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Flavobacterium pacificus XN-5" (MK956925)
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Fig. 1 Neighbor -joining phylogenetic tree based on the 16S rRNA gene sequences showing the phylogenetic position of strain XN-5T
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Fig. 2 Cells of strain XN-5"grown at 25 °C on LB as visu-
alized by transmission electron microscopy
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Tab.1 Main characteristics of strain XN-57 compared to the reference strains F. degerlachei and F. frigoris
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GenBank &35 5 VOGZ00000000), H: DNA G+C
BN 34.5% H5 RG5 F KR FT AP
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%2 XN-5" 5ZLLE R F. degerlachei 1 F. frigoris WIS BFES4H 5> 5 BE /R E 9 L ELER
Tab.2 Cellular fatty acid compositions of strain XN-5" and reference strains F. degerlachei  F. frigoris

Ly Sl cgl\iecgérll(.l; fl %T CGfigggﬁ;if74T
T Ak
Cis:0 Tr 1.3 1.1
Cis: 0 1.0 3.8 2.6
2214
is0-Cy;. ¢3-OH Tr Tr Tr
150-C4. ¢3-OH Tr ND ND
i50-Cy5. 03-OH 9.3 3.7 5.1
Cis.02-OH 1.4 1.0 1.0
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150-Cy¢. 03-OH 4.0 2.6 3.5
Ci6: 02-OH Tr Tr Tr
Cis:03-OH 1.7 5.0 2.4
i50-Cy7. ¢3-OH 8.7 3.8 3.6
Ci7.02-OH 1.6 1.5 1.4
Cy7.03-OH Tr Tr Tr
i
anteiso-Ci3. o Tr Tr Tr
i50-C5. ¢ 14.5 7.0 14.2
anteiso-Cs. 12.4 17.1 25.0
150-Cj¢. o Tr 1.2 1.5
i80-Cy7. ¢ Tr 0.2 0.3
anteiso-Cyq. o Tr Tr Tr
A
Ci4. 105¢C Tr Tr Tr
Cis. 106¢ 6.3 3.2 8.9
is0-Cy5.1G 3.7 2.8 3.6
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Ci7.106¢C 3.4 33 1.7
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LRAPRAE
2 Tr 1.1 Tr
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9 4.8 1.3 1.5
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RGP AREDE GLC 708 o LA HFAE 2 075 is0-Cie. 1.1 F1/8E Cra. o 3-OH; ZEA4FAE 3 8 Cis107c Fl/EE Cr 1006 ¢; ZEAFHE 9 A7 iso-Ci7.109 ¢
*H/EJC Cie: 0 10—methyla
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Fig.3 Two-dimensional TLC of polar lipids from strain XN-5" and the two reference strains
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Abstract: Flavobacterium spp. are abundant with a wide distribution. However, new species of Flavobacterium
have not been reported from the deep-sea seamount environment. In 2017, we isolated bacterial strain XN-5" from
the Caroline Seamount waters of the Western Pacific Ocean. Phylogenetic analysis based on 16S rRNA gene se-
quencing showed that strain XN-5" had the highest 16S rRNA gene sequence similarities with the type strains of F.
frigoris LMG 219227 (97.8%) and F. degerlachei LMG 21915" (97.5%). In this study, we carried out polyphasic
taxonomy of strain XN-5", including morphological observations, physiological and biochemical characteristics,
genetic characteristics, fatty acids, and polar lipids. The results showed that strain XN-5" differed in many charac-
teristics from the reference strains, including phylogeny of the 16S rRNA gene, growing temperature, hydrolysis of
starch and casein, the nitrate reduction reaction, o-galactosidase, a-glucosidase, p-glucosidase, assimilation of
L-arabinose, D-mannitol, N-acetyl-glucosamine and potassium gluconate, fermentation of sucrose and arabinose,
and polar lipid and fatty acid composition. Based on the polyphasic taxonomy data, we determined that strain
XN-5T is a new species of Flavobacterium that we called Flavobacterium pacifica sp. nov.
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