The labeling tool can help us label protein and cell names, and also specify some
properties of the labels(l also call them annotations). For example, your confidence for
labeling this as a protein name (1.0 is the highest confidence and is set to default) and
why you label it as a protein name (based on your knowledge or any resources you refer
to) would be helpful annotations.

Here I’ll show you how to use the labeling tool to:

Add labels

Add annotations

Remove unwanted labels

Label the identical names within one caption

Save results Please remember to save before you close the main window
View the original papers

Use shortcut keys

by going through some examples.

Startup

First download the minorthird.jar, your data directory and urlmap.txt from goblin, start
the labeling tool by running

java —cp PATH_to_minorthird.jar edu.cmu.minorthird.text.gui.TextBaseEditor
DATA DIRECTORY LabelsFIName urlmap.txt

where

PATH_to_minorthird.jar is the relative path to the minorthird.jar
DATA_DIRECTORY is where your documents are stored,

LabelsFIName is where you would like to save your labels (minorthird will create a
LabelsFIName if it does not exist),

and urlmap.txt is a file containing information about the original papers.

For example, I’ll put minorthird.jar, my data directory ‘zhenzhen’ and urlmap.txt at
/home/zkou/data_label/, ‘cd /nome/zkou/data_label/” and run

java —cp minorthird.jar edu.cmu.minorthird.text.gui. TextBaseEditor zhenzhen/
zkou.labels urlmap.txt

to start labeling.

A window that looks like Figurel will appear:



.text.gui. TextBaseEditor,

Complementation of 5. cerevisiae lacking mRMA guanylytransterase. Growth was measured on selective media using CEG1
#2212 cells transformed with emply parental pG-1 frectan, pG-1 containing wild-type MCE) or mutant (K2944) MCE or with a CEG1-containing URAS plasmid
(CEG1) as detailed in Materials and Methods.

lAnalysis of rearrangerment in Ta gene in bwo Tabhy alleles. (A) PCR-hased detection of exons deleted in Tabby alleles. Products for exons 1, 3 and 8 were amplified using
oligonucleotide primer pairs and visualized on EtBr-stained agarose gels. Deletion is evident for exon 1 in one Ta allele {lane 2). Lanes: 1 and 3, control mouse DMNAs, respectively,
or Ta (lane 2) and Tabby #30086.4:3008 {lane 4}, 5#x20137, other mouse DMAs; 8, water, 3, human DMA. (B) Exon 1 seguence analysis of mutated Tabby #:30086J#x3008 allele
and respective mouse contral. Point rutation 550delT is indicated by an arrow. Seguence reads in the sense direction fror battorn to top (Upper. (Lower) Nucleatide sequence and
transiated amino acids of normal cantrol (wild type) and mutant Ta #x30086.0#:3004 allele. Amino acids shown in italics are due to a frame-shift mutation and results in premature

14-3-3B protein copurifies with FoF1 and interacts with the #x03B2-subunit. (& Partially purified FoF1 #005Bisolated in the presence or absence of cantharidin (can)#x0050 was

urther purified by gel filtration; proteins within each fraction (1 to 9) were separated hy SDS#:002FPAGE and blotted onto nitrocellulose. Blots were probed with antibody specific for

[14-3-3B. In the presence of cantharidin, a single 14-3-3 band was seen in fraction 4, which is the fraction containing the peak of FoF1 (as determined by hydrolytic activity and silver

staining; see B). When FoF 1 was isolated in the absence of cantharidin, the amount of 14-3-3 in fraction 4 was strongly reduced (CFoF 1) or zero (MFoF1). A small armount of 14-3-3
as found in fraction 7, which represents proteins with an apparent molecular mass between 45 and 70 kDa (the mass of uncomplexed 14-3-3 dimer). (B Fraction 4 ofthe gel

Examples of wire frames of the CMC facets visualized with the morphologika software. The range of shape variation along some of the principal components (PC) of shape that
contribute sighificantly to discriminating Neanderthals from recent humans is illustrated in the morphing ofthe combined sarmple Procrustes rean facet shapes: the MC 3 base
(1A%x201310C), the MC 1 hase (2A#:20132C), and the distal capitate facets (3A#:20133C). Meanderthals tend to have less styloid projection, flat to convex MC 1 bases, and mare
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Figure 1
Please select the label ‘Cell’ from the pull-down menu 1 in Figure 2 and ‘Prot’ from the
pull-down menu 2.
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Complementation of 5. cerevisiae lacking mRNA guanylyltransterase. Growth was measured on selective media using CEG1

#42212 cells transformed with smpty parental pG-1 (vector), pG-1 containing wild-type (MCE) or mutant (K2844) MCE or with & CEG1-containing URAZ plasmid
(CEG1) as detailed in Materials and Methods.

lnalysis of reatrangerment in Ta gene in two Tabby alleles. () PCR-based detection of exons deleted in Tabby alleles. Products for exons 1, 3 ,and 5 were amplified using
oligonuclectide primer pairs and visualized on EtBr-stained agarose gels. Deletion is evident for exon 1 in one Ta allele (Jane 2). Lanes: 1 and 3, control mouse DNAS, respectively,
or Ta ilane 2) and Tabby #:30086)%#x3009 (lane 4); 5#x20137, other mouse DNAS,; 8, water; 9, human DNA. (B) Exon 1 sequence analysis of mutated Tabby #:30086.0#:3009 allele
and respective mouse control. Point mutation 550delT is indicated by an arrow. Sequence reads in the sense direction from hottom to top (Uppen). (Lower) Nucleotide sequence and
translated amino acids of narmal control (wild type) and mutant Ta #x300860%#3009 allele. Aming acids shaown in italics are due to a frarme-shift mutation and results in premature

14-3-3B protein copurifies with FoF1 and interacts with the #x03B2-subunit. (8) Partially purified FoF 1 #x005Bis0lated in the presence or absence of cantharidin (can)#0050 was
urther purified by gel filtration; proteins within each fraction (1 to 8 were separated by SDS#x002FPAGE and blotted onto nitrocellulose. Blots were probed with antibody specific for
14-3-3B. In the presence of cantharidin, a single 14-3-3 band was seen in fraction 4, which is the fraction containing the peak of FoF1 (as determined by hydroldic activity and silver
staining, see B). When FoF1 was isolated in the absence of cantharidin, the amount of 14-3-3 in fraction 4 was strongly reduced {CFoF1) orzero {(MFoF1). A small amount of 14-3-3
Pu ” down as found in fraction 7, which represents proteing with an apparent molecular mass between 44 and 70 kDa (the mass of uncomplexed 14-3-3 dimer). (B) Fraction 4 ofthe gel

~

UExamples ofwire frames ofthe GG facets visualized with the morphologika sofware. The range of shape vatiation along some ofthe principal cormponents (PC) of shape that

men u 1 combte significantly to discriminating Meanderthals from recent humans is illustrated in the morphing of the comhbined sample Procrustes mean facet shapes: the MC 3 base
(1432013 J WA#QWMI capitate facets (3A#<20133C). Meanderthals tend to have less styloid projection, flatto convex MC 1 hases, and mare (=]
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Then you’ll get a working area like Figure 3. You can adjust the sliding bars to adjust the
height and width of the tope panel where the documents are listed.
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(Complementation of 8. cerevisiae lacking mRMNA guanyhtransferase. Growth was measured on selective media using CEG1
#2212 cells transformed with emply parental pG-1 (vector), pG-1 containing wild-type (MCE) or mutant (<29424) MCE or with a CEG1-containing URA3 plasmid -
(CEG1) as detailed in Materials and Methods

lanalysis of rearrangement in Ta gene in two Tably alleles. (A) PCR-based detection of exons deleted in Tabby alleles. Products for exons 1, 3 .and 5 were armplified using
nligonucleotide primer pairs and visualized on EtBr-stained agarose gels. Deletion is evident for exon 1in one Ta allele (Jane 2). Lanes: 1 and 3, contral mouse DMNAS, respectively,
or Ta (lane 2) and Tahby #x30086J#:3009 (lane 4); 5820137, other mouse DMNAs; 8, water, 3, human DNA. (B) Exon 1 sequence analysis of mutated Tabby #x30088J%3009 allele
and respective mouse contral. Point mutation 550delT is indicated by an arrow. Sequence reads in the sense direction from bottam to top (Upper). {Lower) Mucleotide sequence and
translated amino acids of normal control {wild type) and mutant Ta #:30086J#x30083 allele. Amino acids shown in italics are due to a frame-shift mutation and results in premature

14-3-3B protein copurifies with FoF1 and interacts with the #03B2-subunit. (& Partially purified FoF1 #005Bisolated inthe presence or absence of cantharidin (can)#0050 was

urther purified by gel filtration; proteins within each fraction (1 to 9) were separated by SDS#002FPAGE and blotted onto nitrocelluloge. Blots were probed with antibody specific far

[14-3-3B. In the presence of cantharidin, a single 14-3-3 band was seen infraction 4, which i3 the fraction containing the peak of FoF1 (as detenmined by hydrolvtic activity and silver

staining; see B). When FoF1 was isolated in the absence of cantharidin, the amount of 14-3-3 in fraction 4 was strongly reduced (CFoF 1) ar zero (MFOF1). A small amount of 14-3-3
as found in fraction 7, which represents proteins with an apparent molecular mass between 45 and 70 kDa (the mass of uncomplexed 14-3-3 dimery. (B) Fraction 4 ofthe gel

Examples ofwire frames ofthe CMC facets visualized with the morphologika sofware. The range of shape variation alohg some of the principal components (PC) of shape that
contribute sighificantly to disctiminating Meanderthals from recent humans i ilustrated in the marphing of the combined sample Procrustes mean facet shapes: the MC 3 base

(123#x20131C), the MC 1 hase (2A820132C), and the distal CW#XMW 33C). Neanderthals tend to have less styloid projection, flat to convex MC 1 hases, and more =

Highlight ” Cell - “ -compare fo- 6 |H:

Font-2 “ Font+2 “ -top- w | ] Unlabeled [F——

[200 spans being viewed.

Select one to make it appear here] Sliding bar for
height

Types:[NoneINone]| Add Cell Line || Add Protein_Gene || LabelSameSpan || Delete ” Props “ Get source file || Up || Down |®:‘ Save

editing **gdummy id*** Span '[200 spans being viewed. Select one to make it appear here.]' = tokens 0:15 in **Bdummy id***r**gdummy id**

Figure 3

To select a document to label, click on it in the top panel and the text from that document

will appear in the bottom panel, as shown in Figure 4.

[Complementation of 8. cerevisiae lacking mRMNA guanylyltransferase. Growth was measured on selective media using CEG1
#x2212 cells transformed with empty parental pG-1 (vector), pG-1 containing wild-type (MCE) or mutant (K2944) MCE or with 2 CEG1-containing URA3 plasmid
(CEG1) as detailed in Materials and Methods.

lAnalysis of rearrangement in Ta gene in two Tahby alleles. (&) PCR-based detection of exons deleted in Tabby alleles. Products for exons 1, 3 .and 5 were amplified using
oligonucleotide primer pairs and visualized on EtBr-stained agarose gels. Deletion is evident for exon 1 in one Ta allele {Jane 2). Lanes: 1 and 3, control mouse DMAS, respectively,
or Ta {lane 2) and Tabby #x30086J#x3009 {lane 4); 5#x20137, other mouse DNAS; 8, water, 3, human DNA, (B) Exon 1 sequence analysis of mutated Tabby #¢30086.J3#3003 allele
and respective maouse control. Paoint mutation 550delT is indicated by an arrow. Sequence reads inthe sense direction from bottorn to top (Upper). (Lower) Nucleotide sequence and
translated amino acids of normal control {wild type) and mutant Ta #x30086J33004 allele. Amino acids shown in italics are due to a frame-shift mutation and results in premature

14-3-3B protein copurifies with FoF 1 and interacts with the #x03B2-subunit. (&) Partially purified FoF 1 #x005Bisolated in the presence or absence of cantharidin (cam#x0050 was

urther purified by gel filtration; proteins within each fraction (1 to 9) were separated by SDS#x002FPAGE and blotted onto nitrocellulose. Blats were probed with antibody specific for

14-3-3B. In the presence of cantharidin, a single 14-3-3 band was seen in fraction 4, which is the fraction containing the peak of FoF1 (as determined by hydroldic activity and silver

=taining; see B). When FoF1 was isolated in the absence of cantharidin, the amount of 14-3-3 in fraction 4 was stronaly reduced (CFoF1) orzero (MFoF1). A small amount of 14-3-3
as found in fraction 7, which represents proteins with an apparent molecular mass hetween 45 and 70 kDa (the mass of uncomplexed 14-3-3 dimer). (B) Fraction 4 ofthe gel

Examples ofwire frames of the CMC facets visualized with the morphologika software. The range of shape variation along some of the principal components (PC) of shape that
contribute significantly to discriminating Neanderthals from recent humans is illustrated in the morphing of the combined sample Procrustes mean facet shapes: the MC 3 hase
(1 A#x20131C), the MC 1 base (2A#x201 32C), and the distal capitate facets (3A#1201 33C). Neanderthals tend to have less styloid projection, flat to corwex MC 1 hases, and mare = |
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kumplememallun of 5. cerevisiae lacking mREMA guanylyliransferase. Growth was measured on selective media using CEG1
#x2212 cells transformed with empty parental pG-1 (vector), pG-1 containing wild-type (MCE) or mutant (K29424) MCE or with a CEG1-cantaining URA3 plasmid (CEG1) as
detailed in Materials and Methods.
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Add a label

To label the currently selected document, you have to work in the bottom panel. Select
the words you want to label with the mouse, and then click the *‘Add Cell Line’ or *‘Add
Protein_Gene’ button, as shown in Figure 5.

edu.cmu.minorthind. text.gui. TextBase Editor,

Complementation of 5. cerevisiae lacking mRMA guanylyliransferase. Growth was measured on selective media using CEG1 ~

#2212 cells transformed with empty parental pG-1 (vectar), pG-1 containing wild-type MCE) or mutant (K2942) MCE arwith 2 CEG1-containing URAZ plasmid =
(CEG1) as detailed in Materials and Methods

nalysis of rearrangement in Ta gene intwo Tabby alleles. (8 PCR-based detection of exons deleted in Tabby alleles. Products for exons 1, 3 and 5 were amplified using
oligonucleotide primer pairs and visualized on EtBr-stained agarose gels. Deletion is evident far exon 1 in one Ta allele (ane 2). Lanes: 1 and 3, contral mouse DMAS, respectively,
or Ta {lane 2b and Tabby #30086J#:3009 (lane 4); 5%x30137, other mouse DNAs; 8, water; 8, hurnan DNA, (B) Exon 1 sequence analysis of mutated Tabby #¢30086J#3008 allele
and respective mouse control. Point mutation 550delT is indicated by an arrow. Segquence reads in the sense direction from bottom to top (Uppery. (Lower) Mucleotide sequence and
translated amino acids of normal control éwild type) and mutant Ta #30086J#x30049 allele. Amino acids shown initalics are due to a frame-shift mutation and results in premature

14-3-3B protein copurifies with FoF1 and interacts with the #«03B2-subunit. (&) Partially purified FoF 1 #x005Bisolated in the presence ar absence of cantharidin (can)#x0050 wag
urther purified by gel filtration; proteins within each fraction (1 to 9y were separated by SDE#002FPAGE and blotted onto nitrocellulose. Blots were probed with antibody specific far
14-3-3E. Inthe presence of cantharidin, a single 14-3-3 hand was seen infraction 4, which is the fraction containing the peak of FoF1 (as determined by hydrohic actiity and silver

a5 found in fraction 7, which represents proteins with an apparent molecular mass between 45 and 70 kDa the mass of uncomplexed 14-3-3 dimer). (B) Fraction 4 of the gel =

(1 #2201 31C), the MC 1 base (2A#x20132C), and the distal capitate Tacets (3A#:20133C). Neandenthals tend to have less styloid projection, fiatto canve

T bases, and mare
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Complementation of 3. cerevisiae lacking mRMNA guanylyltransferase. Growth was measured on selective media usiQu CEG1
#:2212 cells transformed with empty parental pG-1 (vector), pG-1 containing wild-type (MCE) or mutant
as detailed in Materials and Methods.

CE orwith a CEG1-containing URA3 plastid (CEG1)
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Figure 5

Once successfully labeled, the names will be highlighted as yellow (for category
specified in pull down menu 1, here it’s “‘Cell’) or blue (for category specified in pull
down menu 2, here it’s ‘Prot’). Figure 6 shows a successfully labeled ‘CED1’ as “‘Cell’ .

Word(s)
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staining; see B). When FoF1 was isolated in the absence of cantharidin, the amount of 14-3-3 in fraction 4 was strongly reduced (GFoF1) or zero (MFoF1). A small amount of 14-3-3 = W|th mouse
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Complementation of 5. cerevisiae lacking mRMA guanylytransterase. Growth was measured on selective media using CEG1
#2212 cells transformed with emply parental pG-1 frectan, pG-1 containing wild-type MCE) or mutant (K2944) MCE or with a CEG1-containing URAS plasmid
(CEG1) as detailed in Materials and Methods.

lAnalysis of rearrangerment in Ta gene in bwo Tabhy alleles. (A) PCR-hased detection of exons deleted in Tabby alleles. Products for exons 1, 3 and 8 were amplified using
oligonucleotide primer pairs and visualized on EtBr-stained agarose gels. Deletion is evident for exon 1 in one Ta allele {lane 2). Lanes: 1 and 3, control mouse DMNAs, respectively,
or Ta (lane 2) and Tabby #30086.4:3008 {lane 4}, 5#x20137, other mouse DMAs; 8, water, 3, human DMA. (B) Exon 1 seguence analysis of mutated Tabby #:30086J#x3008 allele
and respective mouse contral. Point rutation 550delT is indicated by an arrow. Seguence reads in the sense direction fror battorn to top (Upper. (Lower) Nucleatide sequence and
transiated amino acids of normal cantrol (wild type) and mutant Ta #x30086.0#:3004 allele. Amino acids shown in italics are due to a frame-shift mutation and results in premature

14-3-3B protein copurifies with FoF1 and interacts with the #x03B2-subunit. (& Partially purified FoF1 #005Bisolated in the presence or absence of cantharidin (can)#x0050 was

urther purified by gel filtration; proteins within each fraction (1 to 9) were separated hy SDS#:002FPAGE and blotted onto nitrocellulose. Blots were probed with antibody specific for

[14-3-3B. In the presence of cantharidin, a single 14-3-3 band was seen in fraction 4, which is the fraction containing the peak of FoF1 (as determined by hydrolytic activity and silver

staining; see B). When FoF 1 was isolated in the absence of cantharidin, the amount of 14-3-3 in fraction 4 was strongly reduced (CFoF 1) or zero (MFoF1). A small armount of 14-3-3
as found in fraction 7, which represents proteins with an apparent molecular mass between 45 and 70 kDa (the mass of uncomplexed 14-3-3 dimer). (B Fraction 4 ofthe gel

Examples of wire frames of the CMC facets visualized with the morphologika software. The range of shape variation along some of the principal components (PC) of shape that
contribute sighificantly to discriminating Neanderthals from recent humans is illustrated in the morphing ofthe combined sarmple Procrustes rean facet shapes: the MC 3 base
(1A%x201310C), the MC 1 hase (2A#:20132C), and the distal capitate facets (3A#:20133C). Meanderthals tend to have less styloid projection, flat to convex MC 1 bases, and mare =]
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Complementation of 5. cerevisiae lacking mRNA guanylyliransferase. Growth was measured on selective media using CEG1
#2212 cells transfarmed with ernpty parental pG-1 (vectar, pG-1 containing wild-type (MCE) of rutant (K2944) MGE ar with a CEG1-containing URAZ plasmmid (CEGT)
as detailed in Matetials and Methods
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Figure 6
Figure 7 shows another example, with a cell name and a protein name successfully
labeled

extBaseEditor,

Complementation of 8. cerewisiae lacking mRMA guanylyltransferase. Growth was measured on selective media using CEG1 h
#2212 cells transformed with empty parental pG-1 (vectar), pG-1 containing wild-type (MCE) or mutant (K2944) MCE or with a CEG1-containing URA3 plasmid =
(CEG1) as detailed in Materials and Methods

I nalysis of rearrangement in Ta gene in twa Tabby alleles. (3) PCR-based detection of exons deleted in Tabby alleles. Products for exons 1, 3 ,and 9 were amplified using
oligonuclectide primer pairs and visualized on EtBr-stained agarose gels. Deletion is evident for exon 1 in one Ta allele {ane 2. Lanes: 1 and 3, control mouse DNAs, respectively,
for Ta {lane 2 and Tabby #30086J#x30089 (lane 4), 5#x20137, other mouse DMAs, 8, water; 9, human DNA. (B) Exon 1 sequence analysis of mutated Tabby #:30086J#:3008 allele
and respective mouse control. Point mutation 550delT is indicated by an arrow. Seguence reads in the sense direction fram bottorn to tap (Upper). {Lower) Mucleotide seguence and
translated amino acids of normal control twild type) and mutant Ta #x30086.43003 allele. Aming acids shown initalics are due to a frame-shift mutation and results in premature

14-3-3B protein copurifies with FoF 1 and interacts with the #x0362-subunit. (&) Partially purified FoF 1 #x009Bisalated in the presence or absence of cantharidin (cany#0050 was

urther purified by gel filtration; proteins within each fraction {1 to 9) were separated by SOS#:002FPAGE and blotted onto nitrocellulose. Blots were probed with antibody specific for

14-3-3B. In the presence of cantharidin, a single 14-3-3 band was seen in fraction 4, which is the fraction containing the peak of FoF1 (as determined by hydrolytic activity and silver

staining, see B). When FoF1 was isolated in the absence of cantharidin, the amount of 14-3-3 in fraction 4 was strongly reduced (CFoF1) orzero (MFoF1). A small amount of 14-3-3
as found in fraction 7, which represents proteins with an apparent malecular mass between 45 and 70 kDa ithe mass of uncamplexed 14-3-3 dimer). (B) Fraction 4 ofthe gel

Exarnples of wire frarmes of the CMC facets visualized with the morphologika software. The range of shape variation along sorme of the principal cormponents (PCY of shape that
contribute significantly to discriminating Neanderthals from recent humans is illustrated in the morphing of the combined sample Procrustes mean facet shapes: the MC 3 base
(1A#x20131C), the MC 1 base (2A#x20132C), and the distal capitate facets (3A#x20133C). Neanderthals tend to have less styloid projection, flatto convex MC 1 bases, and mare =
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Complementation of 5. cerevisiae lacking mRMA guanylylransferase. Growth was measured on selective media using CEG1
#x22172 cells transformed with empty parental pG-1 (vector), pG-1 containing wild-type (MCE) or mutant (K2944) MCE or with a CEG1-containing URA3 plasmid (CEG1)
as detailed in Materials and Methods,
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Put some annotations

Our labeling tool is able to let you input some annotations when you label the terms. The
default annotations generated are:

Method of labeling: manually

Confidence of labeling this term: 1.0

Reference: | know it is a protein (or cell) name

Conjuctive: false

Family: false

Complex: false

gene/protein: protein

comments: additional things you want to add

If you refer to any sources, or feel not that confident to label one term, it would be helpful
to record them as annotations. To view and edit the annotations, select the term you’ve
labeled, and click the ‘Props’ button (as shown in figure 8), a window like Figure 9 will

.gui. TextBaseEditor,

Complementation of 5. cerevisiae lacking mRMA guanylyltransferase. Growth was measured on selective media using CEG1 el
#42712 cells transformed with empty parental pG-1 (vector), pG-1 containing wild-type (MGE) of mutant (K2944) MSE or with a CEG1-cantaining URAI plasmid -
(CEG1) as detailed in Materials and Methods.

lAnalysis of rearrangement in Ta gene intwo Tabhby alleles. (&) PCR-hased detection of exons deleted in Tabby alleles. Products for exons 1, 3 ,and 5 were amplified using
oligonuclentide primer pairs and visualized on EtBr-stained agarose gels. Deletion is evident for exon 1 inone Ta allele (lane 2. Lanes: 1 and 3, control mouse DNAS, respectively,
or Ta (ane 2) and Tabhby #30096.0#¢3009 (lane 4); S#:20137, other mouse DMAS, 8, water; 9, hurman DA, (B) Exon 1 sequence analysis of mutated Tabby #¢30086.4#:3009 allele
and respective mouse control. Point mutation 550delT is indicated by an arrow. Sequence reads in the sense direction from bottom to top (Upper). (Lower) Nucleotide sequence and
translated aming acids of normal control éwild type) and mutant Ta #x30086J#x3009 allele. Amino acids shown i italics are due to a frame-shitt mutation and results in premature

14-3-3B protein copurifies with FoF 1 and interacts with the #x03B 2-subunit. (A) Partially purified FoF 1 #005Bisolated in the presence or absence of cantharidin (candx0050 was

14-3-3B. In the presence of cantharidin, a single 14-3-3 hand was seen in fraction 4, which is the fraction containing the peak of FoF 1 (as determined by hydrolytic activity and silver _}T

staining; see B). When FoF 1 was isolated in the absence of cantharidin, the amount of 14-3-3 in fraction 4 was strongly reduced (CFoF 1) or zero (MFoF1). A small amount of 1447
as found in fraction 7, which represents proteins with an apparent molecular mass bhetween 45 and 70 kDa ¢he mass of uncomplexed 14-3-3 dirmer). (B) Fraction 4 o uel

Examples ofwire frarmes of the CMC facets visualized with the morphologika software. The range of shape variation along some ofthe principal cormponents
contribute significantly to discriminating Neanderthals fram recent humans is illustrated in the morphing ofthe combined sample Procrustes rmean fag
(1A4#20131C), the MC 1 base (2A8x20132C), and the distal capitate facets (3A#120133C). Neanderthals tend to have less styloid projection, fa

Highlight “ cell - || Prot - |H: —— W Font-2

of shape that
apes: the MG 3 base
Drvex MC 1 bases, and more =]

¥ | ] Unlabeled

Select the
labeled
term

urther purified by gelfiltration; proteins within each fraction (1 to 9) were separated by SDS#x002FPAGE and blotted onto nitrocellulose. Blots were probed with antibody specific far -

Complementation of 5. cerevisiae lacking mRMA guanylyiransferase. Growth was measured on selective media us{hg CEG1
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The window will display the default annotations. You can edit them by select the item
you want to modify from the pull down menus and input your annotation into the text box,
then click ‘Insert Property’(shown through Figure 10~11).
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Delete a label
If you mis-labeled something, select the mis-labeled word(s) with mouse, and click the
‘Delete’ button.

Label the identical names within one caption
One name might be mentioned several times in a caption. The labeler provides a
convenient way of labeling the remaining identical names after you’ve labeled one of

them.
For example, if | want to label the remaining ‘CEG1’ as “Cell’, select the labeled one and

click on ‘LabelSameSpan’ button, as shown in Figure 11.
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We’ll get the remaining ‘CEG1’ labeled, as shown in Figure 12.
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Complementation of 8. cerevisiae lacking mRMA guanylyltransferase. Growth was measured on selective media using CEG1
#:2212 cells transformed with empty parental pG-1 {vector), pG-1 containing wild-type (MCE) or rutant (K2944) MCE or with a CEG1-containing URAZ plasmid (CEGT)
as detailed in Materials and Methods.
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Figure 12
If you’ve modified the annotations of *CEG1’, they will be copied to the other ‘CEG1’
when you use ‘LabelSameSpan’ to label them.

Save your result

You can save your result at any time and come back again. Click the ‘Save’ button to
save your labeling effort.

Please remember to save before you close the main window. There
won’t be warning message pop-out to remind you to save your results
when you close the main window (sorry | haven’t figured out how to
register a listener for this).



View the original paper

If you want to look at the original paper the caption was extracted from, click the ‘Get
source file’ button and you’ll see a dialog containing the url to the paper, as shown in
Figure 13. You can copy the url from the text field and open it in your browser.

URL for source paper, E|

You can copy the url below and open it in your hrowser

|JmcDataRDDt-v4IallElMC-paper.fpapeﬂ1DS-cuntent.pme|

0K Cancel

Figure 13

Shortcut keys

To speed up the labeling, some shortcut keys are defined:

To add a Cell, you can use ‘¢’ or ‘C’

To add a Protein_gene, you can use ‘p’ or ‘P’

To modify the properties, you can use ‘ctrl+p’

To delete a label, you can use ‘Del’

To save, you can use “ctrl+s’

You can also use ‘left arrow’ and ‘right arrow’ to move around the entities you’ve
labeled.

Additional information

1. The *UP’ and ‘Down’ button in the main window: this is designed to help you
move from one document to the adjacent document in the top panel. Yet you can
always select a document to label by clicking on it in the top panel.

2. The term labeled both as ‘label specified in pull down menu 1’ and ‘label
specified in pull down menu 2’ will be highlighted as green. This is unlikely to
happen in our case, when labeling protein names and cell names. This will be
helpful to cross-validate things labeled via difference sources.



