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StdDev

of ANI?

D16-049392 (ST7)

Current study: all 99.90 0.0645 99.6371 100
ST6 99.76 0.0801 99.6371 99.8514
ST7 99.91 0.0543 99.7245 100
NCBI: all selected 99.90 0.1071 99.5941 99.9749
ST6 99.84 NA 99.8407 99.8407
ST7 99.94 00196 999115 99.9749
ST12 9959 NA 99.5941 99.5941
D16-047428 (ST6)

Current study: all 9980 00537 99,6307 100
ST6 99.90 0.0651 99.8073 100
ST7 99.79 0.0465 99.6307 99.8576
NCBI: all slected 981 00923 995737 999745
ST6 99.97 NA 99.9745 99.9745
ST7 99.82 0.0164 99.7864 99.8412
ST12 99.57 NA 99.5737 99.5737
KM22 (ST7)

Current study: all 99.90 0.0578 99.6923 99.9692
ST6 979 00577 996923 998506
ST7 99.90 0.0515 99.7199 99.9692

NCBI: all selected

ST6 99.84 NA 99.8448  99.8448
sT7 99.94 0.0284 99.8944 100
sT12 99.59 NA 995875 995875
RB50 (ST12)

Current study: all 99.52 00538 993284 99.6017
ST6 99.53 00541 994612 99.5937
sT7 99.52 00539 993284 99.6017
NCBI: all selected 99.60 01376 99.4913 100
ST6 99.58 NA 99.578 99.578
sT7 99.55 00329 99.4913 99.588
ST12 100 NA 100 100

‘Mean ANI values, standard deviation, minimum ANI values, and maximum ANI values of
pairwise ANI comparisons of closed assemblies of isolates D16-049392 (ST7), D16-047428
(ST6), KM22 ($T7),and RBSO (ST12) to all assemblies from the current study (n=137), 5T6
assemblies from the current study (1=7), ST7 assemblies from the current study (#=130),
all selected NCBI assemblies (1= 11), ST6 NCBI swine assembly (n=1), ST7 NCBI swine
assemblies (1=9), and RB50 (ST12) NCBI assembly (n=1).






OPS/images/fmicb-15-1501373/fmicb-15-1501373-t002.jpg
Antil

iotic class
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f-lactam/Cephalosporin

Tetracycline

Macrolide/Lincosamide/

Streptogramin (MLSb)

Aminoglycoside

Phenicol

Fluroquinolone

Sulfonamide

Pleuromutilin

Antibiotic
Ampicillin
Penicillin
Cefiofur
Tetracycline
Clindamycin
Gamithromycin
Tilmicosin
Tildipirosin
Tulathromycin
Tylosin
Gentamicin
Neomycin
Spectinomycin
Florfenicol
Danofloxacin
Enrofloxacin
Sulfadimethoxine
“Trimethoprim/Sulfamethoxazole

Tiamulin

mber (%
137 (100%)
137 (100%)
137 (100%)
0(0%)
137 (100%)
0(0%)
3(2%)
00%)
0(0%)
0(0%)
0.0%)
0(0%)
0(0%)
1(<1%)
9(7%)
1(<1%)
137 (100%)
5(4%)

135 (99%)

* Number of isolates resistant to indicated antibiotic (percentage of isolates tested).
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Characteristic tal (n =446) BSIgroup (n=85) Non-BSI|group (nh=361) p Value

Age (years) 32.0 (29.0-34.0) 32.0 (29.0-35.0) 32,0 (29.0-34.0) 0.769
Pregestational BMI (Kg/m?) 22.73 (2045-26.04) 23.44 (21.33-26.35) 22.55 (20.31-25.96) 0.070
Pregestational medical 218 (48.9) 41 (48.2) 177 (49.0) 0.895
conditions * (diabetes and
hypertension excluded)
Diabetes mellitus 128 (28.7) 22(25.9) 106 (29.4) 0.523
Hypertension 75 (16.8) 12 (14.1) 63(17.5) 0.460
Nulliparous 374 (83.9) 75(88.2) 299 (82.8) 0223
Multiple gestations 23(5.2) 5(5.9) 18(5.0) 0.949
Gestation age at delivery (weeks) 39.14 (37.71-40.14) 39.14 (37.43-40.14) 39.14 (37.71-40.14) 0.864
Preterm birth 79 (17.7) 14 (16.5) 65 (18.0) 0739
Mode of membranes rupture <0.001

Spontaneous 143 (32.1) 40 (47.1) 103 (28.5)

Artificial 303 (67.9) 45 (52.9) 258 (71.5)
PROM 101 (22.6) 32 (37.6) 69 (19.1) <0.001
Duration of ruptured membrane (hours) 13.5(4.0-31.8) 24.0(10.0-48.0) 10.0 (3.0-27.0) 0.003
PROM >24 h before labor 57 (12.8) 19 (22.4) 38(10.5) 0.003
ART 51(11.4) 10 (11.8) 41(11.4) 0915
GBS positive 22(17.1) 2(6.9) 20(20.0) 0.170
Cervical ligation 9(2.0) 3(3.5) 6(1.7) 0.501
Placenta previa 18 (4.0) 4(47) 14(3.9) 0.966
Vaginal examinations >5 times 207 (46.4) 50 (58.8) 157 (43.5) 0.011
Mode of delivery

Spontaneous vaginal 41(9.2) 4(4.7) 37(10.2) 0.112

Assisted vaginal 7(1.6) 1(1.2) 6(1.7) >0.99

Cesarean during labor 132 (29.6) 33(38.8) 99 (27.4) 0.038

Elective cesarean 266 (59.6) 47 (55.3) 219 (60.7) 0.364
Neonate birth weight (g) 3,260 (2,825-3,630) 3,310 (2,900-3,765) 3,255.0 (2,825.0-3,627.5) 0.351
Retained products of 19 (4.3) 4(47) 15 (4.2) >0.99
conception
Episiotomy or laceration 48 (10.8) 5(5.9) 43(11.9) 0.107
Postpartum hemorrhage 15 (3.4) 3(3.5) 12(3.3) >0.99
Epidural analgesia 137 (30.7) 32 (37.6) 105 (29.1) 0.124
Indwelling bladder catheterization 412 (92.4) 82 (96.5) 330 (91.4) 0.114

Data are presented as median (interquartile range) or n (%). *Pregestational medical conditions: cardiac disease, liver disease, renal disease, endocrine disorders, mental health
disorder/psychiatric disease, hematological conditions, autoimmune conditions, and cancer. ®317 patients were missing for GBS status. BSI, bloodstream infection; BMI, body mass index;
ART, artificial reproductive technique; GBS, Group B Streptococeus.
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Outcomes tal (n =446) BSIgroup (n=85) Non-BSIgroup (nh=361) p Value

Maternal outcomes
ICU admission 16 (3.6) 6(7.1) 10 (2.8) 0.112
ICU length of stay (days) 3.5(3.0-4.8) 3.5(3.0-4.8) 3.5(2.0-5.0) 0738
Sepsis 11(2.5) 11 (12.9) 0 <0.001

Neonatal outcomes *
Gestation age at delivery (weeks) 39.3 (37.2-40.1) 38.7 (36.0-40.0) 39.4 (37.4-40.3) 0.045
Preterm birth 37 (20.9) 12 (27.9) 25(18.7) 0.194
Apgar score of <7 at 1 min 11(6.2) 6(14.0) 5(37) 0.040
Apgar score of <7 at 5 min 3(1.7) 2(4.7) 1(0.7) 0.147
Umbilical cord pH < 7.0 2(2.5) 1(4.8) 1(1.7) 0459
NICU admission 80 (45.2) 21 (48.8) 59 (44.0) 0.582
NICU length of stay (days) 10.0 (6.0-14.0) 11.0 (7.0-22.5) 8.0 (6.0-13.0) 0.121
Neonatal bacteremia/sepsis 51(28.8) 12 (27.9) 39(29.1) 0.880
Bloobd culture samples obtained at less than 7 days of 48 (94.1) 12 (100) 36(92.3) >0.99
age

* Neonatal outcomes were presented for the 43 neonates born to mothers with BSI before delivery or within the first 24 h postpartum and 134 born to mothers with negative blood cultures
with initial fever in the same period. ® Fifty one nconates received blood cultures, of which 12 from maternal BSI group and 39 from maternal non-BSI group. ICU, intensive care unit; NICU,
neonatal intensive care unit.
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aracte ad ed Ad ed OR
OR (9 959
PROM 2.540 (1.490-4.328) 2.234(1.214-4.110)
fever of >38.9°C (102°F) 9.089 9.452 (4.702-18.999)
(4.624-17.865)
Fever within 24 h after 2.052 (1.227-3.429) 2.347 (1.302-4.232)
delivery

*Adjusted for parity, pre-gestational BMI, pre-gestational medical conditions (diabetes
mellitus and hypertension excluded), gestational age at delivery, and antibiotic prophylaxis.
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Characteristic Total (n = 446) BSl group (n =85) Non-BSI group (n

Temperature (°C) 38.8 (38.5-39.2) 39.4 (39.0-39.8) 38.7 (38.5-39.0) <0.001
Duration of fever (days) 1.0 (1.0-2.0) 2.0 (1.0-3.0) 1.0 (1.0-2.0) <0.001
Timing of fever
Antepartum 16 (3.6) 2(23) 14 (3.9) 0.722
Intrapartum 33(7.4) 5(59) 28 (7.8) 0553
Postpartum 397 (89.0) 78 (91.8) 319 (88.3) 0.367
Time from delivery to
postpartum fever *
within 24h 117 (29.5) 33 (42.3) 84(26.3) 0.006
24-48h 132 (33.2) 26 (33.3) 106 (33.2) 0.986
48-72h 96 (24.2) 14 (18.0) 82(25.7) 0.152
after 72h 52 (13.1) 5(6.4) 47 (14.8) 0.051
COVID-19 3(0.7) 0 3(0.8) >0.99
Infection types
Genital tract 156 (35.0) 61(71.8) 95 (26.3) <0.001
Urinary tract or kidney 11(2.4) 1(47) 7(2.0) 0275
Respiratory tract 46 (10.3) 6(7.0) 40 (11.1) 0273
Gastrointestinal 4(0.9) 0 4(L1) >0.99
Breast 60 (13.4) 3(35) 57 (15.8) 0.003
Skin, wound, and catheter 3(0.8) 0 3(08) >0.99
infection
Mixed infection 27(6.0) 10(11.8) 17 (4.7) 0.014
Other 4(09) 0 4(1.1) >0.99
Unknown 135 (30.3) 1(1.2) 134 (37.1) <0.001
Preventive antibiotics 195 (43.7) 16 (54.1) 149 (41.3) 0.032
Duration of therapeutic 5.0 (4.0-8.0) 9.0 (7.0-12.0) 5.0 (3.0-6.0) <0.001
antibiotic treatment (days) *

Data are presented as the median (interquartile range) or # (%). *Time from delivery to postpartum fever in 78 postpartum BSI cases and 319 postpartum non-BSI cases. ®73 patients were
missing because of the duration of therapeutic antibiotic treatment (days). COVID-19, Corona Virus Disease 2019.
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E. coli (n = 44) 0(0) 0(0) 14 (31.2) 0(0) 0(0) 17 (38.6)
Enterococcus faccalis (n = 6) 0(0) 5(833) 2(333) (66.7) 5(833) 00

ESBL, extended-spectrum B-lactamase. Data are presented by 1 (%).
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Hub protein Uniprot ID % identity % alignment Homologous with Log2FC Potential drug

with human with human the human (based on target
proteins proteins proteins SWATH -LC
MS/MS)
Rpst POATX3 39.02 9 Yes 104 No
AspS P21889 4019 9 Yes 166 No
Vals PO7118 40,08 98 Yes 259 No
Lyss POASN3 335 97 Yes 062 No
AccC P24182 47.69 9 Yes 062 No
TopA PO6612 2528 65 No 0.60 Yes
RpmG POATN9 4444 81 Yes 052 No
RpsR POATT7 - - No 073 Yes
LysU POASNS 4407 97 Yes 455 No

SmpB. POAS32 - - No 231 Yes
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WHO code Spe Zymodem
MPSA/TN/87/Rond4* Ra4. NA L. major MON-25
MPSA/TN/87/Ron99* R99 NA L. major MON-25
MPSA/TN/87/Ron102 RI02 NA L. major MON-25
MPSA/TN/87/Ron 114* RIl4 NA L. major MON-25
MPSA/TN/ 87/Ron155* RISS NA L. major MON-25
MPSA/TN/89/Psal Psal NA L major NT
MPSA/TN/89/Psa5 Psas NA L major NT
ISAL/IN/73/STDBM* STDBM NA L. major LON-6
MHOM/IL/80/Friedlin® 13171 cL L. major MON-103
MHOM/IL/83/1L32* 132 cL L. major MON-68
MHOM/IL/67/Jericho 1t Jericho 11 cL L. major MON-26
MHOM/IL/83/1124* 124 cL L. major MON-66
MHOM/IL/83/1L53* 153 cL L. major MON-67
MRHO/SU/59/P-Strain* Pstrain NA L. major MON-4
MHOM/GR/00/LA28* LA28 cL L. tropica LON-16
MHOM/IQ//73/Bumm30* Bumm3o VL L. tropica LON-17
MHOM/IQ/76/BAG 17 Bagl7 cL L. tropica LON-24
MHOM/IQ/73/A Sinai III* AssTIL CLR L. tropica LON-11
MCAN/IN/71/DBKM* DBKM NA L. tropica MON-62
MRAT/IQ/73/ Adhanis T Adhanis NA L. tropica MON-5
MHOM/IQ/76/BAG 9* BAGY cL L. tropica MON-53
MHOM/IQ/65/175% 175 cL L. tropica MON-6
MHOM/SU/74/SAF K27 K27 cL L. tropica MON-60
MHOM/TN/06/AM* AM cL L. tropica NT
MHOM/TN/09/Leep0920* Leep0920 cL L. tropica NT
MHOM/IL/00/Gabai159* Gabai 159 cL L. tropica LON-9
MHOM/IL/78/Rachnan* Rachnan cL L. tropica MON-60
MHOM/TN/SO/IPT1* ®TI VL L infantum MON-1
MHOM/TN/94/VL49* 49 VL L infantum MON-24
MHOM/TN/96/Drep08 Drep 08 cL L infantum MON-1
MHOM/TN/98/Drepl6 Drep 16 cL L infantum MON-24
MCAN/TN/89/AIm220 ALM220 Canl. L infantum NT
MHOM/TN/88/Aymen AYMEN VL L infantum MON-1
MHOM/TN/88/Nabil NABIL VL L. infantum MON-1
MHOM/TN/92/LV08* Lvos VL L infantum NT
MHOM/TN/93/LV10* io VL L infantum MON-80
MHOM/TN/SS/KA 439 KA139 VL L infantum MON-1
MHOM/TN/94/LV50* V50 VL L. infantum MON-1
MHOM/TN/97/Drep1 3* Drep 13 cL L infantum MON-24
MHOM/TN/97/Drep14* Drep 14 cL L infantum MON-24
MHOM/TN/97/Drepl5* Drep 15 aL L infantum MON-24
MHOM/TN/96/Drep5* Drep 05 cL L infantum MON-1
MHOM/SD/00/MW111% MWL VL L infantum MON-30
MHOM/ET/67/HU3 1698 VL L donovani MON-18
MHOM/ET/72/1L100 1100 cL L. aethiopica MON-14
MPSA/SA/84/Jisha238 Jisha238 NA L arabica MON-64
MRHO/SU/74/95A 954 NA L turanica MON-64
IMIN/IT/S6/MINI Min NA L. tarentolae -

“Strains used for sequencing surveys and primers/probe design validation.
CL, cutancous leishmaniasis; VL, visceral leishmaniasis; NT, not typed; NA, not applicable.
unknown.
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Geographic Patient Patient ITSIPCR  ITS1PCR- m22-RPA- Lei70 PCR p-globin

origin Code Haelll e PCR
Sousse, Tunisia 1 PER340239 + + L major +

2 PER340247 - + L. major +

3 PER340208 + + L major +

4 PER340213 + + L major +

5 PER340205 + + L major +

6 PER340203 + + L. major +

7 PER340231 + + L major +

8 PER340204 + - + + +

9 PER340241 - - -

10 PER340226 + + L major +

n PER340217 - - -

12 PER340250 - N .

13 PER340219 + + L. major +

14 PER340220 + + L. major +

15 PER340242 + + L major +

16 PER340202 + + L. major +

17 PER340214 + + L. major +

18 PER340243 + + L major +

19 PER340225 - - -

20 PER340223 + - + + +

2 PER340218 + + L major +

2 PER340273 + + L. major +

2 PER340308 + + L major +

2 PER340269 - - -

2 PER340306 - - -

2 PER340301 - - -

27 PER340261 - - -

23 PER340349 - - -

2 PER340256 + + L. tropica -

30 PER340336 - - -

31 PER340294 - - + - -

2 PER340277 - - -

3 PER340257 - - -

3 PER340295 - - + + +

35 PER340332 + + L major +

36 PER340322 + + L major +

37 PER340315 + + L. major +

38 PER340290 + + L major +

39 PER340310 + + L major +

4 PER340282 - - -

4 PER340286 + - + + +

2 PER340325 + + L. major +

a3 PER340284 + + L. major +

4 PER340311 + + L major +

4 PER340267 + + L. major +

46 PER340283 + + L infantum -

47 PER340345 + + L. major +

8 PER340333 + + L major +

4 PER340337 - - + + +
Morocco 50 PER620249 + + L. infantum -

51 PER620240 + + L. infantum -

52 PER620229 + + L infantum -

5 PER620237 + + L. infantum -

54 PER620216 + + L infantum -

55 PER620250 + + L. tropica -

56 PER620234 + + L. tropica -

57 PER620225 + + L. tropica -

58 PER620220 + + L. tropica -

59 PER620238 + + L. tropica -

60 PER620156 + + L major +

61 PER620134 + + L major +

62 PER620155 + + L. major +

6 PER620160 + + L major +

64 PER620122 + + L major +

65 PER620125 + + L. major +

66 PER620163 + + L major +

67 PER620161 + + L. major +

68 PER620143 + + L. major +

6 PER620140 + + L major +

70 PER620223 + + L. tropica -

7 PER620243 + + L. tropica -

7 PER620211 + + L. tropica -
“Tunis, Tun 7 PER570052 - - -

7 PER570100 - - -

75 PER570110 - - + + &

76 PER570106 - - + - + (faint)

77 PERS570104 - - + - + (faint)

78 PER570107 - - + + +
Lebanon 7 PER520118 + + L. tropica -

80 PER520106 - - - -

81 PER520110 - - - -

8 PER520114 - - - -

8 PER520109 + - - -

8 PER520115 NA - - -

85 PER520108 NA - - -

86 PER520107 NA - - -

ion; NA, not available, +: positive, —: negative.
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Name of the gene and Function Log2FC (gene Log2FC (protein

protein expression) expression)

1 metE (5-methylietrahydropteroyltrighut | Methionine synthase activity ~26135055 18460639
amate--homocysteine methyltransferase
(EC 2.1.1.14) (Cobalamin-independent
methionine synthase) (Methionine
synthase, vitamin-B12 independent

isozyme))
2 yrdA (Protein YrdA) Zinc ion binding —19251177 12546857
3 Bi (Bacterioferritin (BER) (EC Ferric ron binding ~12901495 ~12.63613

1.16.3.1) (Cytochrome b-1)
(Cytochrome b-557))

4 malE (Maltose/maltodextrin-binding | Maltose binding ~12432956 ~15255921
periplasmic protein (MMBP)
(Maltodextrin-binding protein)
(Maltose-binding protein) (MBP))

5 YiiY (Pyruvate/proton symporter BIST | Symporter activity ~09818285 ~12231589
(Brenztraubensaure transporter)

(Pyruvate/H(+) symporter)

6 yahK (Aldehyde reductase YahK (EC Alcohol dehydrogenase —0.8786242 —1.0459354
1.1.1.2) (Zinc-dependent alcohol (NADP+) activity
dehydrogenase YahK))

7 YhbW (Luciferase-like monooxygenase) | Oxidoreductase acti 08385109 ~19618579

8 cya¥ (Iron-sulfur cluster assembly Ferric iron binding ~07704802 ~1.409128
protein CyaY (Bacterial frataxin
ortholog))

9 malM (Maltose operon periplasmic Carbohydrate transport ~07482777 ~ 11703698
protein)

10 malK (Maltose/maltodextrin import | ABC-type maltose transporter ~07322275 16484885
ATP-binding protein MalK (EC activity
75.2.1))

n €1pQ (Glycerophosphodiester Calcium ion binding ~05756688 ~1.1040456

phosphodiesterase, periplasmic
(Glycerophosphoryl diester
phosphodiesterase, periplasmic) (EC
3.1.4.46))
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Name of the gene and protein

£fbB (dTDP-glucose 4,6-dehydratase 1 (EC
4.2.1.46))

£fbA (Glucose-
thymidylyltransferase 1 (GIP-TT 1) (EC
2.7.7.24) (dTDP-glucose pyrophosphorylase
1) (dTDP-glucose synthase 1))

phosphate

IysU (Lysine-~tRNA ligase, heat inducible
(EC6.1.16) (Lysyl-tRNA synthetase)
s

yagU (Inner membrane protein YagU)

b (3,4-dihydroxy-2-butanone 4-phosphate
synthase (DHBP synthase) (DHBPS) (EC
4.1.99.12))

sodB (Superoxide dismutase [Fe] (EC
1.15.1.1))

rpsR (Small ribosomal subunit protein bS18
(305 ribosomal protein S18))

purU (Formylietrahydrofolate deformylase
(EC3.5.1.10) (Formyl-FH(4) hydrolase))

acrA (Multidrug efflux pump subunit AcrA
(ArAB-TolC multidrug efflux pump subunit
AcrA) (Acridine resistance protein A))

rpsl (Small ribosomal subunit protein us9

(308 ribosomal protein $9))
YhbY (RNA-binding protein YhbY)

eno (Enolase (EC 4.2.1.11) (2-phospho-D-
glycerate hydro-lyase) (2-phosphoglycerate
dehydratase))

ginH (Glutamine-binding periplasmic
protein (GInBP))

greA (Transcription elongation factor GreA.

(Transcript cleavage factor GreA)

£pmG (Large ribosomal subunit protein
bL33 (508 ribosomal protein L33))

dacA (D-alanyl-D-alanine carboxypeptidase
DacA (DD-carboxypeptidase) (DD-
peptidase) (EC 3.4.16.4) (Beta-lactamase)
(EC3.5.2.6) (Penicillin-binding protein 5)
(PBP-5))

nuoB (NADH-quinone oxidoreductase
subunit B (EC 7.1.1.-) (NADH
dehydrogenase I subunit B) (NDH-1 subunit
B) (NUO2))

accC (Biotin carboxylase (EC 6.3.4.14)
(Acetyl-coenzyme A carboxylase biotin
carboxylase subunit A))

topA (DNA topoisomerase 1 (EC 5.6.2.1)
(DNA topoisomerase I) (Omega-protein)
(Relaxing enzyme) (Swivelase) (Untwisting
enzyme))

olB (Tol-Pal system protein TolB)

sdhB (Succinate dehydrogenas
subunit (EC 1.3.5.1))

n-sulfur

gexD (Glutaredoxin 4 (Grxd) (Monothiol
glutaredoxin)

thil (tRNA sulfurtransferase (EC 2.8.1.4)
(Sulfur carrier protein This
sulfurtransferase) (Thiamine biosynthesis

protein Thil) (tRNA 4-thiouridine synthase))

rAmB (23 rRNA (guanosine-2-0-)-
methyltransferase RimB (EC 2.1.1.185) (235
FRNA (guanosine2251 2-0)-
methyltransferase) (233 rRNA Gm2251
2-O-methyltransferase)

Hlu (Ribosomal large subunit
pseudouridine synthase D (EC 5.4.99.23)
(235 rRNA pseudouridine(1911/1915/1917)
synthase) (rRNA pseudouridylate synthase
D) (rRNA-uridine isomerase D))

bamA (Outer membrane protein assembly
factor BamA (Ompss))

smpB (SsrA-binding protein (Small protein
B)

seqA (Negative modulator of initiation of
replication)

gstA (Glutathione S-transferase GstA (EC
25.1.18) (GST B1-1))

nagA (N-acetylglucosamine-6-phosphate
deacetylase (GleNA 6-P deacetylase) (EC
35.1.25))

val$ (Valine--tRNA ligase (EC 6.1.1.9)
(Valyl-tRNA synthetase) (ValRS))

degP (Periplasmic serine endoprotease DegP
(EC 3.4.21.107) (Heat shock protein DegP)
(Protease Do)

asps$ (Aspartate--tRNA ligase (EC 6.1.1.12)
(Aspartyl-tRNA synthetase) (AspRS))

ydcH (Uncharacterized protein YdcH)

yhb] (RNase adapter protein RapZ)

resF Outer membrane lipoprotein ResF

ppiB (Peptidyl-prolyl cis-trans isomerase B
(PPlase B) (EC 5.2.1.8) (Rotamase B))

IysS (Lysine--tRNA ligase (EC 6.1.1.6)
(Lysyl-tRNA synthetase) (LysRS))

heml (Glutamate-1-semialdehyde
2,1-aminomutase (GSA) (EC 5.4.3.8)
(Glutamate-1-semialdehyde
aminotransferase) (GSA-AT))

rlml (Ribosomal RNA large subunit
methyltransferase I (EC 2.1.1191) (23
RNA m5C1962 methyltransferase) (FRNA
(cytosine-C(5)-)-methyltransferase RimI)

yeeZ (Protein YeeZ)

Function

NAD binding

Metal ion binding

Lysine-tRNA ligase activity

Response to acidic pH

Protein homodimerization activity

Superoxide dismutase activity

‘Small ribosomal subunit FRNA

binding

Formylietrahydrofolate deformylase

activity

‘Transmembrane transporter act

tRNA binding

RNA binding

Protein homodimerization activity

Glutamine binding

Bacterial-typeRNA polymerase

holoenzyme binding

Structural constituent of ribosome

Beta-lactamase activity

Quinone binding

Acetyl-CoA carboxylase activity

DNA binding

Protein-containing complex

binding
Succinate dehydrogenase
(ubiquinone) activity

Disulfide oxidoreductase activity

{RNA U4 sulfurtransferase

RNA binding

Pseudouridine synthase activity

Outer membrane biogenesis

RNA binding

DNA replication origin binding

Glutathione transferase activity

N-acetylglucosamine-6-phosphate

deacetylase activity

Valine-tRNA ligase activity

Serine-type peptidase activity

Aspartate-tRNA ligase activity

Transceription regulator
RNA binding

Cellular response to cell envelop

stress

Peptidyl-prolyl cis-trans isomerase
activity

Lysine-tRNA ligase activity

Transaminase acti

Protein homodimerization activity

ATP binding

Log2FC (gene
expression)

133722738

817958198

74180544

419006328

327334576

321026214

293529538

244073618

224830789

198689822

195772549

194705179

191812861

170603887

170091029

169712814

168110768

163999445

163075652

161881347

157664473

147892511

14562179

143916572

138208643

13670567

134409894

131627878

131476427

130408659

12939003

128686848

12654914

126094475
124343218

122552494

12217117

120254035

107279768

106900742

100468423

Log2FC (protein
expression)

220862609

20911649

455160903

050106214

0.66636193

097327487

073218065

0.60018293

109033838

104326103

146607357

057238355

0.60066724

0.58989593

052116122

05918107

138351941

062329811

0.6043047

0.66940982

052821973

110904147

083577373

065337225

052671278

261384269

23132047

224904635

153911607

0.65904607

25908781

0.85463352

166674373

0.89665598
215306445

055077488

23605269

062226595

145671431

0.5624809

099181048
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