[bookmark: _GoBack]Table EV2. Amino acid frequency of the terminal residue of human proteins*. 			
	
	NCBI
	Uniprot

	Amino acid**
	Frequency
	
	FDR adjusted p-value
	Frequency
	
	FDR adjusted p-value

	
	Proteome
	Last residue
	
	Left-tailed
	Right-tailed
	Proteome
	Last residue
	
	Left-tailed
	Right-tailed

	Gly
	0.0648
	0.0356
	
	1.30E-126
	1.00E+00
	0.0657
	0.0341
	
	5.17E-82
	1.00E+00

	Glu
	0.0721
	0.0493
	
	5.78E-66
	1.00E+00
	0.0710
	0.0495
	
	3.29E-33
	1.00E+00

	Ala
	0.0692
	0.0526
	
	1.05E-35
	1.00E+00
	0.0701
	0.0512
	
	6.73E-26
	1.00E+00

	Thr
	0.0538
	0.0461
	
	2.41E-10
	1.00E+00
	0.0535
	0.0452
	
	4.88E-07
	1.00E+00

	Arg
	0.0562
	0.0505
	
	5.76E-06
	1.00E+00
	0.0563
	0.0538
	
	2.05E-01
	1.00E+00

	Pro
	0.0625
	0.0573
	
	9.35E-05
	1.00E+00
	0.0631
	0.0578
	
	4.28E-03
	1.00E+00

	Asp
	0.0483
	0.0464
	
	1.52E-01
	1.00E+00
	0.0474
	0.0484
	
	1.00E+00
	3.74E-01

	Gln
	0.0479
	0.0497
	
	1.00E+00
	8.30E-02
	0.0477
	0.0492
	
	1.00E+00
	2.86E-01

	Trp
	0.0119
	0.0132
	
	1.00E+00
	2.86E-02
	0.0121
	0.0119
	
	1.00E+00
	8.57E-01

	Ile
	0.0365
	0.0388
	
	1.00E+00
	2.24E-02
	0.0434
	0.0451
	
	1.00E+00
	2.46E-01

	Asn
	0.0440
	0.0464
	
	1.00E+00
	2.24E-02
	0.0359
	0.0391
	
	1.00E+00
	1.82E-02

	Val
	0.0600
	0.0632
	
	1.00E+00
	1.31E-02
	0.0596
	0.0647
	
	1.00E+00
	4.10E-03

	Met
	0.0216
	0.0239
	
	1.00E+00
	4.47E-03
	0.0213
	0.0222
	
	1.00E+00
	3.32E-01

	Tyr
	0.0267
	0.0296
	
	1.00E+00
	1.34E-03
	0.0266
	0.0304
	
	1.00E+00
	1.67E-03

	Leu
	0.0983
	0.1136
	
	1.00E+00
	0.00E+00
	0.0996
	0.1104
	
	1.00E+00
	3.12E-06

	His
	0.0261
	0.0339
	
	1.00E+00
	0.00E+00
	0.0262
	0.0337
	
	1.00E+00
	5.02E-10

	Phe
	0.0361
	0.0486
	
	1.00E+00
	0.00E+00
	0.0365
	0.0472
	
	1.00E+00
	6.00E-14

	Ser
	0.0835
	0.0996
	
	1.00E+00
	0.00E+00
	0.0833
	0.0997
	
	1.00E+00
	1.33E-14

	Lys
	0.0583
	0.0728
	
	1.00E+00
	0.00E+00
	0.0573
	0.0744
	
	1.00E+00
	0.00E+00

	Cys
	0.0222
	0.0290
	
	1.00E+00
	0.00E+00
	0.0230
	0.0319
	
	1.00E+00
	0.00E+00


*Protein sequences were downloaded from NCBI genebank or Uniprot database.
**Amino acids are sorted by p-values.

