Supplemental file 1: List of primers for Ixodes scapularis lipocalins genes used in this study.
Supplemental file 2: Sequences of PCR products using primers for Lipocalin sequences found in the Illumina assembly of Ixodes scapularis, but not on the PacBio assembly. See figure 4 for visualization of PCR products on Agarose gel electrophoresis, and Supplemental file 1 for the primer sequences used.
Supplemental table 1: Busco results for Assemblies

SUPPLEMENTAL SPREADSHEETS
Copy link below and paste it to a web browser to download supplemental spreadsheets 1-8.
https://proj-bip-prod-publicread.s3.amazonaws.com/transcriptome/PB-ILL/SupplementalSpreadsheets.zip

Supplemental spreadsheet 1: Hyperlinked spreadsheet with coding sequences derived from Illumina assembly of the sialotranscriptome of Rhipicephalus zambeziensis.
Supplemental spreadsheet 2: Hyperlinked spreadsheet with coding sequences derived from PacBio assembly of the sialotranscriptome of Rhipicephalus zambeziensis.
Supplemental spreadsheet 3: Hyperlinked spreadsheet with coding sequences derived from Illumina assembly of the sialotranscriptome of Ixodes scapularis.
Supplemental spreadsheet 4: Hyperlinked spreadsheet with coding sequences derived from PacBio assembly of the sialotranscriptome of Ixodes scapularis.
Supplemental spreadsheet 5: Hyperlinked spreadsheet with sequences from the Wikel, Ise6 and Maryland genome assemblies plus the combined PacBio and Illumina sialotranscriptomes of Ixodes scapularis coding for Lipocalins identified by > 90% coverage to Lipocalin domains of the TickSialoFam database.
Supplemental spreadsheet 6: Hyperlinked spreadsheet with sequences from the Wikel, Ise6 and Maryland genome assemblies plus the combined PacBio and Illumina sialotranscriptomes of Ixodes scapularis coding for Metalloproteases identified by > 90% coverage to Lipocalin domains of the TickSialoFam database.
Supplemental spreadsheet 7: Hyperlinked spreadsheet with sequences from the Wikel, Ise6 and Maryland genome assemblies plus the combined PacBio and Illumina sialotranscriptomes of Ixodes scapularis coding for Ribosomal proteins identified by coverage > 90% to PFAM domains annotated as ribosomal proteins.
Supplemental spreadsheet 8: Hyperlinked spreadsheet with sequences from the Wikel, Ise6 and Maryland genome assemblies plus the combined PacBio and Illumina sialotranscriptomes of Ixodes scapularis coding for proteins associated with post-translational machinery identified by > 90% coverage to the KOG class “Posttranslational modification, protein turnover, chaperones”. 
Copy link below and paste it to a web browser to download supplemental spreadsheet 9.
https://proj-bip-prod-publicread.s3.amazonaws.com/transcriptome/PacBio-ILL/Supplemental+spreadsheet+9.zip
Supplemental spreadsheet 9: Hyperlinked spreadsheet with sequences from the MD genome of Ixodes scapularis  containing single nucleotide polymorphisms (SNPs) obtained from the mapping and variant calls from Illumina reads deriving from ~4-fold coverage of 92 genomes.

