
https://teichlab.github.io/scg_lib_structs/ @

method LIBRARY CONSTRUCTION METHOD ONTOLOGY ID END BIAS (Required) PAIRED END (Required) STRAND (Required) cell barcode containing read SEQUENCING METHOD (Required) SEQUENCING METHOD ONTOLOGY ID Primer Input Nucleic Acid MoleculeCELL BARCODE OFFSET CELL BARCODE LENGTH UMI OFFSET UMI LENGTH UMI BARCODE-CONTAINING READSPATIAL BARCODE - BARCODE-CONTAINING READSPATIAL  BARCODE - BARCODE OFFSETSPATIAL BARCODE - BARCODE LENGTHNumber of FASTQs per read Library index length other notes
10x 3' V1 sequencing EFO:0009901 3 prime tag no first Read 1 /i7 index tag based single cell RNA sequencing EFO:0008440 poly-dT polyA RNA 0 14 ? 10 Read 1 3 8
10x 3' V2 sequencing EFO:0009899 3 prime tag no first Read 1 tag based single cell RNA sequencing EFO:0008440 poly-dT polyA RNA 0 16 16 10 Read 1 3 8
10x 3' V3 sequencing EFO:0009922 3 prime tag no first Read 1 tag based single cell RNA sequencing EFO:0008440 poly-dT polyA RNA 0 16 16 12 Read 1 3 8
10x 5' V2 sequencing EFO:0009900 5 prime tag no first Read 1 tag based single cell RNA sequencing EFO:0008440 poly-dT polyA RNA 0 16 16 10 Read 1 3 8
CITE-seq EFO:0009294 3 prime tag no tag based single cell RNA sequencing EFO:0008440 poly-dT polyA RNA
DroNc-seq EFO:0008720 no second Read 1 tag based single cell RNA sequencing EFO:0008440 0 12 12 8 Read 1
MARS-seq EFO:0008796 3 prime tag tag based single cell RNA sequencing EFO:0008440
Smart-seq EFO:0008930 full length both possible unstranded no barcode full length single cell RNA sequencing EFO:0008441 poly-dT polyA RNA no barcode 2
Smart-seq2 EFO:0008931 full length both possible unstranded no barcode full length single cell RNA sequencing EFO:0008441 poly-dT polyA RNA no barcode 2

Smart-seq3 EFO:0010022 full length yes unstranded no barcode full length single cell RNA sequencing EFO:0008441 poly-dT polyA RNA no barcode 11 8 Read 1 2 v3: novel 11bp tag and 8bp UMI are added but only present in 5' fragments, not internal fragments
inDrop v1 EFO:0008780 3 prime tag no? ? tag based single cell RNA sequencing EFO:0008440 poly-dT barcode 1= variable (usually 8) , barcode2=8 16 6 2 v1 : original design where R2 is the biological read and R1 is the metadata read.
inDrop v2 EFO:0008780 3 prime tag no? ? tag based single cell RNA sequencing EFO:0008440 poly-dT barcode 1= variable (usually 8) , barcode2=8 16 6 (2 or 3)? v2 : inversion of v1 where R1 is the biological read and R2 is the metadata read.
inDrop v3 EFO:0008780 3 prime tag no? ? tag based single cell RNA sequencing EFO:0008440 poly-dT barcode 1= variable (usually 8) , barcode2=8 16 6 4 8 v3 : summer 2016 redesign requiring manual demultiplexing. R1 is the biological read. R2 carries the first half of the gel barcode, R3 carries the library index and R4 the second half of the gel barcode, the UMI and a fraction of the polyA tail.
Drop-seq EFO:0008722 3 prime tag yes? first tag based single cell RNA sequencing EFO:0008440 12 12 8

Fluidigm C1 EFO:0010058 full length no first full length single cell RNA sequencing EFO:0008441 poly-dT polyA RNA 1

Fluidigm C1 HT-IFC v2 needs ontology 3 prime tag no first read 1 full length single cell RNA sequencing EFO:0008441 poly-dT polyA RNA 0 2
sci-CAR https://www.ncbi.nlm.nih.gov/pmc/articles/PMC6571013/
GexScope EFO:0700011 3 prime tag no first read1 tag based single cell RNA sequencing EFO:0008440 poly-dT polyA RNA 0 24bp 24 12bp Read 1

scATACseq 10x based EFO:0030007 full length yes unstranded i5 index single cell assay for transposase-accessible chromatin using sequencingsingle cell assay for transposase-accessible chromatin using sequencingrandom genomic DNA 0 16 2 single nucleus

Visium EFO:0010961 3 prime tag no first Read 1 tag based single cell RNA sequencing EFO:0008440 poly-dT polyA RNA 16 12 Read 1 Read 1 0 16 bulk cell
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Field Ontology url
species NCBITaxon https://www.ebi.ac.uk/ols/ontologies/ncbitaxon
ethnicity HANCESTRO https://www.ebi.ac.uk/ols/ontologies/hancestro
developmental stage HsapDv (for human), EFO (for mouse) https://www.ebi.ac.uk/ols/ontologies/hsapdv
disease MONDO, PATO (if normal) https://www.ebi.ac.uk/ols/ontologies/mondo
units of measurement UO https://www.ebi.ac.uk/ols/ontologies/uo
collection method EFO https://www.ebi.ac.uk/ols/ontologies/efo
enrichment method EFO https://www.ebi.ac.uk/ols/ontologies/efo
dissociation method EFO https://www.ebi.ac.uk/ols/ontologies/efo
library preparation method EFO https://www.ebi.ac.uk/ols/ontologies/efo
sequencing approach EFO https://www.ebi.ac.uk/ols/ontologies/efo
organ & organ_part UBERON https://www.ebi.ac.uk/ols/ontologies/uberon
cell type CL https://www.ebi.ac.uk/ols/ontologies/cl
biological macromolecule OBI, CHEBI https://www.ebi.ac.uk/ols/ontologies/obi, https://www.ebi.ac.uk/ols/ontologies/chebi
library pre/amplification OBI, EFO https://www.ebi.ac.uk/ols/ontologies/obi, https://www.ebi.ac.uk/ols/ontologies/efo
sequencing instrument EFO https://www.ebi.ac.uk/ols/ontologies/efo
file content description data (EDAM) https://www.ebi.ac.uk/ols/ontologies/edam
project role EFO https://www.ebi.ac.uk/ols/ontologies/efo
mouse strain EFO https://www.ebi.ac.uk/ols/ontologies/efo
cell cycle GO https://www.ebi.ac.uk/ols/ontologies/go
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Name Title Platform Platform version End bias Library type Term ID Library material Extraction method Fragmentation method Size selection method Lysis method Size range Strand specificity Library preparation environment PolyA selection polyA selection method Library amplification method Library preamplification method First strand primer Second strand primer Required files

CITE-10x-5'-v1 CITE 10x 5' v1 10x 1 CITE-seq protein 10x GEM generation SPRIselect 10x GEM generation droplet PCR PCR TSO Read 1,Read 2N

CITE-10x-3'-v3 CITE 10x 3' v3 10x 3 CITE-seq protein 10x GEM generation SPRIselect 10x GEM generation droplet PCR PCR capture sequence Read 1N,Read 2

VDJ-10x-5'-v1 VDJ 10x 5' v1 10x 1 5' RNA-seq RNA 10x GEM generation enzymatic SPRIselect 10x GEM generation 400-9000 second droplet TRUE poly(dT) PCR RT-PCR poly(dT) TSO Read 1,Read 2

10x-3'-v2 10x 3' v2 10x 2 3' RNA-seq EFO:0009899 RNA 10x GEM generation enzymatic SPRIselect 10x GEM generation 400-9000 first droplet TRUE poly(dT) PCR RT-PCR poly(dT) TSO Read 1,Read 2

Smart-seq2 Smart-seq2 Smart-seq 2 full length RNA-seq EFO:0008931 RNA enzymatic Cell lysis buffer: detergent (Triton X-100) 200-600 unstranded plate TRUE poly(dT) PCR RT-PCR poly(dT) TSO Read 1,Read 2

10x-3'-v3 10x 3' v3 10x 3 3' RNA-seq EFO:0009922 RNA 10x GEM generation enzymatic SPRIselect 10x GEM generation 400-9000 first droplet TRUE poly(dT) PCR RT-PCR poly(dT) TSO Read 1,Read 2

10x-5'-v1 10x 5' v1 10x 1 5' RNA-seq RNA 10x GEM generation enzymatic SPRIselect 10x GEM generation 400-9000 second droplet TRUE poly(dT) PCR RT-PCR poly(dT) TSO Read 1,Read 2

ATAC-10x-v1 ATAC 10x v1 10x 1 ATAC-seq DNA 10x GEM generation enzymatic SPRIselect 10x GEM generation 400-9000 unstranded droplet PCR PCR adapter adapter Read 1N,Read 2N

read_structure sequence_element located_in_read_type start end sequence_element located_in_read_type start end sequence_element located_in_read_type start end

CITE-10x-5'-v1 cell barcode Read 1 1 16 UMI Read 1 17 26 feature barcode Read 2N 11 25

CITE-10x-3'-v3 cell barcode Read 1N 1 16 UMI Read 1N 17 28 feature barcode Read 2 11 25

VDJ-10x-5'-v1 cell barcode Read 1 1 16 UMI Read 1 17 26

10x-3'-v2 cell barcode Read 1 1 16 UMI Read 1 17 26

Smart-seq2

10x-3'-v3 cell barcode Read 1 1 16 UMI Read 1 17 28

10x-5'-v1 cell barcode Read 1 1 16 UMI Read 1 17 26

ATAC-10x-v1 cell barcode i5 index 1 16

sequence_file_standards read_type demultiplexed_type sequence_elements read_length read_length_specification required read_type demultiplexed_type sequence_elements read_length read_length_specification required read_type demultiplexed_type sequence_elements read_length read_length_specification required read_type demultiplexed_type sequence_elements read_length read_length_specification required

CITE-10x-5'-v1 Read 1 R1 [cell barcode,UMI] 26 minimum TRUE Read 2N R2 [feature barcode] 25 minimum TRUE i7 index I1 [sample index] 8 exact FALSE

CITE-10x-3'-v3 Read 1N R1 [cell barcode,UMI] 28 minimum TRUE Read 2 R2 [feature barcode] 25 minimum TRUE i7 index I1 [sample index] 8 exact FALSE

VDJ-10x-5'-v1 Read 1 R1 [molecule] 0 minimum TRUE Read 2 R2 [molecule] 0 minimum TRUE i7 index I1 [sample index] 8 exact FALSE i5 index I2 [sample index] 8 exact FALSE

10x-3'-v2 Read 1 R1 [cell barcode,UMI] 26 minimum TRUE Read 2 R2 [3' of molecule] 98 ideal TRUE i7 index I1 [sample index] 8 exact FALSE

Smart-seq2 Read 1 R1 [cell barcode,UMI] 26 minimum TRUE Read 2 R2 [5' of molecule] 91 minimum TRUE i7 index I1 [sample index] 8 exact FALSE

10x-3'-v3 Read 1 R1 [cell barcode,UMI] 28 minimum TRUE Read 2 R2 [3' of molecule] 91 ideal TRUE i7 index I1 [sample index] 8 exact FALSE

10x-5'-v1 Read 1 R1 [cell barcode,UMI] 26 minimum TRUE Read 2 R2 [5' of molecule] 91 ideal TRUE i7 index I1 [sample index] 8 exact FALSE

ATAC-10x-v1 Read 1N R1 [fragment] 50 ideal TRUE Read 2N R3 [fragment] 50 ideal TRUE i7 index I1 [sample index] 8 exact FALSE i5 index R2 [cell barcode] 16 minimum FALSE


