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Figure S1. Chemical structures and features of Pentadecenoic acid from Kangiella japonica KMM 
3899 (Data from the dictionary of natural product database) 
 



 

       9-Hexadecenoic acid, methyl ester 

  

 

Figure S2. Chemical structures and features of 9-Hexadecenoic acid, methyl ester from Kangiella 
japonica KMM 3899. (Data from the dictionary of natural product database). 
 
  



 

 

Figure S3. Chemical structures and features of 9-octadecenoic acid from Tritonibacter mobilis 
NBRC101030. (Data from the dictionary of natural product database). 

 



 

           Methyl oleate 

 

Figure S4. Chemical structures and features of Methyl oleate from Tritonibacter mobilis NBRC101030. 
(Data from the dictionary of natural product database). 



 

    Palmitoleic acid 

 

 

Figure S5. Chemical structures and features of palmitoleic acid from Pseudomonas zhaodongensis 
NEAU-STS-21. (Data from the dictionary of natural product database). 

  



 

Table S1: Metabolism-related subsystem categories among Q. pacifica NZ-96T and its closely related 
phylogenetic members. 

 

 

Table S2: Resistance to antibiotics and toxic compounds subsystem categories among Q. pacifica NZ-
96T and its closely related phylogenetic members. 

 

  

   Protein Metabolism 190 177 180
   DNA Metabolism 65 69 68
   RNA Metabolism 30 28 28
   Phosphorus Metabolism 24 21 23
   Sulfur Metabolism 10 7 7
   Nitrogen Metabolism 9 9 10
   Potassium metabolism 7 9 8
   Metabolism of Aromatic Compounds 6 16 7
   Secondary Metabolism 4 4 4
   Iron acquisition and metabolism 1 0 1

346 340 336

Metabolism related subsystem categories

NZ-96T Qipengyuania pelagi JCM 17468 Qipengyuania citrea CGMCC 1.8703
Copper homeostasis 15 13 24
Cobalt-zinc-cadmium resistance 7 7 10
Resistance to fluoroquinolones 2 2 2
Copper homeostasis: copper tolerance 3 0 0
Beta-lactamase 1 1 1
Resistance to chromium compounds 1 2 0
Multidrug Resistance Efflux Pumps 3 3 1
Mercury resistance operon 0 2 1
Mercuric reductase 0 1 1
Invasion and intracellular resistance 12 12 12
Total 44 43 52

Subsystems for "Resistance to antibiotics and toxic compounds"



 

Table S3: Basic local alignment search for NZ-96T-betalactone-like gene cluster (NZ-96T) displayed 
highest sequence homology (~67.6%) with Erythrobacter atlanticus s21-N3. 

 

Query gene Subject gene Identity (%) Blast score Coverage (%) e-value 

qpaBTL-A CP97_RS03070 82.4 238 98.62 7.3E-78 

qpaBTL-B CP97_RS03095 78 860 98.90 4.84e-313 

qpaBTL-C CP97_RS03100 81 746 99.31 1.3E-271 

qpaBTL-D CP97_RS03105 77 256 100.00 4.5E-87 

qpaBTL-E CP97_RS03110 74 589 99.24 5.1E-211 

qpaBTL-F CP97_RS16270 47 79 52.99 3.4E-18 

qpaBTL-G CP97_RS03120 73 833 96.76 3.5E-302 

qpaBTL-H CP97_RS03150 52 296 93.99 6.4E-99 

qpaBTL-L CP97_RS03130 61 303 94.07 2.3E-102 

qpaBTL-L CP97_RS03145 33 111 75.56 1.1E-27 

qpaBTL-M CP97_RS03135 65 371 97.12 1.9E-127 

qpaBTL-N CP97_RS03140 76 531 99.42 7.5E-190 

qpaBTL-O CP97_RS03145 63 256 84.38 1.4E-84 

qpaBTL-X CP97_RS03075 80.2 1291 98.49 0.0E+00 

qpaBTL-Y CP97_RS03085 71 161 83.19 3.3E-51 

Average 67.57 461.4 91.47 2.6E-19 

 

 

 

 

 

 

 

 

 



Table S4: Basic local alignment search for NZ-96T-terpene-like gene cluster showed highest 
sequence similarity (~91.2%) with the Erythrobacter flavus strain KJ5. 

Query gene Subject gene Identity 

(%) 

Blast 

score 

Coverage 

(%) 

e-value 

QpaTrp-A EKJ_RS04395 90 478 100.00 1.66E-171 

QpaTrp-B EKJ_RS04400 75 238 99.47 8.02E-79 

QpaTrp-C EKJ_RS04405 84 267 100.00 1.24E-91 

QpaTrp-D EKJ_RS04410 80 341 100.00 5.10E-119 

QpaTrp-E EKJ_RS04415 92 199 97.44 1.17E-64 

QpaTrp-F EKJ_RS04420 90 662 97.32 2.23E-240 

QpaTrp-G EKJ_RS04425 96 676 100.00 3.03E-244 

QpaTrp-H EKJ_RS04430 90 924 99.81 0.00E+00 

QpaTrp-I EKJ_RS04435 92 1108 100.00 0.00E+00 

QpaTrp-J EKJ_RS04440 96 602 98.50 2.37E-218 

QpaTrp-K EKJ_RS04445 95 376 97.97 3.02E-133 

QpaTrp-L EKJ_RS04450 90 940 96.68 0.00E+00 

QpaTrp-M EKJ_RS04455 99 636 99.49 1.79E-229 

QpaTrp-N EKJ_RS04460 95 374 100.35 1.68E-129 

QpaTrp-O EKJ_RS04465 84 704 100.00 1.64E-255 

QpaTrp-P EKJ_RS04470 76 926 99.84 0.00E+00 

QpaTrp-Q EKJ_RS04475 69 496 99.73 1.23E-174 

QpaTrp-R EKJ_RS13770 83 86 95.92 5.07E-23 

QpaTrp-S EKJ_RS04480 81 800 100.00 1.65E-290 

QpaTrp-T EKJ_RS04485 88 114 100.00 1.23E-33 

QpaTrp-U EKJ_RS04490 96 340 100.00 1.24E-119 

Average 91.2%% 537 99.11% 2.41E-24 

 

 

 

 

 



Table S5: Basic local alignment search for NZ-96T-Hserlactone|Lassopeptide like gene cluster 
showed highest sequence homology (~88% identity) with Citromicrobium sp. JL477. 

Query gene Subject gene Identity 
(%) 

Blast 
score 

Coverage 
(%) 

e-value 

QpaHsLas-A WG74_RS01490 92 114 100.9 6E-31 
QpaHsLas-B WG74_RS01485 79 472 99.8 2E-159 
QpaHsLas-C WG74_RS01480 56 789 98.0 6E-280 
QpaHsLas-D WG74_RS01475 64 313 100.0 2E-100 
QpaHsLas-E WG74_RS01475 61 600 88.1 1E-206 
QpaHsLas-F WG74_RS01470 94 351 93.7 3E-123 
QpaHsLas-G WG74_RS16120 79 386 88.3 1E-134 
QpaHsLas-H WG74_RS01460 100 514 100.0 3E-186 
QpaHsLas-I WG74_RS01455 96 208 100.0 2E-69 
QpaHsLas-J WG74_RS01450 90 283 100.0 6E-98 
QpaHsLas-K WG74_RS01445 99 335 100.0 7E-118 
QpaHsLas-L WG74_RS01440 100 652 100.0 4E-237 

QpaHsLas-
M 

WG74_RS01435 100 221 100.0 1E-74 

QpaHsLas-N WG74_RS01430 100 894 100.0 0E+00 
QpaHsLas-O WG74_RS15850 100 179 100.0 4E-59 
QpaHsLas-P WG74_RS01425 100 213 100.0 3E-71 
QpaHsLas-Q WG74_RS01420 100 240 100.0 6E-82 
QpaHsLas-R WG74_RS15845 99 282 100.0 8E-98 
QpaHsLas-S WG74_RS01410 100 253 100.0 1E-86 
QpaHsLas-T WG74_RS01405 100 726 100.0 2E-266 
QpaHsLas-U WG74_RS01400 100 427 100.0 4E-153 
QpaHsLas-V WG74_RS01395 100 599 100.0 1E-218 

QpaHsLas-
W 

WG74_RS01390 99 394 100.0 3E-140 

QpaHsLas-X WG74_RS01385 100 830 100.0 9E-306 
QpaHsLas-Y WG74_RS01380 79 392 101.7 2E-138 
QpaHsLas-Z WG74_RS01370 63 491 99.0 1E-171 
QpaHsLas-a WG74_RS01365 98 451 100.0 1E-161 

Average 88.0 430.0 98.9 2.21E-32 

 

 

 


