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Abstract: Diaporthe batatas is one of pathogens causing sweet potato foot rot disease, which is common in the south-
east coastal areas of China in recent years. As the effectors played an important role in the pathogenesis, SignalP 5.0, GPI-

SOM, WoLF PSORT, TMHMM-2.0, EffectorP 3.0 and

5 B 8#7:2022-05-06

BETE  FEH 4 AR AR5 H (CARS-10) other bioinformatic softwares were used to predict and
EEFN N 5(1989-) B INZRZE49 A B 1, BB i, £ analyze the effectors of D. batatas. The results showed that
MFEH 2 i E B AT . (E-mail) tangv0001@ 163.com a total of 359 candidate effectors were screened from the

BIFAEE : FMELR, (E-mail) sunhoujun1980@ 163.com 13 864 proteins in the whole genome of D. batatas. Among
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these effectors, 248 effectors were apoplastic effectors, 68 effectors were cytoplasmic effectors and 43 effectors were dual-lo-
calized (apoplastic/cytoplasmic). The result of signal peptides analysis showed that the lengths of signal peptides were 14—
37 amino acids, and the amino acids with the highest frequency at the position —=3—-+2 of signal peptides cleavage site were
alanine, serine, alanine, alanine, proline, respectively. The 89 candidate effectors were predicted and analyzed to be the
carbohydrate-active enzyme ( CAZyme) through the HMUMER, DIAMOND and eCAMI softwares, and most of them belonged
to glycoside hydrolase (GH). A total of 227 candidate effectors were functionally annotated among the 359 candidate effec-
tors using eggNOG-mapper, mainly involving carbohydrate transport and metabolism, posttranslational modification, protein
turnover, chaperones and other physiological and biochemical processes. The relative expression levels of nine effectors were
tested by qRT-PCR. The results showed that seven of them significantly increased at different infection stages, while two of
them showed no significant change. These results provide a reference for clarifying the function of the effector, analyzing the
pathogenesis of sweet potato foot rot disease, screening new resistant gene and developing specific targeted pesticides.
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Fig.1 The workflow chart of prediction and analysis of the effectors of Diaporthe batatas
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Table 1 Specific primers for qRT-PCR in this study
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Table 2 Different types of CAZyme in the candidate effectors of D. batatas
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Fig.6 Analysis of the types of CAZyme and candidate effectors
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Fig.7 Relative expression levels of nine candidate effectors

genes of D. batatas at different infection stages
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