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Enter the 
project name 
here. The 
project name 
should match 
the project 
name in 
Fulcrum

Paste S-labels 
from fulcrum 
here. Do not 
attempt to write 
by hand. Use 
Fulcrum data 
export tools to 
obtain S-labels

This is an equation to 
notify the user if an S-
label is accidentally 
duplicated.

Enter 1 for 
proliferating, 0 for 
NOT proliferating 
at 48 hours post-
isolation.

Enter 1 for 
proliferating, 0 if 
NOT proliferating 
at 168 hours post-
isolation. You can 
leave blank if 
proliferation_48 = 
1.

This is an 
equation to fill in 
whether 
proliferation 
was observed 
on the S-label. 
Values will be 
filled in 
automatically.

Enter a number 
greater than 0 for 
the strip tube 
number used to lyse 
organims from the 
S-label.

Enter a number 
greater between 2 and 
12 for the position of 
the S-label on the strip 
tube. 1 is for control 
and is not used, only 
positions 2-12 are 
used to denote where 
the S-label is found on 
the tube strip.

Enter a valid date for 
the last lysis for the 
S-label

Enter notes on the 
lysis process

Enter a number 
greater than 0 for 
the 96-well PCR 
plate used to amplify 
the SSU and ITS2 
regions of the S-
label.

Enter a three 
character well 
code, e.g. A01 
or H12, 
indicating the 
well of the S-
label in the PCR 
plate.

Enter a number 
greater than 0 
for the number 
of the gel for 
which the PCR 
product was run 
on.

Click and enter 
a value from the 
list. Gel position 
reads from the 
top left to the 
bottom right. 
The top row is 
A. Valid values 
range from A1 
to D24.

Enter 1 if there is a 
~500bp SSU PCR 
band on the gel 
and 0 if not. If not 
genotyped leave 
blank.

Enter 1 if there is a 
2kb ITS2 PCR 
band on gel and 0 
if not. If not 
genotyped leave 
blank.

Enter any notes 
on the 
genotyping 
process.

Enter a sequencing 
plate number 
greater than 0.

Enter a three 
character well code, 
e.g. A01 or H12

Any notes on the 
manual inspection of 
the BLAST results 
process.

Enter the 
species name 
for the top 
BLAST hit.

Enter a '1' if the sample is 
possibly a new 
Caenorhabditis species. 
Leave blank if it is not.

Enter a '1' if the 
species_id column = 
"Caenorhabditis 
briggsae", 
"Caenorhabditis 
elegans", 
"Caenorhabditis 
tropicalis" OR if 
possible_new_caeno_s
p = 1. Leave blank 
otherwise.

Enter the reason why the 
strain is not named if 
make_strain_name =1

Enter a valid 
strain name.

This is an 
equation. It will 
fill in the pair 
name for S-
label and strain 
name.


