The uncompressed csv files are 672 Mb in size.

There are 4 csv files:
C1P_map.all.csv - mapping file for library C1P (Codon1) (125,483 barcodes)
C1P_map.perfects.csv - same as C1P_map.all.csv but filtered to only include perfect genes (no mutants). (35,957 barcodes)
C2P_map.all.csv - mapping file for library C2P (Codon2) (357,484 barcodes)
C2P_map.perfects.csv - same as C2P_map.all.csv but filtered to only include perfect genes (no mutants). (114,680 barcodes)

Each of the csv files contain the following columns:
bc - the barcode sequence
dna - the DNA sequence of this gene variant. Includes the stop codon TAA at the end. Excludes the ATG start codon. Sequence is between the NdeI (CATATG) site and the KpnI (GGTACC) site on the pEVBC1 plasmid.
aatrim - the translated protein sequence (until the first stop codon)
mutID - a unique ID for each protein variant
mutations - how many a.a. mutations does this protein variant have relative to the closest designed parental fluorescent protein
bbmap_Parent - the reference file ID of the bbmap DNA level alignment
bbmap_POS - the based leftmost mapping POSition of the bbmap DNA level alignment
bbmap_MAPQ - the MAPping Quality of the bbmap DNA level alignment
bbmap_CIGAR - the CIGAR string from the bbmap DNA level alignment
total_reads - how many total reads were seen for this barcode
consensus_call - how consensus was determined for this barcode. Majority reads is the highest confidence.
forward_primer - potential FWD primer for dialout PCR of this variant
reverse_primer - potential REV primer for dialout PCR of this variant
forward_tm - FWD primer Tm
reverse_tm - REV primer Tm
forward_hairpin_dG - FWD primer hairpin deltaG calculated with primer3
reverse_hairpin_dG - REV primer hairpin deltaG calculated with primer3
forward_homodimer_3p_run - no more than 4 contiguous complementary bases at the 3' end for FWD self-dimers
reverse_homodimer_3p_run - no more than 4 contiguous complementary bases at the 3' end for REV self-dimers
heterodimer_3p_run - no more than 4 contiguous complementary bases at the 3' ends for this hetero-dimer pair
note - primer design notes

n perfect sequences only.

