	Sequence
	K
	<K>sd-surr
	<K>pair-Surr
	S (K)
	R %
	H bits

	A8-05b
	37
	39.1
	39.6
	2.7116
	6.32911
	0. 8915997

	A8-07b
	37
	39.7
	39
	1.5364
	6.09137
	0.9054523

	A8-09b
	36
	38.4
	38.5
	2.2072
	9.31990
	0.8915997

	A8-48b
	39
	39.1
	39.2
	0.6923
	2.25564
	0.8915997

	B8-01b
	38
	41.5
	41.3
	2.1766
	8.21256
	0.9751191

	B8-04b
	40
	41.5
	39.6
	0.9169
	3.14769
	0.9679885

	B8-08b
	40
	41
	41.7
	1.2493
	3.84615
	0.9679885

	B8-10b
	38
	40.9
	40.3
	2.3805
	8.21256
	0.9751191

	C8-06b
	41
	41.3
	41.5
	0.2096
	0.96618
	0.950956

	C8-11b
	41
	41
	41.5
	0.2018
	0.73709
	0.950956

	C8-17b
	41
	40.7
	40.6
	0.6030
	3.01507
	0.950956

	C8-19b
	39
	40
	39.1
	2.5236
	5.33980
	0.9410313

	D8-20b
	43
	40
	40.1
	2.7339
	10.82474
	0.9054523

	18-01b
	41
	41.1
	40.9
	0.4152
	1.23456
	0.9599377

	18-02b
	42
	39.8
	40.7
	0.8620
	4.47761
	0.9301497

	18-03b
	40
	41.5
	41.1
	0.7905
	2.43902
	0.9679885

	18-19b
	40
	40.5
	41.8
	0.2156
	0.99010
	0.9410313

	Average
	39.59
	40.4176
	40.3823
	1.3192
	4.55524
	0.94208285

	SQR
	1.8489
	0.9249
	1.0239
	0.9127
	3.07463
	0.24343865

	FAb
	68
	108.2
	107.4
	17.2557
	36.56716
	.8951585

	FBb
	68
	114.3
	114.1
	11.5352
	40.61135
	.9716682

	FCb
	69
	111.8
	111.8
	15.2044
	37.55656
	.9485638


Table 3.  Grammatical Complexity,  S-values, algorithmic redundancy and entropy for  the binary representation of pseudorandom protein sequencesa

a The labels of the first 17 sequences are the same as in the additional information file from Keefe and Szostack (2001), except for the ending “b”. These sequences are the translation of the original string into the HP alphabet. The last three sequences were obtained by concatenating the sequences of the corresponding family, as explained in the text.
