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1 Examined programs

The following programs were used in the experimental part. The running parameters are also given.

• Clustal Omega v. 1.2.0

– -i <input> -o <output> --threads=8

– -i <input> -o <output> --threads=8 --iter=2

• FAMSA v. 1.0

– -t 8 <input> <output>

• GLProbs v. 1.0

– -num threads <input> -o <output>

• Kalign v. 2.04

– -quiet -i <input> -o <output>

• Kalign-LCS v. 2.04

– -quiet -b upgma -d lcs indel -i <input> -o <output>

• MAFFT v. 7.221

– auto: --auto --quiet --thread 8 --anysymbol <input>

∗ In this mode MAFFT applies consistency-based method for 212 of 218 files of BaliBASE
and for 312 of 395 files of OXBench-X. The other files in BaliBASE and OXBench-X are
processed using FFT-NS-i method. All files in PREFAB and SABmark are processed using
consistency-based method.

– default: --quiet --thread 8 --anysymbol <input>

– parttree: --quiet --thread 8 --anysymbol --parttree <input>

– dpparttree: --quiet --thread 8 --anysymbol --dpparttree <input>

• MSAProbs v. 0.9.7

– -num threads <input> -o <output>

• MUSCLE v. 3.8.31

– default: -quiet -in <input> -out <output>

– maxiters2: -quiet -in <input> -out <output>, -maxiters 2

• QuickProbs v. 2

1



– -t 8 <input> -o <output>

• UPP v. 1.1

– -m amino -s <input> -o <output> -x 8 -p ./upp-temporary

2 Additional results
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