








 



 Identification of F. graminearum milRNAs from distantly related 
organisms 





milRNA Target Target protein Target function Enzymes Pathways 

Fgr-
milR414 

Contig 
1374 

High mobility 
group b3 protein 

Chromatin assembly or 
dissemble/nucleic 

– – 

   acid metabolic process   

 
Contig 
2136

 Ring u-box 
domain-
containing 
protein

 

Protein 
degradation/signal 
transduction

 

–
 

–
 

 
Contig 
2184

 Unknown
 

–
 

–
 

–
 

 

Contig 
277

 Nascent 
polypeptide-
associated 
complex

 

Response to stimulus
 

–
 

–
 

  

subunit alpha-like 
protein 4

 
   

 

Contig 
2774

 
Unknown

 

–

 

–

 

–

 

 

Contig 
3094

 
Histone 
deacetylase hdt2

 
Regulation of 
transcription/regulation 
of

 –

 

–

 

   

gene expression, 
epigenetic

 
  

      

Fgr-
milR169m-
3p

 Contig 
665

 

3-Ketoacyl-
synthase 6

 

Fatty acid 
biosynthesis/response to 
stress/

 –

 

–

 

   

developmental process

   

Fgr-
milR5021

 

Contig 
1735

 

hxxxd-type acyl-
transferase-like 
protein

 
Transferase activity

 

EC: 
2.1.1.14

 

Cysteine and 
methionine 
metabolism/

 
     

selenocompound 
metabolism

 
    

EC: 
2.7.7.3

 

Pantothenate and 
CoA biosynthesis

 
 

Contig

 

1888

 

Non-specific 
lipid-transfer 
protein 7

 

Transferase activity

 

EC: 
2.5.1.6

 

Cysteine and 
methionine 
metabolism

 
 

Contig 
2208

 

Ubiquitin-
conjugating 
enzyme e2 19-
like

 
Ubiqutin-dependent 
protein catabolic

 

–

 

–

 

   

process

   

Fgr-
milR5658

 

Contig 
2520

 

Ubiquitin-
specific protease 
family c19-
related

 

Ubiqutin-dependent 
protein catabolic

 

–

 

–

 

  

protein

 

process

   

 

Contig 
896

 

Peptide 
methionine 
sulfoxide 
reductase b2

 

Response to stress

 

–

 

–

 

  

Contig 
1974

 

Gram domain 
family protein

 

Response to biotic and 
abiotic stress

 

–

 

–

 

 






	Page 9
	Page 10
	Page 11
	Page 12
	Page 13
	Page 14
	Page 15
	Page 16
	Page 17
	Page 18

