Gene model best hit

A A A A AP Y At s SN s At

1200: Fungal
S HGT candidate
s ) HGT false positive
2
8 4
g 6007 N168_01914
E ] Plausible origin: y-proteobacteria
; M-. » » E))) D EDHE S D DD D
04

2
o 1
o
§ o Wit i o e AR Iy e ot Pt A Aty
_1 -
_2 - -
10,000 20,000 30,000
Position (bp)
N168_05318
200 Plausible origin: GNS bacteria
g > PO DO D ) D) . »
S 100
i)
S
('
0
o
z 01 e Jl
] v
0 10,000 20,000 30,000 40,000 50,000

Position (bp)

Supplementary Figure 8. lllustration of HGT assay to detect HGT candidates. Figure shows the read coverage and
z-score per position of scaffold jcf7180000797043 from B. heterosporus B8920. Z-score represents the number of stan-
dard deviations from the mean coverage per genic position; any gene model with a z-score greater than 2 or lower
than -2 is removed from the analysis. BLAST results show that N168_01914 best hit is to alpha-proteobacteria from
RefSeq. Coverage and z-scores for gene model N168_01914 do not show significant deviation of coverage (purple
rectangle), making N168_01914 a plausive candidate for HGT origin.



