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Figure S1. Exporting functional assignments in MEGAN. A. From InterPro2GO: 1) Click the “IP2G” icon (red arrow). 2) Select “Uncollapse All” from the “Tree” leaf (red rectangle). 3) Select “All Leaves” from the “Select” leaf (red rectangle). 4) Select “Export” from the “File” leaf, and choose “Text (CSV) format” from the dropdown menu (red rectangle). 5) Select “readName_to_interpro2goPath” from the “Choose data to export” dropdown menu, and “tab” from the “Choose separator to use” dropdown menu (red arrow). B. From EggNOG: 1) Click the EggNOG icon (COG; red arrow); follow the same steps as for InterPro2GO (1 through 4) and 2) then select “readName_to_eggnogPath” from the “Choose data to export” dropdown menu, and “tab” from the “Choose separator to use” dropdown menu (red arrow). 
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Figure S2. Viewing the general taxonomic profile up to Phylum level. 1. in the “Execute SQL” leaf, 2. paste the first set of commands contained in analysing_taxonomy.txt (1. To visualise the general taxonomic profile up to Phylum level), and 3. execute them with “Play”; 4. after the commands have been executed successfully, a table appears in the middle panel showing the number of sequences (“count(final_phylum)” column) assigned to each Phylum (“final_phylum” column).
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Figure S3. Viewing the distribution by transcript category. 1. in the “Execute SQL” leaf, 2. paste the second set of commands contained in analysing_taxonomy.txt (2. To visualise transcript distribution), and 3. execute them with “Play”; 4. after the commands have been executed successfully, a table appears in the middle panel showing the number of sequences (“count(rna_type)” column) assigned to each transcript category (in the “rna_type column”, “rRNA”, “mRNA”, “Not Assigned” or “Revise”).
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Figure S4. Viewing a non-redundant list of hits obtained from both homology searches. A. To browse nucleotide hits from the "mRNA" category: 1) in the “Execute SQL” leaf, 2) paste the third set of commands contained in analysing_taxonomy.txt (3. To visualise non-redundant hits from the nucleotide homology search in the "mRNA" category), and 3) execute them with “Play”; 4) after the commands have been executed successfully, a table appears in the middle panel showing the number of contigs assigned to a certain nucleotide hit from the “mRNA” category (“nucl_hit” column) and its functional assignment when present (“function_type” column). B. To browse protein hits from the "Revise" category: 1) in the “Execute SQL” leaf, 2) paste the fourth set of commands contained in analysing_taxonomy.txt (4. To visualise non-redundant hits from the protein homology search in the "Revise" category), and 3) execute them with “Play”; 4) after the commands have been executed successfully, a table appears in the middle panel showing the number of sequences assigned to a certain protein hit from the “Revise” category and its functional assignment when present.
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Figure S5. Viewing the “mRNA” and “Revise” transcripts with and without functional database assignment. A. To visualise all the "mRNA" and "revise" rows that DO have ip2go/eggnog assignment: 1) in the “Execute SQL” leaf, 2) paste the fifth set of commands contained in analysing_taxonomy.txt (5. To visualise "mRNA" and "revise" rows with ip2go/eggnog assignment in descending order), and 3) execute them with “Play”; 4) after the commands have been executed successfully, a table appears in the middle panel showing all the contigs that were classified by the functional databases (“function_type” column), ordered by coverage; for these contigs, “sequence”, “coverage”, “rna_type” (mRNA or Revise), “function_type” (ip2go/eggnog assignment), “final_domain”, “final_phylum”, “prot_hit”, “prot_Evalue”, “nucl_hit”, and “nucl_Evalue” are shown. The light blue rectangle indicates the number of contigs that were classified by the functional databases (49 contigs). B. To visualise all the "mRNA" and "revise" rows that DO NOT have ip2go/eggnog assignment: 1) in the “Execute SQL” leaf, 2) paste the sixth set of commands contained in analysing_taxonomy.txt (6. To visualise "mRNA" and "revise" rows without ip2go/eggnog assignment in descending order), and 3) execute them with “Play”; 4) after the commands have been executed successfully, a table appears in the middle panel showing all the contigs that were not classified by the functional databases, ordered by coverage; for these contigs, “sequence”, “coverage”, “rna_type”, “final_domain”, “final_phylum”, “prot_hit”, “prot_Evalue”, “nucl_hit”, and “nucl_Evalue” are shown. The light blue rectangle indicates the number of contigs that were not classified by the functional databases (122 contigs).
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SELECT final domain, final phylum, count(final phylum) FROM taxonomy
WHERE final phylum not null

GROUP BY final phylum

ORDER BY final domain ASC

final_domain final_phylum count(final_phylum)

Archaea environmental samples <Archaea> 1
Bacteria Actinobacteria <phylum> 3
Bacteria Firmicutes 2
Bacteria Proteobacteria 5

Bacteria environmental samples <Bacteria= 3

Besult: 10 rows returned in 147ms

2t line 1:

SELECT final domain, final phylum, count(final phylum) FROM taxonomy
WHERE final phylum not null

GROUP BY final phylum

CORDER BY final domain ASC
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SELECT rna type, count(rna type) FROM taxonomy
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2 rRNA 160
3 mRNA 107
4 Revise 63

Eesult: 4 rows returned in 27ms

2t line 1:

SELECT rna type, count(rna type) FROM taxonomy
GROUP BY rna type

ORDER BY count (rna type) DESC
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SELECT nucl_hit, function_type, cou.nt(nucl_hit) FROM taxonomy
WHERE rna_ type like "mrna"

GROUP BY nucl hit

ORDER BY count (nucl_hit) DESC

nucl_hit
gi|383276189|dbj| AK405815.1| Bombyx mori mRNA, clone: fwd-02H12
gi|260401067|gb|GQ856238.1| Mythimna separata beta-actin mRNA, complete cds
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gi|893713841|gb|KP730443.1| Mythimna separata trypsin mRNA, complete cds
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gi|189031275|gb|EU526835.1| Helicoverpa armigera eukaryotic initiation factor 5C mR...
gi|337255703|gb|JF951432.1| Mythimna separata cadherin-like protein mRNA, complet...

gi|5531329|emb|AJ243883.1| Periplaneta americana mRNA for putative transcription fa...

gi| 1032457291 |gb|KT182638.1| Biston betularia spectrin alpha chain mRNA, complete ...
gi| 1040890130 ref|XM_017398146.1| PREDICTED: Daucus carota subsp. sativus GTPas...
gi| 1079710490 |ref|XM_018674037.1| PREDICTED: Lates calcarifer solute carrier family...
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gi| 1079727654 ref| XM_018677319.1| PREDICTED: Lates calcarifer leucine-rich repeat-...

function_type

InterPro2G0O;G0:0008150 biological_process; GO:0008152 metabolic process;GO:0006807 nitrogen compound metabolic proce...
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Result: 93 rows returned in 90ms

At line 1:

SELECT nucl_hit, function_ type, count(nucl_hit) FROM taxonomy
WHERE rna_type like "mrna"

GROUP BY nucl_hit

ORDER BY count (nucl_hit) DESC
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SELECT prot_hit, function_type, COUNT(prot_hit) FROM taxonomy
WHERE rna type like "Revise"

GROUP BY prot hit

ORDER BY count (prot_hit) DESC

prot_hit
ABK29517.1 cytochrome P450-like TBP, partial [Helicoverpa armigera]
BAB33421.1 putative senescence-associated protein, partial [Pisum sativum]
AAP33177.1 peritrophin 1 [Mamestra configurata]
ABG54003.1 RNA polymerase subunit II, partial [Cordilura pleuritica]

ACZ27141.1 elongation factor-1 alpha, partial [Philaethria wernickei]
ADF43472.1 carboxyl/choline esterase CCE006c¢ [Helicoverpa armigera]
ADF43505.1 aminopeptidase [Helicoverpa armigera]

ADL38963.1 glucose oxidase [Spodoptera exigua]
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AEW46898.1 seminal fluid protein CSSFP048, partial [Chilo suppressalis]
AFI64312.1 acidic lipase [Helicoverpa armigera]
AJO66348.1 ribosomal protein 2, partial [Eueides lineata]

AKD01756.1 alcohol dehydrogenase 12, partial [Helicoverpa assulta]

AEA76289.1 insect intestinal lipase 4, partial [Mamestra configurata] Length=278 AFI64309.1 neutr...
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Result: 54 rows returned in 30ms

At line 1:

SELECT prot_hit, function_ type, COUNT (prot_hit) FROM taxonomy
WHERE rna_type like "Revise"

GROUP BY prot_hit

ORDER BY count (prot_hit) DESC
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() - (008 0 _hinlogicz nCpggt Bartoris Sncnarter ne (lo-A48

gi|15213759|gb| AF400183.1| Spodopt...
0i|2245569|gb| AF005035.1 | AF005035...

nucl_Evalue

2.0e-142
7.0e-110
1.0e-103
2.0e-114
2.0e-114
7.0e-81

2.0e-127
2.0e-148
1.0e-136
3.0e-139
1.0e-50

Result: 49 rows returned in 68ms

SELECT sequence, coverage, rna_type, function type, final domain, final phylum, prot_hit, prot Evalue, nucl hit, nucl Evalue FROM taxonomy
WHERE (rna_type LIEKE "mRNA" OR rna_type LIEKE "revise") AND function_ type NOTNULL
ORDER BY coverage DESC
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SQL2 sqQL4 3

SELECT sequence, coverage, rna_type, final domain, final phylum, prot _hit, prot_Evalue, nucl hit, nucl_Evalue FROM taxonomy
WHERE (rna_ type LIKE "mRNA" OR rna_ type LIKE "revise") AND function type isnull
ORDER BY coverage DESC

sequence coverage rma_type final_domain final_phylum prot_hit prot_Evalue nucl_hit

Contigb5
Contig105
Contig465
Contig222
Contig266
Contig90
Contigb16
Contig480
Contig396
Contig314
Contig318
Contig317
Contig8
Contig469
Contig431

529133.1471...
526456.8519...
261313.4728...
261081.475

252478.5959...
224191.2172...
219316.8421...
201289.5264...
191585.0522...
164696.4179...
158184.7502...
143606.72609...
131229.5676...
26114.92446...
22631.49030...

mRNA Eukaryota
mRNA Eukaryota
mRNA Eukaryota
Revise Eukaryota
Revise Eukaryota
Revise Eukaryota
Revise Eukaryota
Revise
mRNA
mRNA
Revise
mRNA
Revise
Revise
Revise

Arthropoda
Arthropoda
Arthropoda
Arthropoda
Arthropoda
Arthropoda
Arthropoda
Arthropoda
Arthropoda
Arthropoda
Arthropoda
Arthropoda
Chordata

Arthropoda

BAM20611.1 nucleolar protein c7b, partial [Papilio polytes]

ABK29517.1 cytochrome P450-like TBP, partial [Helicoverpa arm...
XP_001852902.1 GLP_748_1200_211, partial [Culex quinquefasci...
ABK29517.1 cytochrome P450-like TBP, partial [Helicoverpa arm...
ABK29517.1 cytochrome P450-like TBP, partial [Helicoverpa arm...
Eukaryota ABK29517.1 cytochrome P450-like TBP, partial [Helicoverpa arm...
Eukaryota
Eukaryota

O 00 N o AW N e

XP_013184630.1 PREDICTED: myosin heavy chain 95F [ Amyeloi...
ABK29517.1 cytochrome P450-like TBP, partial [Helicoverpa arm...
XP_013183675.1 PREDICTED: dynein heavy chain, cytoplasmic [...

Eukaryota
Eukaryota
Eukaryota
Eukaryota
Eukaryota

ABK29517.1 cytochrome P450-like TBP, partial [Helicoverpa arm...
ABK29517.1 cytochrome P450-like TBP, partial [Helicoverpa arm...

gi|5531329]|emb|AJ243883.1| Periplaneta americana mRNA for pu...
gi|5531329]|emb|AJ243883.1| Periplaneta americana mRNA for pu...

0i| 768419921 |ref|XM_011552398.1| PREDICTED: Plutella xylostell...

KQ460398.1 Papilio machaon isolate ya'a_city_454_Pm unplaced g...

LT847960.1 Plodia interpunctella strain Dundee genome assembly,...

gi|827542359|ref|XR_001139535.1| PREDICTED: Bombyx mori un...
KQ460398.1 Papilio machaon isolate ya'a_city_454_Pm unplaced g...
AADK01029551.1 Bombyx mori strain Dazao Ctg029551, whole ge...

gi| 768433427 |ref|XM_011559778.1| PREDICTED: Plutella xylostell...
gi|910312841|ref|XM_013316292.1| PREDICTED: Papilio xuthus m...
LT847960.1 Plodia interpunctella strain Dundee genome assembly,...
gi|913306477|ref|XM_013328221.1| PREDICTED: Amyelois transit...
gi|20340073|gb|AF499479.1| Wilsonia pusilla isolate 11 mitochond...

KQ460398.1 Papilio machaon isolate ya'a_city_454_Pm unplaced g...
KQ460398.1 Papilio machaon isolate ya'a_city_454_Pm unplaced g...

nucl_Evalue
4.0e-64
4.0e-57
5.0e-97

Result: 122 rows returned in 53ms

SELECT seguence, coverage, rna_type, final domain, final phylum, prot_hit, prot_Evalue, nucl_hit, nucl Evalue FROM taxonomy
WHERE (rna_type LIKE "mRNA" OR rna_type LIKE "revise") AND function type isnull
ORDER BY coverage DESC
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