188-207, 274-

296
TonB2 BT1056 1 (low confidence 60-85 e Potential miscalled start due to overlap with BT1055

prediction)
TonB3 BT1668 0 e SPI cleavage site between residues 19 and 20
TonB4 BT2059 1 15-37
TonB5 BT2665 1 38-57
TonB6 BT2762 1 16-38
TonB7 BT3192 0 e Often annotated as TBDT due to PF13715
TonB8 BT3673 0 e At end of RG-Il PUL3 (Ndeh 2017)
e SPI cleavage site between residues 20 and 21

TonB9 BT3896 0 e Potential miscalled start due to overlap with BT3897
TonB10 BT3898 4 5-27, 39-93, 94-

116, 275-297
TonB11 BT4460 1 65-87 e Potential miscalled start due to overlap with BT4461

e Often annotated as TBDT due to PF13715




BT1056 BT1668 BT2059 BT2665 BT2762 BT3192 BT3673 | BT3896 BT3898 BT4460 E. coli

TonB2 TonB3 TonB4 TonB5 TonB6 TonB7 TonB8 TonB9 TonB10 TonB11
BT0813 26.5% 33.3% 26.6% 26.5% 27.0% 27.0% 15.8% 17.1% 46.1% 28.5% 18.1%
TonB1 (131/494) | (166/499) | (131/492) | (132/498) | (126/467) | (126/467) | (93/589) | (96/563) | (289/627) | (160/562) | (91/504)
BT1056 28.2% 41.9% 44.6% 44.3% 38.8% 20.1% 4.07% 20.6% 21.7% 29.7%
TonB2 (113/400) | (125/298) | (137/307) | (132/298) | (119/307) | (86/427) | (134/329) | (133/646) | (107/492) | (89/300)
BT1668 28.7% 26.4% 21.8% 28.7% 14.3% 16.8% 20.1% 19.6% 10.5%
TonB3 (107/373) | (107/406) | (89/409) | (108/376) | (71/495) | (82/489) | (135/671) | (112/572) | (50/474)
BT2059 50.7% 73.1% 41.2% 24.2% 40.9% 18.7% 17.6% 36.8%
TonB4 (144/284) | (166/227) | (117/284) | (93/384) | (122/298) | (122/652) | (87/494) (100/272)
BT2665 51.6% 37.3% 20.0% 25.3% 20.6% 21.7% 34.1%
TonB5 (141/273) | (116/311) | (85/425) | (99/392) | (140/681) | (108/497) | (101/296)
BT2762 30.2% 24.9% 28.4% 19.6% 20.1% 36.8%
TonB6 (97/321) | (94/378) | (101/356) | (124/632) | (94/468) (95/258)
BT3192 19.9% 37.3% 21.6% 25.5% 33.8%
TonB7 (80/402) | (116/311) | (133/616) | (121/474) | (95/281)
BT3673 39.7% 17.7% 9.2% 12.9%
TonB8 (129/325) | (122/689) | (56/609) (54/420)
BT3896 26.7% 27.3% 28.9%
TonB9 (165/618) | (131/479) | (98/339)
BT3898 26.1% 18.4%
TonB10 (182/698) | (114/618)
BT4460 16.5%
TonB11 (85/514)




BT1056 | BT1668 | BT2059 | BT2665 | BT2762 | BT3192 | BT3673 | BT3896 BT3896 BT3898 BT3898 BT4460 | E. coli
TonB2 TonB3 TonB4 TonB5 TonB6 TonB7 TonB8 TonB9 TonB9 TonB10 TonB10 TonB11
TonB_C1 | TonB_C2 | TonB_C1 | TonB_C2

BT0813 73.4% 58.4% 88.5% 75.6% 78.2% 67.9% 76.9% 70.1% 74.4% 74.4% 70.5% 45.5% 49.4%
TonB1 (58/79) | (45/77) | (69/78) | (59/78) | (61/78) | (55/81) | (60/78) | (54/77) (58/78) (58/78) (55/78) (35/77) | (39/79)
BT1056 53.8% 78.5% 74.7% 79.7% 57.8% 72.2% 58.2% 67.1% 68.4% 68.4% 36.7% 40.2%
TonB2 (42/78) | (62/79) | (59/79) | (63/79) | (48/83) | (57/79) | (46/79) (53/79) (54/79) (54/79) (29/79) | (33/82)
BT1668 53.8% 85.9% 87.2% 65.4% 74.4% 67.9% 69.2% 80.8% 78.2% 42.3% 41.2%
TonB3 (42/78) | (67/78) | (68/78) | (53/81) | (58/78) | (53/78) (54/78) (63/78) (61/78) (33/78) | (33/80)
BT2059 85.9% 88.5% 70.4% 79.5% 65.4% 73.1% 76.9% 74.4% 42.3% 45.1%
TonB4 (67/78) | (69/78) | (57/81) | (62/78) | (51/78) (57/78) (60/78) (58/78) (33/78) | (37/82)
BT2665 87.2% 65.4% 74.4% 67.9% 69.2% 80.8% 78.2% 42.3% 41.2%
TonB5 (68/78) | (53/81) | (58/78) | (53/78) (54/78) (63/78) (61/78) (33/78) | (33/80)
BT2762 66.7% 75.6% 67.9% 69.2% 75.6% 78.2% 41.0% 39.5%
TonB6 (54/81) | (59/78) | (53/78) (54/78) (59/78) (61/78) (32/78) | (34/86)
BT3192 61.7% 58.0% 66.7% 61.7% 61.7% 45.7% 46.9%
TonB7 (50/81) | (47/81) (54/81) (50/81) (50/81) (37/81) | (38/81)
BT3673 65.4% 66.7% 70.5% 65.4% 39.7% 40.0%
TonB8 (51/78) (52/78) (55/78) (51/78) (31/78) | (32/80)
BT3896 62.8% 64.1% 60.3% 41.6% 43.8%
TonB9 (49/78) (50/78) (47/78) (32/77) | (35/80)
TonB_C1
BT3896 70.5% 70.5% 46.2% 43.9%
TonB9 (55/78) (55/78) (36/78) | (36/82)
TonB_C2
BT3898 73.1% 41.0% 41.0%
TonB10 (57/78) (32/78) | (34/83)
TonB_C1
BT3898 42.3% 43.8%
TonB10 (33/78) | (35/80)
TonB_C2
BT4460 37.8%
TonB11 (28/74)




Figure S2. Multiple sequence alignment of the eleven identified TonB proteins from B. thetaiotaomicron with E. coli TonB and Pseudomonas aeruginosa

TonB1. Highly conserved residues discussed in the text are highlighted in yellow, deviations from this conservation are highlighted in green.
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Figure S3. Multiple sequence alignment of the TonB-dependent transporters SusC, BT0364, BT1763, BT2264, BT3332, and BT4671 from B. theta,

RagA from Porphyromonas gingivalis, HasR from Serratia marcecens, FecA and FhuE from E. coli, and FoxA and Fpva from Pseudomonas

aeruginosa. The predicted Tonbox for B. theta TBDT are highlighted in yellow, characterized Tonboxes for the additional TBDT are highlighted in

green.
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Figure S4. Average growth curves of wild-type (WT) and TonBox deletion (ATonBox) B. thetaiotaomicron cultured in 2.5 mg ml* maltose (A) and

maltoheptaose (B).
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Figure S5. A-C. Lag times (time for absorbance to reach or surpass 0.3) were measured for four independent experiments and normalized to the
corresponding growth of the wild-type strain for each experiment. Each box shows the 25-75% percentile, the whiskers show minimum to
maximal values, the line in the middle of the box shows the median of the data. Each strain was grown on 5 mg mlglucose (A), 5 mg ml*!
maltose (B), or 2.5 mg ml! potato amylopectin (C) as the sole carbon source. D. Lag times for growth on glucose and potato amylopectin (as also
shown in A and C) are presented to allow for comparison across TonB deletion strains. P-value determined by unpaired T-test. E-F.
Representative average growth curves of wild-type (WT), TonB4 deletion strain, and the TonB4 deletion strain with the TonB4 gene

complemented in another location on the genome cultured on 2.5 mg ml* maltoheptaose (E) or 5 mg ml* maize amylopectin (F).
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