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ABSTRACT
Background and Objective: The development of sustainable pollution control necessarily involves the
microbial community of the polluted environment. The current investigation attempts to isolate a
population of bacterial colonies, identification of microbes from domestic greywater and wet grinding and
pickle industries’ effluents. Materials and Methods: Samples of domestic greywater (GW) and effluents
from the wet grinding industry (WGI) and pickle industry (PI) for the isolation and identification of bacterial
and fungal colonies. Standard procedures were performed, including Gram staining and biochemical tests.
Analysis of the ANOVA revealed significant variation (p#0.05) in the Colony Forming Unit (CFU) of
wastewater samples. Results: Abundant microbial load of microbial community was found in the raw
pickle industry effluent samples, followed by wet grinding industry effluent samples. Whereas, grey water
was determined with a relatively low microbial population. However, fecal contamination indicator of
Coliform bacteria was noticed in greywater alone. Yeast colonies were noticed in untreated wet grinding
industry  effluent.  An  organic  acid-rich  pickle  effluent  was  detected  with  Citrobacter  species.
Conclusion: Microbial communities inventory in wastewater and food industry effluents revealed the
biological quality of wastewater and further would provide the method to develop proper management
principles and guidelines, for the improved water quality.

KEYWORDS
Microbial community, colony forming unit, wastewaters, biochemical tests, opportunistic pathogens,
biological water quality

Copyright © 2023 Velmurugan and Doraipandian. This is an open-access article distributed under the
Creative Commons Attribution License, which permits unrestricted use, distribution and reproduction in any
medium, provided the original work is properly cited.

INTRODUCTION
Microbes a diverse group of microbes including bacteria, viruses, protozoa and fungi1 are generally found
ubiquitous including the contamination sites and possess unique degradation properties, thereby having
a crucial role in the occurrence of biogeochemical cycles2. Most of the microbes utilize the organic
substances of the substratum and a few specific microbes utilize the chemical substances of the
substratum upon which they occur.  Harmful microbes dwelling in the contaminated site emit unwanted
noxious  and  toxic  substances  and  gases,  create  a  foul  smell3  and  eventually  has  deteriorating  the
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environment and human health4,5. The source of water pollution, such as wastewater from domestic and
industries is discharged into the environment without proper treatment, creating waterborne pathogens
and diseases. Such organisms cause a serious global water quality problem6. The pathogenic microbe’s
growth rate is based on nutrient contents found in wastewater7, competition among the inhabiting
microbes to their coexisted microbes8.

Around the world, more than 2.1 billion people lack access to safe water and their effect creates nearly
88% of diarrhea9,10, also this condition causes several types of body ailments in human beings11. In this
context, some of the physical, chemical, biological and disinfection methods are adopted for the treatment
of domestic and industrial effluents12. The treated water qualities are monitored through physicochemical
and biological water quality parameters and these parameters are regularly monitored to ensure that the
treated water meets the standards for sustainable use13.

Report on microbial community enumeration from various kinds of wastewater includes grey water14,15,
poultry industry16, dairy effluent17,18, pharmaceutical industry19, coffee processing industry20, caper
processing industry21, pepper processing industry22 and hydrocarbon contaminated soil23. Advanced
technologies of enzyme-based or electronic devices using flow cytometry are employed to determine the
microbial quality of the water24,25. Therefore, understanding the microbial community in polluted sites is
crucial for developing effective strategies for remediation and ensuring the safety of the ecosystem. The
objective of this current work was to assess the microbial quality of greywater and food industrial
effluents, viz., wet grinding and pickle industrial effluents using a Colony Forming Unit (CFU), isolation and
identification of bacteria and fungi.

MATERIALS AND METHODS
Study  area:  The  wastewater  samples  were  collected  from  Thiagarajar  College  Campus  Sewage
Treatment Plant STP and the wet grinding food industry and pickle industry, all three units from Madurai,
Tamil Nadu, India. Raw samples were collected and the source and the sampling period are detailed
below.

Greywater:  Wastewater  released  mainly  from  the  student  hostels,  kitchen,  mess  and  canteen
(Latitude  9.913622°  and  Longitude  78.147989°),  samples  collected  in  the  months  of  July,  2015,
November, 2015 and March, 2016.

Wet grinding industry effluents: Manufacturing of batter for the popular south Indian food items of idili,
dosai and vadai at large scale (Latitude 9°55’17.3964” and Longitude 78°8’49.8444”), samples collected
in the equal monthly intervals between April, 2017 and March, 2018.

Pickle  industry  effluents:  Green  pickle  production  using  green  vegetables,  at  a  large  scale
(Latitude 10.0474° N and Longitude 78.0904° E), samples collected in equal monthly intervals between
June, 2019 and February, 2020 and between March, 2021 and May, 2021

Sample collection: Raw samples were collected during every sampling period in clean plastic bottles
according to the standard procedure26, from the sources of collection points. The wastewater samples
were stored at 4°C in the laboratory, for further analysis.

Water quality parameters: Physicochemical water quality of untreated wastewater was discussed in the
previous publication27,28.
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Isolation of bacteria: The bacterial organisms used in this study from the effluent samples were isolated
by spread plate technique on the agar media after serial dilution. One milliliter of sample was mixed with
9 mL of sterile distilled water, followed by serial dilution with sterilized distilled  water  in  the  range  of
10G3-10G6. The diluted samples of 0.1 mL were spread with nutrient agar. The plates were incubated and
monitored for growth29. Morphologically identical colonies were segregated and the streak plate
technique was used for the establishment of pure culture establishment and following the repetition
several times, pure culture plates were obtained.

Bacterial identification: Bacterial culture was streaked over nutrient agar plates and incubated at 37°C
for 12 hrs in order to obtain individual colonies. Bacterial culture was obtained by inoculating the mother
culture onto the freshly prepared nutrient broth. The inoculum was further used for Gram’s staining, a
biochemical test for the identification of bacterial colonies29, using selective media.

Fungal  isolation:  Isolation  of  fungi  was  performed  by  serial  dilution  and  spread  plate  method.
One milliliter of effluent samples was serially diluted into 10G6 to 10G8 and then smeared over the rose
bengal agar (RBA) medium The fungal isolates were subsequently sub-cultured on RBA plates and the
pure culture was obtained using the standard procedure29.

Identification of fungal colonies
Colony characterization: The colony morphology was determined by macroscopical observation of
colour, shape, size and type of colonies, observed using a high-resolution magnifying lens. Further, stained
using lactophenol cotton blue, the isolated microbial colonies were observed under the microscopic field
to study the hyphae morphology30.

Data analysis: The number of colonies that emerged in the serial dilution plates were counted and
calculated Colonies Forming Units (CFU) by using the following formula:

No. of colonies×Total dilution factorCFU / mL = Volume of the cultured plate (mL)

Statistical analysis: One-way ANOVA method was computed using SPSS software (version 16.0), to
compare the log-transformed CFU values (p#0.05) obtained during the sampling periods in the
experiment.

RESULTS
Estimation of bacterial colonies: The principal pathway for disease that causes microorganisms to enter
the human body is through water, considered to be a hotspot for microbial growth and reproduction. The
untreated pickle industry (PI) effluents were enumerated with a significantly higher population of bacterial
colonies, as compared to other effluent samples, during the study period (Fig. 1). Greywater (GW) samples
were found with a very less number of bacterial colonies and wet grinding industry (WGI) effluent was
estimated to moderate number of bacterial colonies. Water samples taken in the months of July, August
and September were found to have a large population when compared with the rest of the month of all
three untreated water samples (Fig. 1). Comparably less significant bacterial populations were found in
February and March month sampling (Fig. 1).

Isolation  of  bacterial  colonies:  Two  gram-positive  bacilli,  two  gram-negative  cocci  and  three
gram-negative bacilli isolates were found in untreated GW (Table 1). Three groups of Gram-negative
bacilli, five Gram-positive cocci and three Gram-positive bacilli bacteria were isolated in untreated WGI
(Table 2). Two Gram-positive bacilli, nine Gram-negative bacilli and two Gram-positive cocci were found
in the untreated PI effluents (Table 3). A total of 7, 11 and 13 bacterial colonies were detected, respectively
from the GW, WGI and PI effluent samples.
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Fig. 1: Bacterial colony counted from the untreated wastewater from grey water (GW-July’15, Nov’15,
Mar’16), wet grinding industry (WGI-Apr’17 to Mar’18) effluents and pickle industry (PI-Jun’19 to
Feb’20, Mar’21 to May’21) effluent during the experimental period
Different alphabets in the bar represented the statistically significant (p#0.05, n = 3)

Biochemical test: Totally fourteen biochemical tests were performed for the identification of bacterial
genus and their results were represented in Table 1-3, respectively for the wastewater samples of GW, WGI
and PI. Based on the results, the untreated GW isolate had identified as two Bacillus sp., Pseudomonas sp.,
Micrococcus sp., Staphylococcus sp., Flavobacterium sp. and Escherichia coli (Table 1). Among them, E. coli
produces a green metallic sheen in EMB agar medium.  Two  Pseudomonas  sp.,  two  Staphylococcus  sp.,
two  Bacillus  sp.,  Enterobacter  sp.,  Streptococcus  sp.,  Micrococcus  sp.,  Pediococcus  sp.  and
Lactobacillus sp., were identified from the untreated WGI effluent samples (Table 2). Flavobacterium sp.,
three  Pseudomonas  sp.,  Xanthomonas  sp.,  Enterobacter  sp.,  Citrobacter  sp.,  Klebsiella  sp.,
Staphylococcus sp., Micrococcus sp., Citrobacter sp., Enterobacter sp. and Serratia sp., were detected from
the effluent of PI (Table 3).

Isolation  of  fungal  colonies:  Morphological  characteristic  features  of  isolates  from  untreated  GW,
WGI  and  PI  effluent  samples  also  their  Key  identification  feature  using  the  microscopic  field  have
been shown in Table 4-6. A total of nine fungal colonies were isolated from the untreated GW samples
(Table  4)  and  that  includes  three  morphologically  different  Aspergillus  sp.,  Chrysosporium  sp.,
Rhizopus  sp., Fusarium sp., Mucor sp., Geotrichum sp. and Alternaria sp. In untreated WGI effluent samples
had Mucor sp., Saccharomyces sp. and 2 morphologically different Aspergillus sp. and a total 4 fungal
colonies were frequently isolated during the study period (Table 5). A total of nine fungal colonies
occurred  in  the  untreated  PI  samples  (Table  5)  including  Mucor  sp.,  six  morphological  different
Aspergillus sp. and 2 morphologically different Penicillium sp. (Table 6).

DISCUSSION
Pathogenic microbes play a vital role to deteriorate the biological quality of the effluents. Microbial
isolates from the GW, WGI and PI effluent samples were detected with distinct microbial colonies based
on their nature of effluent composition and also found with different CFU values. This phenomenon is due
to the nature of effluents from the different food industries, clearly indicating the organic substances and
contaminants present in the effluents, supporting the findings of the previous report31. Likewise, the
existence of microorganisms is strongly dependent on the ambient temperature and oxygen level and
nutrients.

https://doi.org/10.3923/rjm.2023.46.56  |               Page 49

12

10

8

6

4

2

0

N
u

m
b

er
 o

f 
b

ac
te

ri
al

 c
o

lo
n

ie
s

(lo
g

C
FU

m
L

)
�
¹

a a a a

b

a

b b
b

b
a

a

a

c

a

b

a a

a

b b
b

c b
a

b
a

Jun. Jul. Aug. Sep. Oct. Nov. Dec. Jan. Feb. Mar. Apr. May

Sampling period

GW
WGI
PI



Res. J. Microbiol., 18 (1): 46-56, 2023

https://doi.org/10.3923/rjm.2023.46.56  |               Page 50

Ta
ble

 1:
 Bi

oc
he

m
ica

l t
es

t c
on

fir
m

ing
 th

e p
re

se
nc

e/
ab

se
nc

e o
f b

ac
te

ria
l s

pe
cie

s o
cc

ur
re

d 
in 

th
e g

re
yw

ate
r s

am
ple

s, 
co

lle
cte

d 
fro

m
 th

e S
TP

, T
hia

ga
ra

jar
 C

oll
eg

e, 
M

ad
ur

ai 
Ox

ida
tio

n f
er

m
en

tat
ion

Tr
ipl

e s
ug

ar
 io

n t
es

t
(p

ar
aff

in)
---

---
---

---
---

---
---

---
---

---
---

---
---

---
---

---
---

--
Gr

am
Ga

s f
or

m
ati

on
Am

yla
se

Pr
ot

ea
se

Ind
ole

M
et

hy
l

VP
Ci

tra
te

H 2
S

Ga
s

Op
en

Cl
os

ed
Ur

ea
se

H 2
S

+/
-&

 sh
ap

e
(la

cto
se

 b
ro

th
)

M
ot

ilit
y 

Ca
tal

ys
t

Ox
idi

ze
ac

tiv
ity

ac
tiv

ity
te

st
re

d 
te

st
te

st
ut

iliz
ati

on
Sla

nt
Bu

tt
pr

od
uc

tio
n

pr
od

uc
tio

n
tu

be
tu

be
pr

od
uc

tio
n

 p
ro

du
cti

on
Ba

cte
ria

+R
od

-
+

+
-

+
+

-
+

-
-

K
A

-
-

-
-

-
-

Ba
cil

lu
s s

p.
+R

od
-

+
+

-
-

+
-

-
-

-
K

A
-

-
-

-
-

-
Ba

cil
lu

s s
p.

+C
oc

ci
-

-
+

+
-

-
-

+
-

-
K

K
-

+
-

-
-

-
M

icr
oc

oc
cu

s s
p.

-R
od

-
-

+
+

-
-

-
-

-
-

K
A

-
-

+
-

-
-

Fla
vo

ba
cte

riu
m

 sp
.

+C
oc

ci
-

-
+

-
+

-
-

+
-

+
K

A
-

-
-

-
-

-
St

ap
hy

lo
co

cc
us

 sp
.

-R
od

-
+

+
+

+
+

+
-

-
-

K
K

-
+

+
-

-
-

Ps
eu

do
m

on
as

 sp
.

-R
od

+
+

+
-

-
-

+
+

-
-

K
A

-
+

-
+

-
-

Es
ch

er
ich

ia
 co

li
K: 

Al
ka

lin
e r

ea
cti

on
 an

d 
A:

 A
cid

 re
ac

tio
n

Ta
ble

 2:
 Bi

oc
he

m
ica

l t
es

t c
on

fir
m

ing
 th

e p
re

se
nc

e/
ab

se
nc

e o
f b

ac
te

ria
l s

pe
cie

s o
cc

ur
re

d 
in 

th
e e

ffl
ue

nt
 sa

m
ple

s, 
co

lle
cte

d 
fro

m
 th

e w
et

 g
rin

din
g 

ind
us

try
Ox

ida
tio

n f
er

m
en

tat
ion

Tr
ipl

e s
ug

ar
 io

n t
es

t
(p

ar
aff

in)
---

---
---

---
---

---
---

---
---

---
---

---
---

---
---

---
---

--
Gr

am
Ga

s f
or

m
ati

on
Am

yla
se

Pr
ot

ea
se

Ind
ole

M
et

hy
l

VP
Ci

tra
te

H 2
S

Ga
s

Op
en

Cl
os

ed
Ur

ea
se

H 2
S

+/
-&

 Sh
ap

e
(la

cto
se

 b
ro

th
)

M
ot

ilit
y 

Ca
tal

ys
t

Ox
idi

ze
ac

tiv
ity

ac
tiv

ity
te

st
re

d 
te

st
te

st
ut

iliz
ati

on
Sla

nt
Bu

tt
pr

od
uc

tio
n

pr
od

uc
tio

n
tu

be
tu

be
pr

od
uc

tio
n

pr
od

uc
tio

n
Ba

cte
ria

 
+R

od
-

+
+

-
+

+
-

+
-

-
K

A
-

-
-

-
-

-
Ba

cil
lu

s s
p.

+C
oc

ci
-

-
+

+
-

-
-

+
-

-
K

K
-

+
-

-
-

-
M

icr
oc

oc
cu

s s
p.

+C
oc

ci
-

-
+

-
+

-
-

+
-

+
K

A
-

-
-

-
-

-
St

ap
hy

llo
co

cc
us

 sp
.

+C
oc

ci
-

-
+

-
+

+
-

+
-

+
A

K
-

+
-

+
-

-
Pe

di
oc

oc
cu

s s
p.

-R
od

-
+

+
+

+
+

+
-

-
-

K
K

-
+

+
-

-
-

Ps
eu

do
m

on
as

 sp
.

+R
od

-
-

-
-

+
+

-
+

+
+

K
A

-
-

-
-

-
-

Ba
cil

lu
s s

p.
+C

oc
ci

-
-

+
-

+
+

-
-

-
+

K
A

-
-

-
-

-
-

St
ap

hy
llo

co
cc

us
 sp

.
-R

od
-

+
+

-
-

+
-

-
+

-
K

K
-

-
-

-
-

En
te

ro
ba

cte
r s

p.
+R

od
-

-
+

-
-

-
-

-
-

-
A

A
-

-
-

-
-

-
La

cto
ba

cil
lu

s s
p.

+C
oc

ci
-

-
+

-
-

-
-

+
-

+
K

A
+

-
+

+
-

-
St

re
pt

oc
oc

cu
s s

p.
-R

od
-

+
+

+
+

+
+

-
-

-
K

K
+

-
+

-
+

-
Ps

eu
do

m
on

as
 sp

.
K: 

Al
ka

lin
e r

ea
cti

on
 an

d 
A:

 A
cid

 re
ac

tio
n



Res. J. Microbiol., 18 (1): 46-56, 2023

https://doi.org/10.3923/rjm.2023.46.56  |               Page 51

Ta
ble

 3:
 Bi

oc
he

m
ica

l t
es

t c
on

fir
m

ing
 th

e p
re

se
nc

e/
ab

se
nc

e o
f b

ac
te

ria
l s

pe
cie

s o
cc

ur
re

d 
in 

th
e e

ffl
ue

nt
 sa

m
ple

s, 
co

lle
cte

d 
fro

m
 th

e p
ick

le 
ind

us
try

Ox
ida

tio
n f

er
m

en
tat

ion
Tr

ipl
e s

ug
ar

 io
n t

es
t

(p
ar

aff
in)

---
---

---
---

---
---

---
---

---
---

---
---

---
---

---
---

---
--

Gr
am

Ga
s f

or
m

ati
on

Am
yla

se
Pr

ot
ea

se
Ind

ole
M

et
hy

l
VP

Ci
tra

te
H 2

S
Ga

s 
Op

en
Cl

os
ed

Ur
ea

se
H 2

S
+/

-&
 sh

ap
e

(la
cto

se
 b

ro
th

)
M

ot
ilit

y
Ca

tal
ys

t
Ox

idi
ze

ac
tiv

ity
ac

tiv
ity

te
st

re
d 

te
st

te
st

ut
iliz

ati
on

Sla
nt

Bu
tt

pr
od

uc
tio

n
 p

ro
du

cti
on

tu
be

tu
be

pr
od

uc
tio

n
 p

ro
du

cti
on

Ba
cte

ria
+C

oc
ci

-
-

+
-

-
-

-
+

+
+

K
A

-
-

-
+

-
-

St
ap

hy
lo

co
cc

us
 sp

.
-R

od
-

-
+

+
-

-
-

-
-

-
K

A
-

-
+

-
-

-
Fla

vo
ba

cte
riu

m
 sp

.
-R

od
-

+
+

+
+

+
+

-
-

-
K

A
-

+
+

-
-

-
Ps

eu
do

m
on

as
 sp

.
-R

od
-

+
+

+
-

-
+

-
-

-
K

A
-

+
-

-
-

-
Ps

eu
do

m
on

as
 sp

.
+C

oc
ci

-
-

+
-

-
-

-
-

-
-

K
A

-
-

-
-

-
-

M
icr

oc
oc

cu
s s

p.
-R

od
+

-
+

-
+

+
-

+
+

-
A

A
-

-
+

-
+

-
Kl

eb
sie

lla
 sp

.
-R

od
+

+
+

-
-

-
-

+
-

-
A

A
-

-
-

-
-

-
En

te
ro

ba
cte

r s
p.

-R
od

-
+

+
-

-
+

-
-

-
-

K
A

-
-

-
-

+
-

Xa
nt

ho
m

on
as

 sp
.

-R
od

-
+

+
-

+
-

-
-

-
-

A
A

-
-

-
+

-
-

Ps
eu

do
m

on
as

 sp
.

+R
od

-
-

+
+

+
+

-
+

-
-

K
A

-
-

+
-

-
-

Ba
cil

lu
s s

p.
-R

od
-

+
+

+
-

+
-

-
+

-
K

A
-

-
+

-
+

-
Se

rra
tia

 sp
.

+R
od

-
+

+
-

-
+

-
-

-
-

K
A

-
-

-
-

-
-

Ba
cil

lu
s s

p.
-R

od
-

-
+

-
-

-
-

+
+

+
A

A
-

+
-

-
-

-
Ci

tro
ba

cte
r s

p.
K: 

Al
ka

lin
e r

ea
cti

on
 an

d 
A:

 A
cid

 re
ac

tio
n

Ta
ble

 4:
 M

or
ph

olo
gic

al 
ch

ar
ac

te
ris

tic
s o

f f
un

ga
l is

ola
te

s f
ro

m
 g

re
yw

ate
r

Ge
ne

ra
Co

lon
y m

or
ph

olo
gy

Ke
y i

de
nt

ific
ati

on
 fe

atu
re

 us
ing

 th
e m

icr
os

co
pic

 fie
ld

As
pe

rg
illu

s s
p.

Co
lon

ies
co

ns
ist

ed
 w

ith
 w

hit
e b

as
al 

m
yc

eli
a, 

co
ve

re
d 

by
Ra

dia
te

 co
nid

ial
 he

ad
s a

re
 b

ro
ad

, g
lob

os
e, 

da
rk 

br
ow

n a
nd

 sp
litt

ing
 in

to
 m

an
y l

oo
se

 co
lum

ns
 at

 la
te

r s
tag

es
.

bla
ck

 co
nid

ial
 he

ad
s a

t la
te

r s
tag

es
Sm

oo
th

-w
all

ed
 co

nid
iop

ho
re

 st
ipe

s, s
ep

tat
e, 

br
ow

n t
o b

lac
k c

olo
ur

ed
 ve

sic
le.

 Bi
se

ria
te

, g
lob

os
e a

nd
 m

et
ula

e f
ou

nd
 w

ith
ro

ug
h w

all
s p

hia
lid

es
As

pe
rg

illu
s s

p.
Co

lon
ies

 w
as

 g
ra

nu
lar

, fl
at,

 o
fte

n w
ith

 ra
dia

l g
ro

ov
es

. In
itia

l it
 lo

ok
s

Co
nid

ial
 he

ad
s w

er
e t

yp
ica

lly
 ra

dia
te

 an
d 

sp
litt

ing
 to

 fo
rm

 lo
os

e c
olu

m
ns

 in
 la

te
r s

tag
e. 

Co
nd

ium
 ar

e g
lob

os
e t

o
ye

llo
w 

co
lou

r b
ut

 qu
ick

ly 
it c

ha
ng

ed
 th

e c
olo

ur
 br

igh
t t

o d
ark

 ye
llo

w 
to

 gr
ee

n
su

bg
lob

os
e, 

pa
le 

gr
ee

n c
olo

ur
, b

ise
ria

te
, s

om
et

im
e u

nis
er

iat
e, 

Co
nid

iop
ho

re
 st

ipe
s w

as
 hy

ali
ne

 an
d 

co
ar

se
ly 

ro
ug

he
ne

d
an

d 
it w

as
 fr

eq
ue

nt
ly 

no
tic

ea
ble

 ne
ar

 th
e v

es
icl

e
As

pe
rg

illu
s s

p.
Co

lon
ies

 ap
pe

ar
ed

 as
 sa

nd
y b

ro
wn

 w
ith

 a 
ye

llo
w 

to
 d

ee
p 

dir
ty 

br
ow

n
Co

nid
ia 

ar
e g

lob
os

e t
o 

ell
ips

oid
al,

 sm
all

, C
on

idi
a w

ith
 b

ise
ria

te
 he

ad
 ha

ve
 a 

m
et

ula
e a

nd
 p

hia
lid

es
Ch

ry
so

sp
or

iu
m

 sp
.

Fu
ng

al 
co

lon
ies

 ap
pe

ar
ed

 a 
gr

an
ula

r, c
ot

to
ny

 an
d 

ra
ise

s f
old

ed
Hy

ph
ae

 se
pt

ate
, C

on
idi

a a
re

 hy
ali

ne
, b

ro
ad

-b
as

ed
, o

ne
-c

ell
ed

 an
d 

sm
oo

th
 w

all
. T

he
se

 co
nid

ia 
we

re
 b

ro
ad

er
 th

an
 th

e
in 

ap
pe

ar
an

ce
. C

olo
nie

s w
as

 w
hit

e c
re

am
 w

ith
 ye

llo
w 

co
lou

r
ve

ge
tat

ive
 hy

ph
ae

 an
d f

or
m

ed
 te

rm
ina

lly
 on

 pe
dic

els
, a

lon
g t

he
 sid

es
 o

f t
he

 hy
ph

ae
 an

d 
int

er
ca

lar
y p

os
itio

ns
. T

he
 co

nid
ia

us
ua

lly
 ha

d 
an

 an
nu

lar
 fr

ill 
wh

ich
 w

as
 ru

m
ina

nt
s o

f t
he

 hy
ph

al 
wa

ll t
ha

t r
em

ain
s a

fte
r d

et
ac

hm
en

t f
ro

m
 th

e h
yp

ha
Rh

izo
pu

s s
p.

Co
lon

ies
 w

as
 d

ev
elo

pe
d 

qu
ick

ly 
an

d 
co

ve
re

d 
an

 ag
ar

 su
rfa

ce
 w

ith
 a 

th
ick

 co
tto

ny
.

St
olo

n, 
pig

m
en

te
d 

rh
izo

ids
, o

ne
 ce

lle
d 

sp
or

an
gio

sp
or

es
, a

po
ph

ys
es

 an
d 

co
lum

en
ee

la 
we

re
 fo

un
d 

co
lla

ps
ed

,
It 

wa
s w

hit
e a

t i
nit

ial
 an

d 
tu

rn
 to

 g
re

y o
r y

ell
ow

ish
 b

ro
wn

 in
 la

te
r s

tag
e d

ue
 to

 sp
or

ula
tio

n
fo

rm
ed

 w
ith

 um
be

re
lla

 sh
ap

ed
 st

ru
ctu

re
Fu

sa
riu

m
 sp

.
Co

lon
ies

 ap
pe

ar
ed

 co
tto

ny
 w

hit
e a

nd
 it 

tu
rn

s a
 p

ink
 co

lou
r i

n l
ate

r s
tag

e
Hy

ph
ae

 w
as

 fo
un

d 
wi

th
 cr

os
s w

all
s a

nd
 w

er
e 

hy
ali

ne
. S

ho
rt 

co
ni

di
op

ho
re

s a
nd

 u
nc

om
pl

ica
te

d.
 S

ick
le 

sh
ap

ed
m

ac
ro

co
nid

ia 
we

re
 la

rg
ely

 fo
un

d
Al

te
rn

ar
ia

 sp
.

Co
lon

y w
as

 fla
t, d

ow
ny

 to
 w

oo
lly

 an
d 

it 
wa

s c
ov

er
ed

 b
y g

ra
yis

h, 
sh

or
t, a

er
ial

Fu
ng

al 
hy

ph
ae

 ha
d 

a s
ep

tat
e a

nd
 b

ro
wn

 in
 co

lou
r. C

on
idi

op
ho

re
s a

lso
 se

pt
ate

 an
d 

br
ow

n i
n c

olo
ur

, s
im

ple
 an

d 
lar

ge
hy

ph
ae

. T
he

 su
rfa

ce
 is

 g
re

yis
h w

hit
e c

olo
ur

 to
 d

ar
k g

re
en

ish
 b

lac
k i

n l
ate

r s
tag

e
co

nid
ia,

 z
ig

za
g 

ap
pe

ar
an

ce
, a

cro
pe

ta
l c

ha
ins

 an
d 

m
ay

 p
ro

du
ce

 g
er

m
 tu

be
s. 

Ov
oid

 to
 o

bc
lav

at
e, 

da
rk

ly 
pig

m
en

te
d,

m
ur

ifo
rm

, s
m

oo
th

M
uc

or
 sp

.
M

yc
eli

a e
m

er
ge

d l
ike

 co
tto

n f
ibr

es
 to

 flu
ffy

. In
itia

lly
 w

hit
e i

n
Br

oa
d a

nd
 no

n-
se

pt
ate

 H
yp

ha
e w

ith
 th

in 
wa

ll s
po

ran
gia

 w
er

e o
bs

er
ve

d. 
Br

ow
n c

olo
ur

 Sp
or

an
gio

ph
or

e f
or

m
s i

nt
o 

lon
g,

co
lou

r a
nd

 tu
rn

s i
nt

o 
gr

ey
ish

 b
ro

wn
 in

 la
te

r s
tag

e
br

an
ch

ed
 sp

he
ric

al 
str

uc
tu

re
Ge

ot
ric

hu
m

 sp
.

Co
lon

ies
 w

as
 em

er
ge

d 
fas

t a
nd

 fla
t h

yp
ha

e w
ith

 w
hit

e t
o 

cre
am

 co
lou

r
Hy

ph
ae

 w
er

e 
hy

ali
ne

, s
ep

ta
te

, b
ra

nc
he

d 
an

d 
br

ea
k u

p 
in

to
 ch

ain
s o

f h
ya

lin
e, 

sm
oo

th
, a

rth
ro

co
nid

ia 
on

e-
ce

lle
d,

su
bg

lob
os

e t
o 

cy
lin

dr
ica

l w
ith

 d
ou

ble
 se

pt
um



Res. J. Microbiol., 18 (1): 46-56, 2023

https://doi.org/10.3923/rjm.2023.46.56  |               Page 52

Ta
ble

 5:
 M

or
ph

olo
gic

al 
ch

ar
ac

te
ris

tic
s o

f f
un

ga
l is

ola
te

s f
ro

m
 w

et
 g

rin
din

g 
ind

us
try

 ef
flu

en
t

Ge
ne

ra
Co

lon
y m

or
ph

olo
gy

Ke
y i

de
nt

ific
ati

on
 fe

atu
re

 us
ing

 th
e m

icr
os

co
pic

 fie
ld

As
pe

rg
illu

s s
p.

Co
lon

ies
co

ns
ist

ed
 w

ith
 w

hit
e b

as
al 

m
yc

eli
a, 

co
ve

re
d

Ra
dia

te
 co

nid
ial

 he
ad

s a
re

 br
oa

d, 
glo

bo
se

, d
ark

 br
ow

n a
nd

 sp
litt

ing
 in

to
 m

an
y l

oo
se

 co
lum

ns
 at

 la
te

r s
tag

es
.

by
 b

lac
k c

on
idi

al 
he

ad
s a

t l
ate

r s
tag

es
Sm

oo
th

-w
all

ed
 co

nid
iop

ho
re

 st
ipe

s, 
se

pt
ate

, b
ro

wn
 to

 b
lac

k c
olo

ur
ed

 ve
sic

le.
 b

ise
ria

te
, g

lob
os

e
an

d 
m

et
ula

e f
ou

nd
 w

ith
 ro

ug
h w

all
s p

hia
lid

es
As

pe
rg

illu
s s

p.
Co

lon
ies

 ap
pe

ar
ed

 as
 sa

nd
y b

ro
wn

 w
ith

 a 
ye

llo
w 

to
 d

ee
p 

dir
ty 

br
ow

n
Co

nid
ia 

ar
e g

lob
os

e t
o 

ell
ips

oid
al,

 sm
all

, C
on

idi
a w

ith
 b

ise
ria

te
 he

ad
 an

d 
se

en
 w

ith
 m

et
ula

e a
nd

 p
hia

lid
es

M
uc

or
 sp

.
M

yc
eli

a e
m

er
ge

d 
lik

e c
ot

to
n f

ibr
es

 to
 flu

ffy
. In

itia
lly

 w
hit

e i
n c

olo
ur

 an
d

Br
oa

d 
an

d 
no

n-
se

pt
ate

 hy
ph

ae
 w

ith
 th

in 
wa

ll s
po

ran
gia

 w
er

e o
bs

er
ve

d. 
Br

ow
n c

olo
ur

tu
rn

s i
nt

o 
gr

ey
ish

 b
ro

wn
 in

 la
te

r s
tag

e
Sp

or
an

gio
ph

or
e f

or
m

s i
nt

o 
lon

g, 
br

an
ch

ed
 sp

he
ric

al 
str

uc
tu

re
Sa

cc
ha

ro
m

yc
es

 sp
.

La
rg

er
 co

lon
ies

 w
ith

 cr
ea

m
y n

atu
re

. C
olo

nie
s w

er
e l

ar
ge

r t
ha

n b
ac

te
ria

l c
olo

nie
s

Sm
all

 ro
un

d 
sh

ap
e c

olo
nie

s o
f s

m
oo

th
 te

xtu
re

 w
ith

 g
lis

te
nin

g 
su

rfa
ce

 en
tir

ely
 el

ev
ate

d 
an

d 
wi

th
 ra

ise
d

m
ar

gin
 al

so
 sm

oo
th

 an
d 

te
xtu

re

Ta
ble

 6:
 M

or
ph

olo
gic

al 
ch

ar
ac

te
ris

tic
s o

f f
un

ga
l is

ola
te

s f
ro

m
 p

ick
le 

ind
us

try
 ef

flu
en

t
Ge

ne
ra

Co
lon

y m
or

ph
olo

gy
Ke

y m
icr

os
co

pic
 fie

ld 
ide

nt
ific

ati
on

 fe
atu

re
s

As
pe

rg
illu

s s
p.

Co
lon

ies
 ap

pe
ar

ed
 as

 d
ee

p 
gr

ee
n w

ith
 ye

llo
w 

co
lou

r i
n t

he
 ce

nt
er

Se
pt

ate
 hy

ph
ae

, ra
dia

te
 co

nid
ial

 he
ad

s w
ith

 lo
os

ely
 co

lum
na

r. S
m

oo
th

 co
nid

iop
ho

re
s f

ou
nd

 w
ith

 g
lob

os
e t

o
su

bg
lob

os
e, 

co
lor

ele
ss 

to
 p

ale
 b

ro
wn

, u
nis

er
iat

e v
es

icl
es

 fo
un

d 
wi

th
 p

hia
lid

es
 co

ve
r o

n t
he

 up
pe

r s
ur

fac
e

M
uc

or
 sp

.
M

yc
eli

a e
m

er
ge

d 
lik

e c
ot

to
ny

 to
 flu

ffy
. In

itia
lly

 w
hit

e i
n c

olo
ur

,
Sp

or
an

gio
ph

or
e l

on
g 

br
an

ch
ed

, s
ph

er
ica

l n
on

-se
pt

ate
 hy

ph
ae

, b
ro

wn
 co

lou
r

it t
ur

ns
 in

to
 g

re
yis

h b
ro

wn
 in

 la
te

r s
tag

e
As

pe
rg

illu
s s

p.
Co

lon
ies

 w
as

 gr
an

ula
r, f

lat
, o

fte
n w

ith
 ra

dia
l g

ro
ov

es
. In

itia
l it

 lo
ok

s
Ra

dia
te

 co
nid

ial
 he

ad
s f

ou
nd

 w
ith

 sp
litt

ing
 to

 lo
os

e c
olu

m
ns

 in
 la

te
r s

tag
e. 

Co
ar

se
ly 

ro
ug

he
ne

d 
co

nd
ium

 w
ith

ye
llo

w 
co

lou
r b

ut
 q

uic
kly

 it 
ch

an
ge

d 
th

e c
olo

ur
 b

rig
ht

 to
 d

ar
k y

ell
ow

 to
 g

re
en

glo
bo

se
 to

 su
bg

lob
os

e s
tru

ctu
re

, p
ale

 g
re

en
 co

lou
r, b

ise
ria

te
 o

r u
nis

er
iat

e a
nd

 fo
un

d 
wi

th
 ne

ar
 th

e v
es

icl
e

As
pe

rg
illu

s s
p.

Co
lon

ies
 w

as
 ty

pic
all

y p
lai

n g
re

en
 w

ith
 a 

da
rk 

re
d-

br
ow

n t
ing

e
Co

nid
ial

 he
ad

s a
re

 co
lum

na
r, g

lob
ula

r, s
m

all
 an

d 
bis

er
iat

e, 
br

ow
nis

h c
olo

ur
, s

m
oo

th
-w

all
ed

 st
ipe

s c
ha

ng
ed

 a
ru

gg
ed

 w
all

 in
 la

te
r s

tag
e

As
pe

rg
illu

s s
p.

Co
lon

y a
pp

ea
re

d 
to

 b
e v

ar
yin

gly
 co

lou
re

d 
fro

m
 p

ale
 g

re
en

, to
 g

re
en

ish
-b

eig
e

Ra
dia

te
 co

nid
iop

ho
re

s a
re

 hy
ali

ne
, s

ep
tat

e, 
pla

e b
ro

wn
, s

m
oo

th
, b

rit
tle

 na
tu

re
. V

es
icl

es
 fo

un
d 

wi
th

 p
hia

lid
es

an
d 

sm
all

, m
et

ula
e

Pe
ni

cil
liu

m
 sp

.
Co

lon
ies

 sh
ow

ed
 fla

t, f
ila

m
en

to
us

 an
d 

ve
lve

ty,
 w

oo
lly

 in
 te

xtu
re

Se
pt

ate
 hy

ph
ae

, c
on

idi
a f

ou
nd

 w
ith

 si
m

ple
, ro

un
d, 

un
ice

llu
lar

, m
et

ula
e f

ou
nd

 w
ith

 fla
sk

-sh
ap

ed
 p

hia
lid

es
wi

th
 o

liv
e g

re
en

 at
 ce

nt
er

 an
d 

wh
ite

 at
 th

e p
er

iph
er

y
an

d 
br

an
ch

ed
As

pe
rg

illu
s s

p.
Co

lon
ies

 co
ns

ist
ed

 w
ith

 w
hit

e b
as

al 
m

yc
eli

a, 
co

ve
re

d 
by

 bl
ac

k c
on

idi
al

Ra
dia

te
 co

nid
ial

 he
ad

s a
re

 br
oa

d, 
glo

bo
se

, d
ar

k b
ro

wn
 an

d 
sp

litt
ing

 in
to

 m
an

y l
oo

se
 co

lum
ns

 at
 la

te
r s

tag
es

.
he

ad
s a

t la
te

r s
tag

es
Sm

oo
th

-w
all

ed
 co

nid
iop

ho
re

 st
ipe

s, 
se

pt
ate

, b
ro

wn
 to

 bl
ac

k c
olo

ur
ed

 ve
sic

le.
 bi

se
ria

te
, g

lob
os

e a
nd

 m
et

ula
e

fo
un

d 
wi

th
 ro

ug
h w

all
s p

hia
lid

es
As

pe
rg

illu
s s

p.
Co

lon
ies

 ap
pe

are
d l

igh
t g

re
en

 co
lou

r w
ith

 flu
ffy

 hy
ph

ae
Hy

ph
ae

 se
pt

ate
 an

d h
yli

ne
. C

on
ida

 fo
un

d w
ith

 si
m

ple
 g

lob
os

e, 
un

ise
ria

te
 an

d 
sp

litt
ing

 to
 fo

rm
 lo

os
e c

olu
m

ns
Pe

ni
cil

liu
m

 sp
.

Co
lon

ies
 w

as
 ap

pe
ar

ed
 b

lue
-g

re
en

 in
 co

lou
r w

ith
 a 

ye
llo

wi
sh

 p
igm

en
t.

Fil
am

en
to

us
 hy

ph
ae

 w
ith

 co
nid

ia,
 co

lor
les

s, 
sle

nd
er

, tu
bu

lar
, b

ra
nc

he
d 

an
d 

se
pt

ate
 hy

ph
ae

. C
on

idi
a f

ou
nd

Pig
m

en
t w

as
 ap

pe
ar

ed
 af

te
r s

ev
er

al 
da

ys
 th

at 
dif

fu
se

 th
ro

ug
ho

ut
 th

e m
ed

ium
wi

th
 lo

ng
, c

ot
to

ny
 o

r f
luf

fy 
in 

te
xtu

re



Res. J. Microbiol., 18 (1): 46-56, 2023

The severely pathogenic nature of Colic bacteria was identified in GW effluent. As this type of microbe is
generally encountered in fecal contaminants and also causes a number of infectious illnesses32,33.
Pseudomonas  species  were  found  as  the  common  biological  indicator  of  the  contaminated  water,
In  this  experiment,  Pseudomonas,  a  potential  contaminant34  was  detected  from  the  two  food
industrial effluents samples (Table 2). Staphylococcus species, a Gram-negative bacteria were frequently
occurred in all three untreated wastewater samples and that isolate was acted as a food poisoning
microbe and considered an opportunistic pathogen in human health problems35. Streptococcus species
were found in WGI effluent. They are considered wastewater indicator organisms36. Flavo bacterium
species were noticed in both GW and PI wastes and this pathogen was previously found in industrial
wastewater37.

The three different Bacillus sp., isolates were found in the WGI effluent sample due to the presence of high
carbohydrate level present in the WGI effluents. Likewise, Bacillus species have a unique starch-degrading
feature, denoted by Yezza et al.38 and Shofiyah et al.39 Some strains of Pediococcus sp., have been found
in the untreated WGI effluent samples during the study period and this result is in accordance with the
similar isolates found as food spoilage properties40. Pseudomonas, Xanthomonas sp. and Citrobacter
species were found most frequently in untreated PI effluent samples, a similar group of microbial
consortium used in the degradation of oil and organic acid-rich effluent41. Aspergillus sp., Penicillium sp.,
Fusarium sp. and yeast are often detected form polluted water environments42 which deteriorate the
biological water quality. Among the three untreated wastewater samples used in this experiment were
enumerated with similar fungal colonies. Larger volumes of yeast colonies were noticed in the WGI
effluent, as it contained higher starch content and yeast colonies fermenting properties, emanating foul
odors.

Biological indicators have received increasing attention in several wastewater treatments and reuse
procedures43. Hence, harmful microbes in the reused wastewater or improperly treated wastewater are
likely to persist in the land and soil environment, which can enter into agricultural edible crops, thereby
getting entered into the food chain. This deleterious effect poses a greater challenge due to domestic and
industrial water pollution. The “Field-to-Fork chain” principle is essential to adapt the proper recycling and
proper monitoring at each stage of water treatment, which will be contributing towards safeguarding
consumers, thereby the outbreaks of food-borne illnesses could be prevented44. Therefore, essential
means of monitoring wastewater from domestic and industries become inevitable to determine the
biological quality, which would help to develop proper management principles and technologies, to
achieve the acceptable water quality.

The complex microbial ecosystems found in the wastewater, are involved in the degradation of organic
matter, nutrient removal and disease surveillance. Microbial community identification can be used to
detect and track the presence of pathogens and indicator organisms in wastewater. However, only a small
fraction of them can be cultured in the laboratory and that restricts the accuracy of microbial
identification. Further, microbes consist of antibiotic-resistant genes and which determine the impact of
wastewater discharges on the spread of resistance in the environment. This information is valuable for
implementing measures to mitigate the spread of antibiotic resistance. It empowers operators and
researchers to optimize treatment processes, enhance water quality and safeguard public health. This
analytical result would be applicable in the devising of a suitable recycling treatment process in the
purification of water, which will serve the precious natural resource of inland fresh water and also in a
cleaner environment and sustainable living.
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CONCLUSION
Untreated GW, WGI and PI effluents contained significant concentrations of harmful bacteria and their CFU
values were investigated. This highlights the need for proper treatment of wastewater before discharge
to prevent contamination and potential health risks. Additionally, Escherichia coli and Staphylococcus
species were discovered in untreated grey water. Both species have to be eliminated through appropriate
recycling. Pathogenic Staphylococcus sp., Staphylococcus sp. and Enterobacter sp., bacteria were present
in untreated WGI effluent. Similar microorganisms, including as Klebsiella sp., Serratia sp. and
Xanthomonas  species,  are  also  found  in  untreated  PI  effluent.  Different  Aspergillus  sp.  and
Penicillum species were found in both food industry effluents. Opportunistic pathogen of Geotrichum sp.,
Fusarium sp., Mucor sp., Alternaria sp., and Rhizopus sp., were found in grey water. These microbes must
be closely monitored before being released into an aquatic habitat on land. Failure to do this could have
serious health consequences for humans and wildlife.
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SIGNIFICANCE STATEMENT 
The microbial community plays a vital role in the biodegradation of pollutants and its composition and
diversity can provide valuable information about the environmental conditions of polluted sites. Microbial
community monitoring and management are essential to prevent the spread of harmful microorganisms
and protect public health also their result is necessarily important to wastewater treatment for the removal
of pathogenic microbes. Thereby, maintaining the biological quality of recycled wastewater has become
the foremost requirement that fulfills the principle of the freshwater management system.
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