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INTRODUCTION ~ RESULTS&DISCUSSION

O Sugarcane (Saccharum officinarum L.) is a crucial crop A
contributing significantly to the economy and industries of
the Philippines. However, its productivity is threatened by e ,, N ; : e
ringspot disease, caused by Epicoccum sorghinum, which |
negatively affects growth and yield.

O One of the biological controls utilized to control plant —
diseases is endophytic bacteria. These bacteria directly @ ’
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U To characterize the species of endophytic bacteria through 000 - 0.0
morpho-cultural  characterization and Gram staining S et ocutton > Dayshftermoculation
analysis; .
0 To identify the species of endophytic bacteria using « The results revealed that Burkholderia gladioli (Camingawan) exhibited the highest inhibition in the

molecular characterization through Polymerase Chain DCA (57.79%), followed by Stenotrophomonas rhizophila (Oringao) (16.55%)

Reaction (PCR) and Phylogenetic Analysis. « In VCA, Bacillus pumilus (Binicuil) was the most T ————————————
A effective, showing a 49.56% inhibition rate. IDENTIFICATION OF ENDOPHYTES
METHOD

DNA sequencing identified B2-CS as

1. Sample > Culture Media 3 lsolation of Plant CHARACTERIZATION OF ENDOPHYTES Burkholderia  gladioli,  B4-ORS  as

Collection Preparation Pathogens and Table 1. Cultural Charzeterization of Endophytic Bacteriz Stenotrophomonas  rhizophila, and B5-BS
: : Bacteria code Colony color  Elevation Margin  Opacity  Conmsistency Surface as Bacillus pumilus. The analysis also
Endophytic Bacteria . .
BL.I3 ~ Cream Raused  Enfre  Trmshicent Butyous  Smooth confirmed that the sugarcane ringspot
4 - \ : B1-C3 Pale yellow  Rased Enfire  Translucent Bufyrous — Rough th d Epi hi
D A B3.0S  Paleyellow  Raised  Erose  Tramslwcent Mucoid  Wrinkle pathogen used was Epicoccum sorghinum.
- 54 B4-OR5 White Comvex  Erose Translucent Mucoid Rough =
, S 3 A B3-B& Cream Comvex  filamentous Translocent  Butvrous Smooth P HYLO G ENETI C AN ALYS | S
= Tahle 2. Mu:phn]u}g[tal Charactanization DfEﬂl:l-Dph}‘hl: Bactaria — NR 102890.1 Burkholderia lata strain 383 16S ribosomal RNA partial sequence
Eﬂt‘l‘ﬁl‘iﬂ I:ﬂl]E E‘fﬂm Stﬂj]ling ShﬂpE Fm o S KT159931.1 Burkholderia paludi in MSh1 16S rib | RNA ial
E 1 _TE : Ea,:]_]],ﬂ EpmdlE .1 Burkholderia paludis strain ribosomal gene partial sequence
. EE ":E - E E.E]]JUE Eplﬂl:ll.E NR 042636.1 Burkholderia metallica strain R-16017 16S ribosomal RNA partial sequence
6 . G ram Sta NN g 5 . D CA an d VCA 4 . P ure C u Itu re ReVIVaI Bi-0%8 - Bacillus spmdle NR 136495.1 Burkholderia stagnalis strain LMG 28156 16 ribosomal RNA partial sequence
S et- U p E"‘LﬂE.E - ':CII'."'EUE P.Imlzﬁfﬂ[m NR 043552.1 Burkholderia oklahomensis C6786 16S ribosomal RNA partial sequence
B3-BS + Bacilhs spmdle
NR 118637.1 Burkholderia rinojensis strain A396 16S ribosomal RNA partial sequence
° E N d (0] p hyti C B a Cte ri a ( B 1 —TS ) or Ta g u ko N 100 —— MW320460.1 Burkholderia gladioli strain 98 16S ribosomal RNA gene partial sequence
and B5-BS or Binicuil are gram-positive, "l cs
Wh i I e Bz 'C S y B 3-0 S a n d B4-O RS a re * —— Mz664043.1 Burkholderia plantarii strain M1-8 16S ribosomal RNA gene partial sequence
g ram-n eg ative ] Wh | I e | nNns h a p e, fO m, an d 100 L NR 113629.1 Burkholderia gladiol strain NBRC 13700 16S ribosomal RNA partial sequence
V Oth e r CU ItU ra I Ch a ra Cte ri Sti CS y Va ri ati 0 n S — NR 116793.1 Stenotrophomonas pavanii strain ICB 89 16S ribosomal RNA partial sequence
7 . M O I eCU I a r We re O bse rved . ®L_ NR 112030.1 Stenotrophomonas maltophilia strain ATCC 13637 16S ribosomal RNA partial sequence
C h a ra Cte ri Zati O n OM971222.1 Stenotrophomonas bentonitica strain CS3KG3LA150 16S ribosomal RNA gene partial sequence
K. rf — KX082814.1 Stenotrophomonas rhizophila strain PM-1 16S ribosomal RNA gene partial sequence
InNowve "L arons
5 C i 9 nri f i C NR 181686.1 Microbacterium stercoris strain NEAU-LLB 16S ribosomal RNA partial sequence
W e U n d e r S t a n d y O U r r e S e a r C h ? : J ! . ‘. JX680066.1 Bacillus xiamenensis strain MCCC 1A00008 16S ribosomal RNA gene partial sequence
Ki n Ovett S e q u e n Ci n g | n C . = m MN866019.1 Bacillus stratosphericus strain MB25 16S ribosomal RNA gene partial sequence
—.‘ - NR 118439.1 Bacillus aerius strain 24K 16S ribosomal RNA partial sequence
C O N C L U S I 0 N NR 042337.1 Bacillus altitudinis 41KF2b 16S ribosomal RNA partial sequence
OP143723.1 Bacillus australimaris strain CK11 16S ribosomal RNA gene partial sequence
Th e D u a | C u Itu re Assay S h Owed Bz-CS a n d B4-O RS aS eﬁeCtlve ON786653.1 Bacillus zhangzhouensis strain WEP 11 BC 11.2 16S ribosomal RNA gene partial sequence
e n d O p h yti C ba Cte ri a ag a i n St ri n g S pOt d i Seas e ) Wh i I e th e VO I ati I e MN032420.1 Bacillus safensis subsp. safensis strain YBB5 16S ribosomal RNA gene partial sequence
Compound Assay identiﬁed B5-BS aS eﬁeCtive' MorphOCUItural and Figure 3- MorphO-CUItu ral and gram — KM068045.1 Bacillus pumilus strain Van35 16S ribosomal RNA gene partial sequence
Gram staining revealed two Gram-positive and three Gram-negative staining analysis of five (5) endophytes. o
isolates. Molecular analysis identified B2-CS, B4-ORS, and B5-BS as Figure 4. Phylogenetic tree of B2-CS, B4-0RS, and B5-
Burkholderia gladioli, Stenotrophomonas rhizophila, and Bacillus BS species based on their Ribosomal RNA (rRNA) gene
pumilus, respectively. sequence. Sequences were aligned through BLAST, and
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