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Supplementary Material

Comparative Analysis of Strategies for De Novo
Transcriptome Assembly in Prokaryotes:
Streptomyces clavuligerus as a case study

quality scores across all bases (Sanger/lllumina 1.9 encoding)

20
6
4
2
0

O N P 000 b b b

123456789 1415 2223 3031 3839 4647 5455 6263 70-71 7879 8687 9495
B position in read (bp)
%Adapter
100 Illumina Universal Adapter
90 Illumina Small RNA Adapter
Nextera Transposase Sequence

80 Solid Small RNA Adapter
70

60
50
40
30
20
10 § .=
0

C

(FIAEETEY 123 2333 3031 —WIT - 4647 FABE - EIE3 70711 7879 8485
position in read (bp)

GC distribution over all sequences

2500000 e SPte iYLt B ution
2000000
1500000
1000000
500000

0
0246811 15 19 23 27 31 35 39 43 47 51 55 59 63 67 71 75 79 83 91 95 99

Mean GC content (%)

Figure S1. (A) Quality control across all bases (B) Adapter content (C) GC distribution over all
sequences. The plots were generated for the High production condition library. Similar results were
obtained for the quality control in the low production condition library.
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Figure S2. (A). MA-plot (Abundance vs fold change) for the Rockhopper.TransPS transcriptome and
Salmon as quantification software. (B) Volcano plot (Fold chance vs significance) for the
Rockhopper.TransPS transcriptome and Salmon as quantification software.
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Figure S3. Gene ontology terms shared between transcriptomes evaluated. (A) Trinity.CD-HIT (B)
Trinity. TransPS (C). Rockhopper.TransPS.
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Table S1. Basic statistics of the pre-assembly stages. rRNA depleted with SortMeRNA. Adapters

trimmed with Trimmomatic.

Feature\Condition High Production Low Production
Raw reads 23615874 20165574
Length(bp) 101 101
Coverage 557.4 476.0
Reads after rRNA depletion 536785 274638
Percentage of rRNA 97.73 98.64
Coverage after rRNA depletion 12.67 6.48
Reads after adapter trimming 454613 187617
Percentage of adapters 0.35 0.43
Coverage after adapter trimming 10.73 4.43

Table S2. Factorial design for the Rockhopper2 parameters in de novo mode. A: Min reads mapping
to a transcript. B: Minimum transcript length. C: Min count to seed a transcript D: Min count to extend
a transcript. TAS: TRANSRATE ASSEMBLY SCORE.
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Table S3. Central composite design 1 for the Rockhopper2 parameters in de novo mode. A: Min reads

mapping to a transcript. B: Minimum transcript length. C: Min count to seed a transcript D: Min count

to extend a transcript. TAS: TRANSRATE ASSEMBLY SCORE .
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Table S4. Central composite design 2 for the Rockhopper2 parameters in de novo mode. A: Min reads

mapping to a transcript. B: Minimum transcript length. C: Min count to seed a transcript. TAS:

TRANSRATE ASSEMBLY SCORE .
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