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Abstract

Recently, the new discovered Cyathea lepifera languorous disease has caused huge
amounts of Cyathea lepifera languor to death in Taiwan. Prevention of this disease has
become an urgent problem to solve. In recent studies, the pathogen has been confirmed as a
new genus of fungus which was named Ophiodiaporthe cyatheae sp. nov. Our research
focuses on bio-control of this disease by bio-interactions, searching for antagonistic germs

and actually applying these germs based on their properties.

Due to the differences between materials and operating, the experiments can be
separated into two catalogs, antagonistic germs of bacteria and fungi. We have successfully
separated several potential antagonistic germs. From the bacteria aspect, we found and
confirmed a bacterium named Burkholderia gladioli, which inhibits the pathogen greatly.
However, the safety of this bacterium is still under suspect, leaving problems to solve. On
the other hand, antagonistic fungi can defeat the pathogen by hyperparasitism and the rapid
growth. By comparing the speed of destroying the pathogens, the most powerful and
appropriate antagonistic germ can be filtered, which can further be used in actual field

processing.
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Sequences producing significant ali ts:
Accession Description ﬁ ‘ ;’g.:traé ‘ mgﬁ o _\@ ‘ t
CP002599.1 | Burkholderia gladioli BSR3 chromosome 1, complete sequenc 1799 1883 90% 0.0
CP001503.2 | Burkholderia glumae BGR1 chromosome 1, complete sequenc 1385 1474 90% 0.0
AY996876.1 | Burkholderia multivorans strain FCF11 GyrB (gyrB) gene, par 1236 1236 85% 0.0
CPD00570.1 | Burkholderia pseudomallei 668 chromosome I, complete sequ 1234 1317 79% 0.0
CP0O00086.1 | Burkholderia thailandensis E264 chromosome 1, complete se. 1230 1313 4% 0.0

Sequences producing significant ali ts:

Accession Description ;gﬁ ‘ ;—g% ‘ mgﬁ e ‘ _\@ ‘
CP002589.1 | Burkholderia gladicli BSR3 chromosome 1, complete sequenc 2017 2090 92% 0.0
CP001503.2 | Burkholderia glumae BGR1 chromosome 1, complete sequen¢ 1618 1686 92% 0.0
AY096876.1 | Burkholderia multivorans strain FCF11 GyrB (gyrB) gene, par 1424 1424 92% 0.0
CPD00570.1 | Burkholderia pseudomallei 668 chromosome I, complete seqr 1419 1490 92% 0.0
AY987924.1 | Burkholderia dolosa strain LMG 18942 GyrB (gyrB) gene, par 1413 1413 92% 0.0

Sequences producing significant ali ts:

Accession ‘ Description s'go%r: ‘ ;—% ‘ mgﬁ - ‘ —"va%& ‘
CP002599.1 | Burkholderia gladicli BSR3 chromosome 1, complete sequeng 1807 1891 91% 0.0
CP001503.2 | Burkholderia glumae BGR1 chromosome 1, complete sequeng 1419 1498 91% 0.0
CP0O00570.1 | Burkholderia pseudomallei 668 chromosome I, complete seq 1254 1337 84% 0.0
CP0O00086.1 | Burkholderia thailandensis E264 chromosome I, complete se 1254 1337 84% 0.0
CP003781.1 Burkholderia pseudomallei BPC006 chromosome I, complete 1249 1331 84% 0.0

Sequences producing significant ali ts:

Accession ‘ Description s'go%rxe ‘ ;—c‘))o:traelz ‘ C‘?ﬁ = _\@ ‘
CP002599.1  Burkholderia gladioli BSR3 chromosome 1, complete sequenc 1982 1982 93% 0.0
CP001503.2  Burkholderia glumae BGR1 chromosome 1, complete sequenc 1567 1567 91% 0.0
AB220893.1 | Burkholderia gladioli gyrB for DMA gyrase subunit B, partial ¢ = 1406 1406 62% 0.0
AB190639.1  Burkholderia gladioli gene for DNA gyrase subunit B, partial ¢ 1400 1400 52% 0.0

AB239178.1 Burkholderia gladicli gyrB gene for DNA gyrase subunit B, pa 1385 1395 62% 0.0

Sequences producing significant 5z
Accession Description ;gﬁ ‘ ;—ﬁi ‘ oog_r!\.rl;a - _\@ ‘
CP002599.1 | Burkholderia gladioli BSR2 chromosome 1, complete sequenc 1733 1817 86% 0.0
CP001503.2 | Burkholderia glumae BGR1 chromosome 1, complete sequen¢ 1384 1452 86% 0.0
CP000570.1 | Burkholderia pseudomallei 668 chromosome I, complete seq 1266 1348 78% 0.0
CP003781.1 | Burkholderia pseudomallei BPC006 chromosome I, complete 1260 1342 78% 0.0
1260 1342 78% 0.0

CP000124.1 | Burkholderia pseudomallei 1710b chromosome I, complete s¢
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li ts:

Sequences producing significant
- - - Max Total Query . E ax
Accession Description S eroTe ‘ cirmne e ident
CP002599.1  Burkholderia gladicli BSR3 chromosome 1, complete sequenc 1792 1876 86% 0.0 97%
CP001503.2  Burkholderia glumae BGR1 chromosome 1, complete sequenc 1415 1494 86% 0.0 91%
CP000570.1 | Burkholderia pseudomallei 668 chromosome I, complete sequ 1266 1348 86% 0.0 8%
CP000086.1 | Burkholderia thailandensis E264 chromosome I, complete se 1266 1348 86% 0.0 88%
CP003781.1 | Burkholderia pseudomallei BPC006 chromosome I, complete 1254 1337 86% 0.0 8%
Sequences producing significant ali ts:
. P Max Total Query . E ax
Accession Description ‘ R ‘ o ‘ coverage |—value ‘ e
CP002598.1 | Burkholderia gladicli BSR2 chromosome 1, complete sequence 1792 1876 6% 0.0 97%
CPO01503.2 | Burkholderia glumae BGR1 chromosome 1, complete sequence 1415 1494 0.0 Q1%
CP000570.1  Burkholderia pseudomallei 668 chromosome I, complete sequence 1266 1348 0.0 88%
CP000086.1 | Burkholderia thailandensis E264 chromosome I, complete sequence 1266 1348 0.0 88%
CP003781.1 | Burkholderia pseudomallei BPCO06 chromosome I, complete sequence 1254 1337 0.0 88%
Sequences producing significant ali ts:
. P Max Total Query . E Max
ETESTDL BESTIIITL score score ‘ coverage |—value ident
CP002599.1  Burkholderia gladioli BSR3 chromosome 1, complete sequeng 1885 1885 89% 0.0 98%
CP001503.2 Burkholderia glumae BGR1 chromosome 1, complete sequeng 1502 1502 89% 0.0 92%
AB220893.1 Burkholderia gladicli gyrB for DNA gyrase subunit B, partial ¢ 1406 1406 63% 0.0 99%
AB190639.1 | Burkholderia gladicli gene for DNA gyrase subunit B, partial ¢ 1400 1400 63% 0.0 99%
AB239178.1 | Burkholderia gladicli gyrB gene for DNA gyrase subunit B, pa 1395 1385 63% 0.0 99%
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