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ABSTRAK 
 

IDENTIFIKASI CENDAWAN PATOGEN PENYEBAB HAWAR DAN 
BERCAK DAUN PADA Eucalyptus camaldulensis BERDASARKAN 

WILAYAH RIBOSOMAL DNA (rDNA) DALAM RANGKA 
MENINGKATKAN BIOSEKURITI HUTAN DI INDONESIA 

 
Eucalyptus telah banyak dibudidayakan karena pemanfaatannya dalam industri 
pulp and paper, namun menghadapi ancaman penyakit seperti hawar dan bercak 
daun. Pemanfaatan berbagai spesies Eucalyptus, salah satunya Eucalyptus 
camaldulensis, penting untuk menjaga keberlanjutan hutan tanaman industri di 
masa mendatang. Penelitian ini bertujuan untuk mengidentifikasi cendawan yang 
berasosiasi dengan gejala hawar dan bercak daun pada E. camaldulensis untuk 
mencegah kerugian akibat serangan patogen dan meningkatkan biosekuriti hutan. 
Metode yang digunakan adalah Polymerase Chain Reaction (PCR) dan 
sekuensing menggunakan marka molekuler DNA ribosom antara lain Internal 
Transcribed Spacer (ITS), Large Subunit Ribosomal-DNA (LSU), dan Small 
Subunit Ribosomal-DNA (SSU). Analisis penyejajaran sekuen dilakukan 
menggunakan program Basic Local Alignment Search Tool for nucleotide 
(BLASTn) dengan membandingkan sekuen pada database GenBank dan analisis 
filogenetik multigen dilakukan dengan metode Maximum Likelihood (ML) 
menggunakan program MEGA11. Hasil penelitian ini menunjukkan sebanyak 7 
dari 9 isolat teridentifikasi sebagai Diaporthe sp., 1 isolat teridentifikasi sebagai 
Aspergillus fumigatus, dan 1 isolat teridentifikasi sebagai Remotididymella sp.. 
Ketiga genus yang diisolasi termasuk dalam divisi Ascomycota. 
 
Kata kunci: pohon filogenetik, Diaporthe sp., Aspergillus fumigatus, 
Remotididymella sp. 
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ABSTRACT 
 

IDENTIFICATION OF PATHOGENIC FUNGUS CAUSING BLIGHT AND 

LEAF SPOT ON Eucalyptus camaldulensis BASED ON RIBOSOMAL 

DNA (rDNA) REGIONS TO IMPROVE FOREST BIOSECURITY IN 

INDONESIA 

 
Eucalyptus has been widely cultivated for its utilisation in the pulp and paper 
industry, but faces the threat of diseases such as blight and leaf spot. The utilisation 
of various Eucalyptus species, including Eucalyptus camaldulensis, is important to 
maintain the sustainability of industrial plantations in the future. This study aims to 
identify fungi associated with blight and leaf spot symptoms on E. camaldulensis 
to prevent losses due to pathogen attacks and improve forest biosecurity. The 
method used was Polymerase Chain Reaction (PCR) and sequencing using 
molecular markers of ribosomal DNA including Internal Transcribed Spacer (ITS), 
Large Subunit Ribosomal-DNA (LSU), and Small Subunit Ribosomal-DNA (SSU). 
Sequence alignment analysis was performed using the Basic Local Alignment 
Search Tool for nucleotide (BLASTn) program by comparing sequences in the 
GenBank database and multigene phylogenetic analysis was performed using the 
Maximum Likelihood (ML) method using the MEGA11 program. The results of this 
study showed that 7 out of 9 isolates were identified as Diaporthe sp., 1 isolate 
was identified as Aspergillus fumigatus, and 1 isolate was identified as 
Remotididymella sp.. The three isolated genera belong to the Ascomycota division. 

 
Keywords: phylogenetic tree, Diaporthe sp., Aspergillus fumigatus, 
Remotididymella sp. 
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