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Table S 5: Numbers of workflows obtained in the experiments.

Length Original Extended Full bio.tools
1/0 | 1/O+C [ 1/O | I/O+C | I/O | I/O+C

Use Case #1

1 0 0 0 0 0 0

3 1|0 12 |1 15 |2

4 6 |1 100 | 38 100 | 45

5 25 |8 100 100

6 96 | 39

7 100 | 100

Use Case #2

1 0 0 1 0 1 0

2 0 |0 11 |0 12 |0

3 0 |0 100 | 0 100 | 0

° 0o Jo [ Jo [ 0

Use Case #3

1 0 0 1 0 1 0

2 1 |0 47 10 54 10

3 7|0 100 | 0 100 1 0

4 31 |1 7 3

5 100 | 5 100 100

6 14

7 33

8 72

9 100

Use Case #4

1 0 0 1 0 1 0

2 1 |0 15 |0 23 [0

3 3 10 100 | 2 100 | 3

4 8 1 75 35

) 24 |6 100 100

6 81 |26

7 100 | 100
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Figure S 1: Workflow quality evaluation
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