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Table S1.  Statistical information regarding the distribution of Micromonospora and 
Micromonospora_E BGCs by the distance of the BGC to the closest GCF in BiG-SLiCE (T=900, 
GCFs=29,955). Mann-Whitney U-test results are reported as well. 

Statistics: Micromonospora: Micromonospora_E: 
Mean: 1006.01 1174.01 

Median: 908 1004 
Standard Deviation: 486.34 555.8 

Standard Error: 20.37 45.84 
P-value: 6.842e-04 
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    Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance. 
    Each dot represents an individual BGC. Distance between BGCs is associated with GCFs in BiG-SLiCE they were most similar to.
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    Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance. 
    Each dot represents an individual BGC. Distance between BGCs is associated with GCFs in BiG-SLiCE they were most similar to.
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    Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance. 
    Each dot represents an individual BGC. Distance between BGCs is associated with GCFs in BiG-SLiCE they were most similar to.
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    Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance. 
    Each dot represents an individual BGC. Distance between BGCs is associated with GCFs in BiG-SLiCE they were most similar to.
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    Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance. 
    Each dot represents an individual BGC. Distance between BGCs is associated with GCFs in BiG-SLiCE they were most similar to.
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    Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance. 
    Each dot represents an individual BGC. Distance between BGCs is associated with GCFs in BiG-SLiCE they were most similar to.
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    Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance. 
    Each dot represents an individual BGC. Distance between BGCs is associated with GCFs in BiG-SLiCE they were most similar to.
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    Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance. 
    Each dot represents an individual BGC. Distance between BGCs is associated with GCFs in BiG-SLiCE they were most similar to.

18

1500

1000

500

0

500

1000

1500

2000

C
o

o
rd

in
a

te
 2

Figure S8 :
    
    
    



2000 1000 0 1000 2000
Coordinate 1

    
    

    Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance. 
    Each dot represents an individual BGC. Distance between BGCs is associated with GCFs in BiG-SLiCE they were most similar to.
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    Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance. 
    Each dot represents an individual BGC. Distance between BGCs is associated with GCFs in BiG-SLiCE they were most similar to.
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    Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance. 
    Each dot represents an individual BGC. The hue and size of the dots were scaled based on the average distance of

    the individual BGC, across the entire dataset, to the closest 3 GCFs in BiG-SLiCE (T=900).
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    Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance. 
    Each dot represents an individual BGC. The hue and size of the dots were scaled based on the average distance of

    the individual BGC, across the entire dataset, to the closest 3 GCFs in BiG-SLiCE (T=900).
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    Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance. 
    Each dot represents an individual BGC. The hue and size of the dots were scaled based on the average distance of

    the individual BGC, across the entire dataset, to the closest 3 GCFs in BiG-SLiCE (T=900).
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    Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance. 
    Each dot represents an individual BGC. The hue and size of the dots were scaled based on the average distance of

    the individual BGC, across the entire dataset, to the closest 3 GCFs in BiG-SLiCE (T=900).
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    Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance. 
    Each dot represents an individual BGC. The hue and size of the dots were scaled based on the average distance of

    the individual BGC, across the entire dataset, to the closest 3 GCFs in BiG-SLiCE (T=900).
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    Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance. 
    Each dot represents an individual BGC. The hue and size of the dots were scaled based on the average distance of

    the individual BGC, across the entire dataset, to the closest 3 GCFs in BiG-SLiCE (T=900).
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    Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance. 
    Each dot represents an individual BGC. The hue and size of the dots were scaled based on the average distance of

    the individual BGC, across the entire dataset, to the closest 3 GCFs in BiG-SLiCE (T=900).
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    Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance. 
    Each dot represents an individual BGC. The hue and size of the dots were scaled based on the average distance of

    the individual BGC, across the entire dataset, to the closest 3 GCFs in BiG-SLiCE (T=900).
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    Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance. 
    Each dot represents an individual BGC. The hue and size of the dots were scaled based on the average distance of

    the individual BGC, across the entire dataset, to the closest 3 GCFs in BiG-SLiCE (T=900).
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    Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance. 
    Each dot represents an individual BGC. The hue and size of the dots were scaled based on the average distance of

    the individual BGC, across the entire dataset, to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance. 
        Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Terpene BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance. 
        Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Terpene BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance. 
        Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Terpene BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance. 
        Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Terpene BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using l2 pairwise distance. 
        Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Terpene BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance. 
        Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Terpene BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance. 
        Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Terpene BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance. 
        Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Terpene BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance. 
        Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between PKS-1 BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance. 
        Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between PKS-1 BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance. 
        Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between PKS-1 BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance. 
        Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between PKS-1 BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using l2 pairwise distance. 
        Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between PKS-1 BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance. 
        Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between PKS-1 BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance. 
        Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between PKS-1 BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance. 
        Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between PKS-1 BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance. 
        Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between RIPP BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance. 
        Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between RIPP BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).

48

0.00100

0.00075

0.00050

0.00025

0.00000

0.00025

0.00050

0.00075

0.00100

C
o

o
rd

in
a

te
 2

Figure S38 :
        
        
        



0.5 0.0 0.5 1.0 1.5
Coordinate 1

        
        

        Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance. 
        Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between RIPP BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance. 
        Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between RIPP BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using l2 pairwise distance. 
        Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between RIPP BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance. 
        Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between RIPP BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance. 
        Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between RIPP BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance. 
        Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between RIPP BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance. 
        Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between PKS-Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance. 
        Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between PKS-Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance. 
        Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between PKS-Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance. 
        Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between PKS-Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using l2 pairwise distance. 
        Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between PKS-Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance. 
        Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between PKS-Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance. 
        Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between PKS-Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).

61

1500

1000

500

0

500

1000

1500

2000

C
oo

rd
in

at
e 

2
Figure S51 :

        
        
        



0.8 0.6 0.4 0.2 0.0 0.2
Coordinate 1

        
        

        Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance. 
        Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between PKS-Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance. 
        Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Siderophore BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance. 
        Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Siderophore BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance. 
        Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Siderophore BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance. 
        Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Siderophore BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using l2 pairwise distance. 
        Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Siderophore BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance. 
        Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Siderophore BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance. 
        Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Siderophore BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance. 
        Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Siderophore BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance. 
        Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between PKS-NRPS BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance. 
        Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between PKS-NRPS BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance. 
        Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between PKS-NRPS BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance. 
        Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between PKS-NRPS BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using l2 pairwise distance. 
        Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between PKS-NRPS BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance. 
        Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between PKS-NRPS BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance. 
        Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between PKS-NRPS BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance. 
        Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between PKS-NRPS BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance. 
        Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between NRPS BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance. 
        Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between NRPS BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).

80

0.004

0.002

0.000

0.002

0.004

0.006

C
o

o
rd

in
a

te
 2

Figure S70 :
        
        
        



1.25 1.00 0.75 0.50 0.25 0.00 0.25 0.50
Coordinate 1

        
        

        Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance. 
        Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between NRPS BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance. 
        Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between NRPS BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using l2 pairwise distance. 
        Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between NRPS BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance. 
        Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between NRPS BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance. 
        Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between NRPS BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance. 
        Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between NRPS BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance. 
        Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance. 
        Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance. 
        Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance. 
        Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using l2 pairwise distance. 
        Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance. 
        Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance. 
        Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance. 
        Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance. 
        Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Saccharides BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance. 
        Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Saccharides BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance. 
        Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Saccharides BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance. 
        Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Saccharides BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using l2 pairwise distance. 
        Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Saccharides BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance. 
        Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Saccharides BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).

100

0.03

0.02

0.01

0.00

0.01

0.02

C
o

o
rd

in
a

te
 2

Figure S90 :
        
        
        



1250 1000 750 500 250 0 250 500 750
Coordinate 1

        
        

        Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance. 
        Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Saccharides BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).

101

400

200

0

200

400

600

800

C
oo

rd
in

at
e 

2
Figure S91 :

        
        
        



0.008 0.006 0.004 0.002 0.000 0.002 0.004 0.006 0.008
Coordinate 1

        
        

        Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance. 
        Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Saccharides BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance. 
        Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Hybrid-(Not-PKS-NRPS) BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance. 
        Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Hybrid-(Not-PKS-NRPS) BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance. 
        Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Hybrid-(Not-PKS-NRPS) BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance. 
        Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Hybrid-(Not-PKS-NRPS) BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using l2 pairwise distance. 
        Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Hybrid-(Not-PKS-NRPS) BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance. 
        Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Hybrid-(Not-PKS-NRPS) BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance. 
        Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Hybrid-(Not-PKS-NRPS) BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance. 
        Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.

        Distance between Hybrid-(Not-PKS-NRPS) BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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        Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance. 
        Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Terpene BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance. 
        Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Terpene BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance. 
        Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Terpene BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance. 
        Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Terpene BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using l2 pairwise distance. 
        Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Terpene BGC to the closest 3 GCFs in BiG-SLiCE (T=900).

115

20000

0

20000

40000

60000

C
o

o
rd

in
a

te
 2

Figure S105 :
        
        
        

Average Distance (3)
750
900
1050
1200
1350



0.02 0.00 0.02 0.04 0.06 0.08
Coordinate 1

        
        

        Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance. 
        Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Terpene BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance. 
        Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Terpene BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance. 
        Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Terpene BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance. 
        Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual PKS-1 BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance. 
        Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual PKS-1 BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance. 
        Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual PKS-1 BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance. 
        Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual PKS-1 BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using l2 pairwise distance. 
        Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual PKS-1 BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance. 
        Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual PKS-1 BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance. 
        Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual PKS-1 BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance. 
        Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual PKS-1 BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance. 
        Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual RIPP BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance. 
        Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual RIPP BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance. 
        Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual RIPP BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance. 
        Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual RIPP BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using l2 pairwise distance. 
        Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual RIPP BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance. 
        Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual RIPP BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance. 
        Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual RIPP BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance. 
        Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual RIPP BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance. 
        Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual PKS-Other BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance. 
        Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual PKS-Other BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance. 
        Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual PKS-Other BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance. 
        Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual PKS-Other BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using l2 pairwise distance. 
        Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual PKS-Other BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance. 
        Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual PKS-Other BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance. 
        Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual PKS-Other BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance. 
        Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual PKS-Other BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance. 
        Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Siderophore BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance. 
        Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Siderophore BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance. 
        Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Siderophore BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance. 
        Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Siderophore BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using l2 pairwise distance. 
        Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Siderophore BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance. 
        Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Siderophore BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance. 
        Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Siderophore BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance. 
        Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Siderophore BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance. 
        Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual PKS-NRPS BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance. 
        Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual PKS-NRPS BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance. 
        Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual PKS-NRPS BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance. 
        Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual PKS-NRPS BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using l2 pairwise distance. 
        Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual PKS-NRPS BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance. 
        Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual PKS-NRPS BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance. 
        Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual PKS-NRPS BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance. 
        Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual PKS-NRPS BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance. 
        Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual NRPS BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance. 
        Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual NRPS BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance. 
        Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual NRPS BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance. 
        Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual NRPS BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using l2 pairwise distance. 
        Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual NRPS BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance. 
        Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual NRPS BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance. 
        Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual NRPS BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance. 
        Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual NRPS BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance. 
        Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Other BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance. 
        Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Other BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance. 
        Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Other BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance. 
        Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Other BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using l2 pairwise distance. 
        Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Other BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance. 
        Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Other BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance. 
        Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Other BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance. 
        Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Other BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance. 
        Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Saccharides BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance. 
        Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Saccharides BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance. 
        Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Saccharides BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance. 
        Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Saccharides BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using l2 pairwise distance. 
        Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Saccharides BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance. 
        Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Saccharides BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance. 
        Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Saccharides BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance. 
        Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Saccharides BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance. 
        Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Hybrid-(Not-PKS-NRPS) BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance. 
        Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Hybrid-(Not-PKS-NRPS) BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance. 
        Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Hybrid-(Not-PKS-NRPS) BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance. 
        Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Hybrid-(Not-PKS-NRPS) BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using l2 pairwise distance. 
        Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Hybrid-(Not-PKS-NRPS) BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance. 
        Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Hybrid-(Not-PKS-NRPS) BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance. 
        Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Hybrid-(Not-PKS-NRPS) BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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        Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance. 
        Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.

        The hue and size of the dots were scaled based on the average distance of the individual Hybrid-(Not-PKS-NRPS) BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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