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Entry 
no. Protein

Protein 
probability

Percent 
share of 
spectrum 
id's Description

1

UniRef100_B2R8
R5,UniRef100_Q1
3263,UniRef100_
Q13263-2 1 12.65

cDNA, FLJ94025, highly similar to Homo 
sapiens tripartite motif-containing 28 
(TRIM28), Transcription intermediary factor 
1-beta, Isoform 2 of Transcription 
intermediary factor 1-beta 

2 UniRef100_Q15058 1 1.73 Kinesin-like protein KIF14 

3
UniRef100_Q6ZW6
4 1 2.09

cDNA FLJ41552 fis, clone COLON2004478, highly 
similar to Protein Tro alpha1 H,myeloma 

4a

UniRef100_A8MSR3
,UniRef100_B4E0M
9,UniRef100_B4E0
N4, 1 0.89 Putative uncharacterized protein CDK11A 

5a

UniRef100_B7Z5C1
,UniRef100_Q4W4Y
1,UniRef100_Q6NU
S1,UniRef100_Q8W
UM4,UniRef100_UP
I00004121D3 0.9998 1.17

cDNA FLJ56126, highly similar to Programmed 
cell death 6-interacting protein 

6a
UniRef100_C5IWV5
,UniRef100_P00761 1 3.09 Trypsinogen 

7a UniRef100_P02769 1 8 Serum albumin 

8a UniRef100_P04264 1 16.43 Keratin, type II cytoskeletal 1 

8b UniRef100_P35908 1 15.4 Keratin, type II cytoskeletal 2 epidermal 

8c UniRef100_P13647 1 7.68 Keratin, type II cytoskeletal 5 

9a

UniRef100_P13645,
UniRef100_UPI000
17BCE7F 1 15.14 Keratin, type I cytoskeletal 10 

9b UniRef100_P35527 1 3.72 Keratin, type I cytoskeletal 9 

9c UniRef100_P02533 1 3.34 Keratin, type I cytoskeletal 14 

10 UniRef100_Q7M754 0.9999 1.32 Try10-like trypsinogen 

11

UniRef100_UPI000
0111654,UniRef100
_UPI0000112158,U
niRef100_UPI00017
BDB3D,UniRef100_
UPI00017BDB42 0.9935 0.35 MONOCLONAL ANTIBODY MAK33 

Validation 2: TRIM28_(SC-81411) IP-Mass Spec of the ~100 kDa band identified in IP-
Western in Validation 1.  Target protein (TRIM28) was identified as entry number 1 with 100% 
probability.  



12

UniRef100_A1A508
,UniRef100_A8CED
1,UniRef100_A8CE
D3, 0.9909 0.7 PRSS3 protein 

13

UniRef100_B4DGL0
,UniRef100_B4DMA
2,UniRef100_P0823
8,UniRef100_P1462
5,UniRef100_Q59F
C6,UniRef100_Q5C
AQ5,UniRef100_Q6
PK50,UniRef100_Q
96GW1 0.989 0.7

cDNA FLJ53619, highly similar to Heat shock 
protein HSP 90-beta 

14

UniRef100_A8K3W
4,UniRef100_A8K5
K0,UniRef100_A8K
6U7,UniRef100_Q9
BUJ2,UniRef100_Q
9BUJ2-
2,UniRef100_Q9BU
J2-
3,UniRef100_Q9BU
J2-4 0.9858 0.35

cDNA FLJ75163, highly similar to Homo sapiens 
heterogeneous nuclear ribonucleoprotein U-like 1 
(HNRPUL1), transcript variant 4, mRNA 

15
UniRef100_A5JHP3,
UniRef100_P81605 0.9839 1.04 Dermcidin isoform 2 

16

UniRef100_B4DRE8
,UniRef100_P13639
,UniRef100_Q6PK5
6,UniRef100_Q8TA
90 0.9675 0.35

cDNA FLJ58164, highly similar to Elongation 
factor 2 

17

UniRef100_A0N5G3
,UniRef100_A2NUT
2,UniRef100_C6KX
N3, 0.9533 1.15 Rheumatoid factor G9 light chain (Fragment) 

18

UniRef100_B4DIW2
,UniRef100_B4DJ30
,UniRef100_B4DSM
6,UniRef100_B4DZ
53,UniRef100_Q14
697,UniRef100_Q1
4697-2 0.9427 0.35

cDNA FLJ54035, highly similar to Neutral alpha-
glucosidase AB 

19

UniRef100_A8K674
,UniRef100_B2RDW
1,UniRef100_P6298
8,UniRef100_Q3MI
H3,UniRef100_Q49
A90, 0.911 0.34

cDNA FLJ75516, highly similar to Xenopus 
tropicalis ubiquitin C, mRNA 

20
UniRef100_Q9NP73-
2 0.4977 0.3

Isoform 2 of UDP-N-acetylglucosamine 
transferase subunit ALG13 homolog 

21
UniRef100_A2BF21,
UniRef100_A6NI54 0.4705 0.45 Collagen, type XI, alpha 2 (Fragment) 
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