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1. D'Odorico L Di Bella S, Monticell J, Giacobbe DR, Boldock E. Luzzati R.
J Dig Dis.E. doi: 1011111 751-2030.12603. [Epub ahead of print] Review.
PMID: 29696202
Similar articles

In vitro and in vivo assessment of infraintestinal bacteriotherapy in chronic Kidney disease.
1112, Ranganathan N, Patel BG, Ranganathan P, Marczely J, Dheer R, Pechenyak B, Dunn SR, Verstraete

WV, Dehta R. Friedman EA. 359 2239
ASAIC(. 2008 J3h-Feb;52(1).70-0.
EMID: 16436503 300
Similar articles 250
200
150 mLibrary
100 ® PubMed
50
11023
@II\IOOIO‘)IOIHNOO#LOOI\OO
©S OO0 O dA d d dod oA od oA o 4
O O O O 0O O OO0 O o o o o
N N N N NN NN AN AN N NN



“IS IT NOW FASHIONABLE ... !?
OR
NEW PROMISING DIRECTION IN MEDICINE "

OPENING OF CIRCULATION

ANESTHESIA IN SURGERY TRANSPLANTATION
FECAL

X-RAYS MICROBIOTES

ANTIBIOTICS

CHEMICAL STRUCTURE OF DNA



| or we -?

1,2 Kg 70 Kg 47 times

100 trillion microbes = 37.2 trillion cell 3 times
8 million genes GIT >  22thousand genes 150 timess
microbiome genome Genome human

1000-1150 species of bacteria - (160-10,000 species)

Quadrillion = viruses, fungi, parasites and archaea

Superorganism - an organism
multiple organisms

L
MacPherson AJ, Harris NL. Interactions between commensal intestinal bacteria and the immune system. Nat Rev Immu



Phylogenetic tree
Domains: Bacteria, Archaea, Eukaryotes + Viruses
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COMPOSITION OF HUMAN MICROBIOTS

Order

Genus

Gram
stain

Bacillales

Gemella
Staphylococeus

Lactobacillales

Enterococcus
Lactobacillus
Streptococcus

Clostridia

Clostridiales

Blautia
Clostridium
Eubacterium
Faecalibocterium
uminococcus

Erysipelotrichia

Erysipelotrichiales

Erysipelatoclostridium
Holdemania

|
[
L

cteroidetes \

gd

Proteobacteria

Negativicutes

Selenomonadales

Acidaminococcus
Megasphoero
Phascolarctobacterium

Bacteroidales

Bacteroides

e

SCNETIChio

{

Actinobacteria

bacteria Klebsiella
Actinobacteria Actinomycetales Actinomyces +
Bifidobacteriales Bifidobacterium

Verrucomicrobia

Verrucomicrobiae

Verrucomicrabiales

Akkermansio

> 90% of filotypes



Dominant species of bacteria

w Faecalibacterium prausnitzii
u Eubacterium rectale
Collinsella aerofaciens

50%

= Clostridium clostridioforme
Bacteroides vulgatus

» Anaerostipes hadrus

» Ruminococcus bromii

» Eubacterium hallii

= Blautia wexleri
Bacteroides dorei

= Roseburia faecis

« Dorea longicatena

» Subdoligranulum variabile
= Bacteroides uniformis

295 species 25 species

» Ruminococcus obeum
= Bacteroides ovatus
« Blautia luti
« Parabacteroides distasonis
= spnov A2-166
= sp nov SR1/5
Lachnospira pectinoschiza
» sp nov 80/3
Dialister invisus
* Roseburia inulinivorans
m Ruminococcus callidus

Gut Microbes. 2012 Jul 1; 3(4): 289-306.
others

Microbial degradation of complex carbohydrates in the gut Harry J. Flint et all.




ENTEROTYPE

Enterotypes do not correlate with nationality, age, gender, body mass index
(America, Europe, Japan, Philippines)

Meat food Plant food
genus genus genus
a Bacteroides Prevotella Ruminococcus
o --r— o
0.5 0.3 0.06 -
° N . -
= [
-§ 0.3+ 0.2 0.04 -
X L
< " = = 0.1 0.02-
o e -
T T T = T T ‘: 0.01
1 2 3 1 2 3
Enterotype Enterotype Enterotype
b Alkaliphilus GeCODbacter Akkermansia  Veillonelia F—_— Aldcorransia
Catenibacterium | ; , Sph:ng.oo‘_‘_;\ Gordonibacter
AN\ y *Ruminoc Leuconostoc bacterium
N Bacteroides
Parabacteroides *Rumino

> Q' \ Clostridiales Eggenhellé’ o

|/ Lactobacillus

O , Desulfovibrio {
Methanobrevibacter . Slackia ~

Rhodospirillum

Dialister

Symbiobacterium

Escherichia/Shigella 0

Microb Biotechnol 2011 Sep; 4(5): 550-553.The human gut microbiome: are we our enterotypes? Roland J. Siezen, Michiel Kleerebezem
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MICROBIOTA - BIOFILM ON EPITHELIUM SURFACE

«Das war ja toll'» That was great!»).

Biofilms _
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Pro-inflammatory cytokines Anti-inflammatory cytokines
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Indications for FMT

Direction Pub.
1 Therapy for Recurrent Infection
Clostridium difficile 592
Inflammatory bowel disease,
2 | Crohn's disease, Nonspecific ulcerative colitis,
antibiotic-associated diarrhea 133
3 Type Il diabetes 60
4 Obesity, metabolic syndrome 92
Neuropsychiatric diseases (Parkinson's disease,
5 multiple sclerosis, dystonia, myoclonus,
chronic fatigue syndrome) 8
6 Autism 16
7 Bone marrow transplantation 13

14




FMT with recurrent Clostridium difficile infection

Efficiency
Systematic reviews and meta-analysis
Author Design Patients] Mode of |Efficiency
administrati
on
Drekonja D et | Generalized analysis of 2 521 Options 8504
al. 2015 randomized controlled trials
Kassam Z et al.| Meta-analysis of 11 studies | 273 Options 8994
2013
Cohort studies
O'Brien K et . | Multicenter cohort study on | 1406 | Options 8204

2016

482 health facilities

15




FMT with recurrent Clostridium difficile infection

FMT / Other methods. Variants.

Author Design n | Mode of | Efficiency Other p
administr
ation
Kelly, C et| Multicenter, double-blind, | 46 |Colonosc| FMT - 91% |Auto-FMT
al. 2015. | randomized, FMT / placebo- opy (placebo) -
controlled study 63%
Lee, C et| Double blind, randomized [232| Enema | Frozen FT |Fresh FT -
al. 2016 |between frozen and fresh FT 83.5% 85.1%
Randomized controlled trial | 39 |Colonosc| FMT - 90% Vancomyc| p<.0001
Cammaro| between vancomycin and opy in-26% | 99.9% ClI
ta G et al. FMT
2015
Randomized, controlled trial | 43 | Nazo- | FMT - 81% [Vancomyc|Vancomycin
van Nood| between FMT, Vanko. and duodenal in -31% | +Lavage -
E etal. | Vanko. + intestinal lavage 23% p <.001
2013
16




Inflammatory bowel disease,
Crohn's disease, Nonspecific ulcerative colitis, antibiotic-
associated diarrhea

Nonspecific ulcerative colitis

Double-blind,

randomized, Remission FMT: 27%,
Paramsothy |placebo-controlled Enema| for8 Placebo - 8%,
Setal. 2016 |study 81 weeks. p=.02

Double-blind, FMT: 24%,

randomized, Remission| Water (placebo):
Moayyedi P placebo-controlled Enema| for7 5%,
etal. 2015  |study 75 weeks. pP=.03; 95% ClI

Randomized, Nazo- |[Remission FMT:30%,
Rossen NG |placebo-controlled duoden| for 4 Auto-FMT: 20%,
etal. 2015 trial 50, al weeks. p=.51

17




Bone marrow transplantation
[ ]
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The pathogenesis of acute GVHD

MoBpexaeHue peXxumom
KOHAWUMOHUPOBAHUSA

TkaHu i
peuunuenTa ToHKMK
IL-1 KMLWEYHUK

IL-6

AKTusauumn
AOHOPCKMX KneTku-
T-KkneTok athcpexTopsl

J. Ferrara, Bone Marrow Transplant. 1998 Jun;21 Suppl 3:513-5
Markey K A et al. Blood 2014;124:354-362

MoBpexaeHue TKaHe KOHAULUOHUPOBaHUEM

RA@;@ON CHEMOTHERAPY
(e / “ |
/ ’ (\’ \\

INumdpoysen
DAMPS/ A ué’
PAMPS (\ S @ ZE
) \74’?\,(\7:2. ‘
TNF \ \'s
MUKpOGUOM IL-1 / \
KULWEYHMKa IL.-6
AKTUMBaUMA aHTUreH-NPe3eHTUPYLWMX
KrneTokK peuunueHTa
MHC
KOoCTumynauma

f Al-npeseHTauus
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ALLO- HSCT reduces the likelihood of recurrence due to the reaction
" graft against leukemia»
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Survival Probahility
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Survival of patients depending on the severity of GVHD
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Hematopoietic stem cell transplantation (GVHD)

Healthy Gut GVHD
Small Intestine Large Intestine Small Intestine Large Intestine
% L 8 L --L
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The intestinal microbiota in allogeneic hematopoietic cell transplant and graft-versus-host disease Anna Staffas et
all. BLOOD, 23 FEBRUARY 2017 x VOLUME 129, NUMBER 8



Hematopoietic stem cell transplantation (GVHD)
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Blood. 2016 Oct 20; 128(16): 2083—2088.Fecal microbiota transplantation for patients with steroid-resistant acute
graft-versus-host disease of the gut Kazuhiko Kakihana et all



Prospective, single-site study

«Treatment of children and adults with inflammatory and infectious
lesions of gastrointestinal tract after allogeneic hematopoietic stem cell
transplantation with transplantation of normal human fecal microbiota »

Objectives: To improve overall survival in patients with malignancy and
hematological diseases after HSCT with multiresistant bacterial infection,
Clostridium difficile infection, idiopathic antibiotic-associated diarrhea and acute
and chronic GVHD with gastrointestinal lesions, by including fecal microbiota
transplantation to complex therapy plan.

Materials and methods for microbiota analysis:

1-Real-time PCR of the main groups of intestinal microorganisms (“Kolonoflor-16")
2-16S-RNA sequencing (lllumina MiSeq)



HSCT
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14 patients

FMT >
pre +3 +8 +16 +30 +45 +60 +7/5 +90 +120

NO ANSWER

PLACEBO >
3 patients pre +3 +8 +16 +30 +45 +60 +75 +90 +120

Ne |year| sex Digigsno Donor BM| Cond. [Proph.GVHD| Therapy GVHD Dc|>:r_1ror DO(ZZL)FT I(Dyc;r;(;)r Zzgf.r Treatment
1 [10m| ™ LL haplo |ATG,Tx,Sir| Flu+Treo GCs, Ruxo plac plac plac plac EGD
2 | 39 f CML haplo Flu+Bu | Cy+Tx+MMF| Sir+GCs+Ruxo | plac plac plac plac EGD
3 | 46 f HXJ1 2-haplo | Flu+Cyc Cy+MMF | CsA+Etanersept| plac plac plac plac EGD

3 volunteers

FMT >
pre +3 +5 +8 +30 +300
Ne | year | sex 3 volunteers Donor ET Donor FT| Donor Donor |Manageme
(sex) (year) char. nt
1 46 M volunteer - 1 u.d. f 33 no Caps.
2 36 M volunteer - 2 u.d. f 33 no Caps.
3 26 f volunteer - 3 u.d. f 33 no Caps.




Patient characteristics

No Year|Sex| Diagnosis Donor BM Cond. Proph.GVHD Therapy GVHD

1/ 10| t LL haplo Flu+Mel SirsTxtMmE | SCStEtanerseptiRuxo+Mes.
cells, Fotoph.

2|28 | ™ AML haplo Flu+Bu CyC+Tx+MMF GCs+Ruxo

3116 | m LL haplo Flu+Bu CyC+Tx+Sir GCs+Etanersept+Ruxo

4142 | m AML a.u. Flu+Mel CyC+Tx+MMF GCs+Ruxo

513 | m Beta- haplo Flu+Bu CyC+Tx+MMF GCs+RUXO

thalassemia

6|24 | ™ AML a.u. Flu+Bu Bend. GCs+Ruxo

7,132 | ™ CML a.u. Flu+Bu CyC GCs+Tx+Etanersept+Ruxo

8136 | ™m AML a.u. Flu+Bu Bend. GCs+Ruxo+Sir

9|45 | ™ MDS a.u. Flu+Bu Tx+MMF+ATG GCs+Ruxo+Sir

10| 35 | f HL haplo Flu+Bend CyC+Tx+MMF GCs+Etanersept

11/ 40 | m CML a.r. Flu+Bu CyC GCs

12| 3 | f MDS haplo Flu+Mel ATGAM GCs+Ruxo.

13| 6 | f An. Fan. a.u. Flu+Cyc ATG+CsA+MMF GCs+Ruxo+Sir

14| 23 | f LL haplo Flu+Bu CyC+Tx GCs+Sir

. Diagnosis Beta-
min 3 | f 5 |haplo| 7 LL AML . | CML | MDS HL An. Fan.
thalassemial
med | 25 | m 9 a.u 6 n 3 1 2 1 1
max | 45 a.. 1 % 21,4 | 28,6 7,1 14,3 | 14,3 7,1 7,1




Fecal microbiota type and donor characteristics

Single dose Single dose
No EN Donor ET Do(gg)r( )FT Dc()né)a:r;:T Dc(;giZ:)FT Treatment (ml/ar) (ml/ar)
y EGD/caps. cs
1 H.B. mother f 33 no EGD+CS 80 150
2 M.A. brother m 33 no EGD+CS 100 150
3 M. 1. father m 40 no CS 0 150
4 C.A. u.d. m 36 vegan EGD+CS 100 150
5 A.H. father m 34 no EGD+CS 20 50
6 B.A. u.d. f 31 no Caps. 22 0
7 T.[. u.d. f 31 no Caps. 22 0
8 LL.A. u.d. f 32 no Caps. 22 0
9 K.K. u.d. m 16 no NIS 400 0
10 | oM. u.d. f 32 no Caps. 22 0
11 | ©.A. u.d. f 32 no Caps. 22 0
12 | MA. u.d. f 33 no NIS 100 0
13 | .M. father m 36 no NIS 90 0
14 | J1A. u.d. f 23 no Caps. 22 0
min | 16 related EGD | CS | EGD+CS | Nig |Single dose (ml/gr) Single dose (mi/gr)
Manag| Caps. EGD/caps CS
med |31,5/m unrelated n 6 1 1 3
2,5-8 ml/kg 6,2-12,5 ml/kg
max | 40 % 42,8 71 |71 21,4




Before FMT

Mec Before FMT (10 d.) med. Before FMT (0-3)
Ne | EN Diarrh| Frequency Stool voI:::n)zlper Blood in | Blood in | Mucus in Nausea Vomiti Appetite| Pain
ea of stool volume 1kg the stool | the stool | the stool ng

1| HB.| 6 12,3 615 47,3 Yes 3 3 3 3 0 3
2 | MNA | 1 9 800 11,8 Blood. 3 3 3 2 1 2
3 | M.L. Excluded from the study - violation of technology FMT
4 | CA. Excluded from the study - violation of technology FMT
5| AH. | 3 9 458 31,6 Yes 3 3 3 3 0 3
6 | BA. | 2 10,5 1896 30,1 Blood 3 3 3 3 0 3
7 | T.O. Excluded from the study - SIRS
8 | WWA. | 1 6,2 160 2,2 Yes 1 3 0 0 0 2
9 | KK. 4 31,3 2693 33,7 Blood 3 3 0 2 0 3
10 d.N. | 2 5,7 3128 50,5 No 0 0 0 0 3 1
11| ®.A. | Her 2 200 2,8 No 0 0 1 0 2 0
12 | MA. 15 1022 68,1 Blood 3 3 2 2 0 3
13| MNM. | 1 9 731 40,6 Blood 3 3 2 2 0 3
14| NA. | 1 7 966 17,9 Yes 1 2 0 0 1 2

. Freque Stool Stool Blood in the Blood in Mucus y . '
Ne |Diarrheal ncy of volume the | in the |Nausea| Vomiting [Appetite| Pain
volume stool
stool per 1 kg stool | stool

med 2,3 10,6 1151 30,6 Blood.-5 2 2,3 1,5 1,5 0,6 2,27
min 1 2 200 2,0 Yes-4 0 0 0 0 0 0
max 6 31 3128 68,1 No-2 3 3 3 3 3 3




Before FMT

Ne | EN IAC | GVHD | Skin Liver |General Sepsis antibioticantibioticsDynam Cause of severity of the
- Gl |GVHD| GVHD | GVHD P s after FMT| ics condition
1 | HB. | 15 4 2 1 4 no Stop no neg. colitis
2 | NA | 9 3 2 4 4 no Stop Yes neg. Colitis, Liver GVHD
3 | M4
4 | CA.
5] AH. | 13 4 4 sepsis Stop Yes neg. Colitis, encephalopathy
6 | BA. | 16 4 3 4 sepsis Stop Yes neg. Colitis, cystitis
7 | T.AO.
8 | WA. | 11 3 2 1 3 no Stop Yes neg. Colitis
9 | KK. | 16 4 0 4 4 septic shock| no Yes neg. | Colitis, hemorrhage, ventilation
10 | ®.N. 6 2 no Stop Yes neg. Colitis, pneumonia
11 | ®.A. 5 1 no Stop Yes no Hydrotorax
12 | MAA. | 16 4 2 4 4 sepsis no Yes neg. Colitis, Liver GVHD
13 | N.M. | 16 4 2 4 4 sepsis no Yes neg. | Colitis, hemorrhage, ventilation
14 | 1.A. | 11 3 0 1 3 no no Yes Neg. Colitis
IAC . . General . A antibiotics .
GVHD Gl [Skin GVHD| Liver GVHD GVHD Sepsis antibiotics after EMT Dynamics
) sepsis a/b after
min a/b-4 Neg.-11
5 2 0 1 3 5 / FMT-10 &
No dynamics
med . No a/b-7
12,2 3,5 1,7 2,6 3,7 No sepsis-6 / No a/b-1 -1
max 16 4 3 4 4




After FMT

D + decrease in
symptoms 2 times| D + complete cessation of symptoms (3 d) D+ (3 d)
C.Difficile |C.Difficile|Frequenc Stool Blood in | Mucus in - . .
Ne| FN tox. tj:j;fore tox.flj;+30 oqutooly volume | the stool | the stool Nausea |Vomiting Pain Appetite +1
1| H.B. B+ B- 7 8 20 22 2 3 8 3
2 | M.A. B+ B+ 12 11 12 18 4 6 5 6
3| MO
4 | CA.
5| AH. B+ B- 14 19 22 23 5 17 28 14
6 | B.A. B+ B+ 28 30 10 97 62 55 59
7| T.O.
8 | LW.A. B+ B- 39 25 3 4 - - 12 16
9| KK. B+ B+ 36 10 27 39 31 31 31 36
10| .. B- B- 1 1 - - - - - -
11| ®.A. B- B- - - - - - - - -
12| M.A. B+ B- 22 23 2 5 14 23 7 3
13| IM.M. B+ B+ - - - - - - - -
14| N.A. B- B- 7 7 7 - 10 - - -
D + decrease in
symptoms 2
times D + complete cessation of symptoms (3 d) D+ (3 d)
Frequenc Stool Bloodin | Mucusin - . .

B+/B -4 oqutool ! volume | thestool | the stool Nausea | Vomiting Pain Appetite +1

med 18 14 13 30 18 22 15 19

min 1 1 2 1 2 3 5 3

max 39 11 11 97 62 55 31 59




1 H.B.
2 T1LA.
3 MO
4 CA.
5 AH.
6 B.A.

7 T...

10 o.N.
11 ®.A.
12 M.A.
13 .M.

14 J1.A.

1 B.M
2 3.0.

3 @.0.

Manag

EGD

EGD

EGD

EGD

EGD

Caps.
Caps.

. Caps.

EGD

Caps.

Caps.

EGD

EGD

Caps.

EGD

EGD

EGD

re d+ 1-30 d+ 30-60 d+ 60-90 d+ 90-120 D+FMT D+HSCT Exodus
— 1137 2016 alive  Ch. Skin GVHD
I 1003 1227 alive  Ch. Liver GVHD
I o5 239 dead relapse
I c64 613 dead relapse
B 830 902 alive
I I 569 743  alive  Ch. Skin GVHD
I c68 566 dead Sepsis
B D 296 401 xwme Second FMT
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- P 14 70 dead Sepsis
L 60 76 alive
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Results

d+ 1-30 d+ 30-60 d+ 60-90 d+ 90-120
Complete
response%
14 patients 50 36 43 50
Complete
response %
11 patients 64 45 55 64
d+ 1-30 d+ 30-60 d+ 60-90 d+ 90-120
Complete | 14
response% | nau. EGD 29 29 29 36
Complete | 14 Cans
response% | nau,. bs. 21 7 14 14
40
30 /
20 N =—EGD
. \\// —Caps.
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d+ 1-30

d+ 30-60

d+ 60-90

d+90-120



PCR-16 DONORS FT

Life -
Ne Donor FMT Sex Relation | Age hospital Note
1 unrelated donor f no 33 no
2 unrelated donor f no 33 no 200d
3 unrelated donor f no 33 no 200 d
4 1 unrelated donor f no 33 no 200 d
5 2 unrelated donor m no 16 no
6 3 unrelated donor m no 36 Yes vegan doctor
7 4 related donor f mother 33 Yes
8 5 related donor m father 40 Yes
9 6 related donor m brother 33 Yes
10 7 related donor m father 34 Yes
DONOR IS NOT VEGAN DONOR IS NOT INSIDE THE HOSPITAL
M Donors m Donor vegan doctor m Donors no hospitals B Hospital donors
1,41E+10 —1.27E+10 4,50E+08 400E08
1,21E+10 4,00E+08
1 01E+10 3,50E+08
! 3,00E+08
8,10E+09 2,50E+08
6,10E+09 2,00E+08
4,10E+09 3 66408 3505408 1:38;8:
210809 - /00E+08 1,00E+08 5,00E+07 -, , ;
1,00E+08 - T T 1 0,00E+00 T
Bifidobacterium Escherichia coli  Lactobacillus spp. E.coli enteropat. Proteus ssp. Enterobacter spp.

spp.
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Erysipelotrichaceae
Rikenellaceae

Enterococcaceae
Streptococcaceae
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v-1  Change of enterotypes?

Family 16S rRNA

d+8

Lachnospiraceae
Ruminococcaceae
Bacteroidaceae
Porphyromonadaceae
Veillonellaceae
Prevotellaceae
Acidaminococcaceae
Erysipelotrichaceae
Rikenellaceae
Streptococcaceae
Enterococcaceae
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v-3 Change of enterotypes?

Family 16S rRNA
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Importance of changes in bacterial content of microbiota

In comparison with the moment to FMT (p < 0.05)
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Volunteers (n=3, 100%) intestinal microbiota content
significant changes D+300 after TFM

Actinomycetaceae
Alcaligenaceae
Bacteroidaceae
Bifildobacteriaceae
Enterobacteriaceae
Erysipelotrichaceae
Odoribacteraceae
Paraprevotellaceae
Porphyromonadaceae
Prevotellaceae
Ruminococcaceae
Thermicanaceae
Thiobacteraceae



PATIENTS BEFORE FMT Lachnospiraceae
Ruminococcaceae

Bacteroidaceae

Porphyromonadaceae
Veillonellaceae
Prevotellaceae
Acidaminococcaceae
Erysipelotrichaceae
Rikenellaceae
Enterococcaceae
Streptococcaceae
Staphylococcaceae
Carnobacteriaceae
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Family 16S rRNA

Donor

d+8 d+30

Lachnospiraceae _
Ruminococcaceae

Bacteroidaceae
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Veillonellaceae

Prevotellaceae
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16S rRNA Biota structure

—0 characterized by two
f\* parameters
7 —

The larger the
Shannon index, the

f\ﬂ more diverse the biota
5

mn
: | H=—Zpilogm
i=1

shannon

n} 100 200 300 E.N. OnexHoBuy, A.B. MNaBneHko, A.W.
i MaHornos, E.N. UnbuHa, B.M. NoBopyH
FMT.tim
time OHKL pusuko-xumuyeckoli MeOQUUUHbI
®OMEBA Poccuu, Mocksa, Poccusi

pi - the proportion of the type of microorganism in the community (the fraction of a whole
IS unity)
n - the number of species of microorganisms (varies from 1 to n)
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KLEBSIELLA Acinetobacter spp.
PNEU

Pseudomonas
aeruginosa

S aureus
(MRSA)
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Selective pressure of fecal microbiota - change of microbiota in other loci
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Stages of Colonization
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probiotics therapy
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Result
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FMT studies in HSCT recipient for restoring gut microbiota
and eradication of antibiotic resistant bacteria

e ||
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2017
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“Decolonization of Klebsiella pneumoniae by the TFM method”
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Feces Increased colonization, increased antibiotic resistance
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n = 5 patients after FMT
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Urine Increased colonization, increased antibiotic resistance
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Pharynx Increased colonization, increased antibiotic resistance

K. pneumoniae

n = 5 patients after FMT
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Feces Colonization by Carbapenemase Producers

n = 5 patients after FMT
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Urine Colonization by Carbapenemase Producers

n = 5 patients after FMT
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Pharynx Colonization by Carbapenemase Producers

n = 5 patients after FMT
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Conclusions
1 — FMT - is effective treatment option for GVHD GIT (Complete response
64%)
2 — To avoid "hospital" donors of FM and donors with "features” of a diet

3 — PCR stool analysis data after TFM can be a confirmation method of
engraftment, changes in the intestinal microbiota

4 — FMT - can be considered as a method of biological decontamination
of gastrointestinal tract in patients after HSCT

5 — Sepsis and intestinal bleeding in patients after HSCT are not absolute
contraindications to FMT

6 — Rational antibiotic therapy - not contraindicated in patients after FMT

7 — FMT can be considered in patients after HSCT, as a method of treatment for
Clostridium difficile infection

8-TFM can be used as a method of biological decolonization, restoring the
sensitivity of Klebsiella pneumoniae carrying genes of resistance to
carbapenems and aminoglycosides
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