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Tutorial 1.6: Export heatmap image and table
results

Export the results of the enrichment analysis as an image and as a table
containing the details of the statistic results
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path:hsa04610: name = Complement and coagulation cascades - Homo sapiens (human)
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STEP 2

Give a name to the image, select 100

the directory where to save it and
the format

path:hsa04610: name = Complement and coagulation cascades - Homo sapiens (human)
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After the export you will have a new
file with the image in the directory
that you indicated.
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You can also export the image of
the scale you have selected to
use it in your figures
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110-4, path:hsa04115: Observed events = 13, Expected mean = 6.274971031286211, Expected stddev = 2.3829343593415317, Distribution = BINOMIAL, Probability = 0....
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Click Export table ... to export a
Data |Resut table with the parameters of the
enrichment analysis results

d coagulation cascades - Homo sapiens (human)

145-4, path:hsa04510: Observed events = 36, Expected mean = 16.153006389370795, Expected stddev = 3.851652963850875, Distribution = BINOMIAL, Probability = 0.
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160-4: topography = thyroid gland, morphology = ALL, =

Remove or add parameters and
put them in the order you want
them to be in the table and click

OK




home/sderdak/Desktop/test/table.txt

After the export you will have a new
file that contains the table with the
parameters that you selected.

Y
B c | D | E F | 6 | H | | | J | k] L | M | N |
column _ Jrow observed expected-mean expected-stdev |distribution probability left-p-value right-p-value two-tail-p-value N corected-left-p-value corrected-right-p-value corrected-two-tail-p-value

2 |110-4 path:hsa05150 29 5.04 2.14 BINOMIAL 0.1 1 179E-016 1 53 1 3.52E-014 1
3 [118-4 path:hsa05150 4 164 1.26 BINOMIAL 0.03 0.98 0.08 1 50 1 0.57 1
4 [120-4 path:hsa05150 ] 3.03 1.69 BINOMIAL 0.06 0.97 0.08 1 51 1 0.52 1
5 |131-4 path:hsa05150 12 25 154 BINOMIAL 0.05 1  5.20E-006 1 53 1 0 1
6 |140-4 path:hsa05150 10 191 1.36 BINOMIAL 0.04 1 171E-005 1 53 1 6.79E-004 1
7 |145-4 path:hsa05150 3z 416 1.95 BINOMIAL 0.08 1  150E-022 1 51 1 2.97E-020 1
8 |160-4 path:hsa05150 7 218 1.45 BINOMIAL 0.04 1 0.01 1 52 1 017 1
9 |169-4 path:hsa05150 ] 219 1.45 BINOMIAL 0.04 0.99 0.02 1 53 1 1 1
10 |173-4 path:hsa05150 27 5.05 213 BINOMIAL 0.1 1  159E-014 1 51 1 3.14E-012 1
11 |18-4 path:hsa05150 g8 7.63 2.55 BINOMIAL 0.15 0.65 0.5 1 51 1 079 1
12 |185-4 path:hsa05150 11 475 2.07 BINOMIAL 0.09 1 0.01 1 50 1 0.07 1
13 |190-4 path:hsa05150 g8 136 115 BINOMIAL 0.03 1  6.01E-005 1 53 1 0.01 1
14 [202-4 path:hsa05150 19 4.98 211 BINOMIAL 0.1 1 115E-007 1 48 1 5.68E-006 1
15 [203-4 path:hsa05150 11 417 1.96 BINOMIAL 0.08 1 0 1 50 1 0.04 1
16 |42-4 path:hsa05150 2 129 112 BINOMIAL 0.02 0.86 037 1 53 1 1 1
17 |44-4 path:hsa05150 3z 6.32 2.35 BINOMIAL 0.1z 1 410E-017 1 51 1 8.11E-015 1
18 |49-4 path:hsa05150 16 411 1.94 BINOMIAL 0.08 1 147E-006 1 51 1 9.71E-005 1
19 [84-4 path:hsa05150 13 461 2.05 BINOMIAL 0.09 1  4.90E-004 1 53 1 0.01 1
20 | 09/04/11 path:hsa05150 11 34 1.78 BINOMIAL 0.07 1  45B8E-004 1 51 1 0.01 1
21 [94-4 path:hsa05150 10 2.44 152 BINOMIAL 0.05 1 133E-004 1 52 1 0 1
22 [110-4 path:hsa04512 21 77 2.64 BINOMIAL 0.1 1  164E-005 1 81 1 1.53E-004 1
23 [118-4 path:hsa04512 20 2.66 1.6 BINOMIAL 0.03 1  145E-012 1 81 1 2.83E-010 1
24 |120-4 path:hsa04512 13 4.88 2.14 BINOMIAL 0.06 1 0 1 82 1 0.04 1
25 |131-4 path:hsa04512 2 301 1.93 BINOMIAL 0.05 024 0.91 1 83 0.91 1 1
26 [140-4 path:hsa04512 14 3.02 171 BINOMIAL 0.04 1 179E-006 1 84 1 8.89E-005 1
27 [145-4 path:hsa04512 22 6.69 2.48 BINOMIAL 0.08 1 4.53E-007 1 &2 1 T.47E-006 1
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You can also export a matrix of
numbers. Click Export matrix...

Table exported.
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home/sderdak/Desktop/test/matrix.txt

After the export you will have a new
file with a matrix of values for the
parameter that you selected.

-7
B [ ¢ [ o | e | F [ 6 | w [ v | y [ x | vt | m™m [ N | o |

110-4 118-4 120-4 131-4 140-4 145-4 160-4 169-4 173-4 18-4 189-4 190-4 202-4 203-4 42-
path:hsa05150 | 1.79E-016 0.08 0.08 5.20E-006 1.71E-005 1.50E-022 0.01 0,02 159E-014 0.5 0.01 6.01E-005 1.15E-007 0
pathchsa04512 | 1.64E-005 1.45E-012 0 0.91 1.79E-006 4.53E-007 1.30E-006) 0.13 1.63E-011 2.50E-008 0.65 2.64E-004 6.79E-007 2.49E-005
path:hsa04610 | 2.24E-007 0.66 0.01 0.84 0.1 4.49E-010 0.07 032 1.28E-010 0.33 0.79 0 4.13E-012 0.51
path:hsa04115 0.01 0.17 4.02E-005 0.04 0 2.94E-007 0.02 0.78 5.10E-010 &.42E-009 0.01 0.25 0.02| 3.59E-005

path:hsa04110 0.14 0.56| 3.23E-020 0.13 1.10E-007 0 0.88 0.75 8.00E-008 3.20E-020 4.69E-004 0.1 6.90E-004 7.03E-005 9.4
path:hsa04510 | 3.68E-004 7.70E-011 0.05 0.83 9.47E-004 4.73E-006 0.02 0.43 9.75E-008 1.14E-006 0.65 0.03 0.02 0.01
path:hsa00970 0.88 0.7 0.43 0.04 0.78 0.85 0.41 1 1 0.87 0.17 0.02 1 0.93

path-hsa00601 1 0.2 0.44 0.7 1 0.88 0.28 1 1 0.98 0.9 1 0.49 1
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THANKS FOR USING GITOOLS
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