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Results Shown Filtered by Validation Category: valid
Data Directory: msdataSM\021511_OGL_Caecl_1st_set
hit table read - SpecFeatures read
valid hits read from tagSummary file - Files: 114 Hits: 274
Data Directory: msdataSM\022011_OGL_Cael_fractions
hit table read - SpecFeatures read
valid hits read from tagSummary file - Files: 132 Hits: 308
beginning to assemble proteins .... proteins assembled 0.091784 sec
proteins filtered by unique peptides 0.007201 sec
proteins filtered by score
calculated protein coverage maps 0.046512 sec
beginning to roll up proteins into groups ... . proteins rolled up into groups 0.005512 sec
protein groups ready for display

proteinGroupingMethod: oneSharedPeptideSubgrouped 20 Proteins listed

o Distinct Total _
Group Subgroup Spectra I?elzt:ggts S,\L;lg/n,\jlgd % AA Protein Prk?lb?lln Datab_ase
#) #) #) ) Search Coverage lipt)gs;rnal (Da) Accession #
Score Y

1 11 35 7 114.95 17 4.39e+010  77520.7 PA_Bse02:2503999400
1 11 35 7 114.95 28 4.39e+010 48452.4 PA_Bse_meta_comb:2073585167
2 21 23 5 83.37 17 4.05e+009 54835.2 PA_BS12:2189568724
2 2.1 23 5 83.37 17 4.05e+009 54483.9 PA_Bse_meta_comb:2073587463
2 2.2 6 2 34.77 3 8.08e+008 99497.3 PA_Bse08:2503994382
3 3.1 25 5 78.52 9 1.51e+009 80610.8 PA_BS12:2189571642
3 3.1 25 5 78.52 20 1.51e+009 37625.9 PA_Bse_meta_comhb:2073592708
3 3.2 7 2 28.80 3 3.38e+008 112354.2 PA_Bse_meta_comb:2073560170
3 3.2 7 2 28.80 3 3.38e+008 112173.0 PA_Bse02:2503998147
4 4.1 33 4 71.02 10 2.32e+010 73729.2 PA BS12:2189570195
4 4.1 33 4 71.02 18 2.32e+010 44290.5 PA_Bse_meta_comb:2073567998
5 5.1 65 4 54.18 18 3.68e+010 34086.6 PA_BS12:2189568629
5 5.1 65 4 54.18 19 3.68e+010 31845.8 PA_Bse_meta_comb:2073564373
6 6.1 8 3 50.89 29 6.60e+008 11367.4 PA_Bse_meta_comb:2073565234
7 7.1 6 3 43.79 10 4.76e+008  46154.6 PA_Bse02:2503998146
7 7.1 6 3 43.79 10 4.76e+008 46141.6 PA_Bse_meta comb:2073560169
8 8.1 18 3 39.05 13 1.37e+009 43960.4 PA_Bse_meta_comb:2073561917
8 8.1 10 2 27.37 3 7.30e+008 114184.0 PA_Bse_meta_comb:2073561915
8 8.2 10 3 35.67 4 6.75e+008 113016.6 PA_Bse02:2503999098
8 8.2 10 3 35.67 4 6.75e+008 112508.2 PA_Bse_meta_comb:2073561919
8 8.3 10 2 27.15 5 6.65e+008  77060.3 PA_BS12:2189570194
8 8.3 10 2 27.15 7 6.65e+008 59632.4 PA_Bse_meta_comb:2073585294
9 9.1 3 3 34.79 11 5.61e+007 56911.4 PA_Bse08:2503996762
10 10.1 3 3 29.08 47 1.23e+008 8388.5 PA_Bse_meta_comb:2073588714
11 11.1 9 2 28.84 1 1.35e+009 224278.3 PA_BS12:2189569050
11 11.1 9 2 28.84 1 1.35e+009 223963.9 PA_Bse_meta_comb:2073579605
12 12.1 2 2 26.99 5 2.96e+007 71955.5 PA_BS12:2189569712
12 12.1 2 2 26.99 5 2.96e+007 71160.6 PA_Bse_meta_comb:2073583496
13 131 5 2 26.23 19 3.90e+008 12753.8 PA_Bse_meta_comb:2073593092
14 14.1 3 2 24.47 6 1.98e+008 39939.7 PA_BS12:2189570962
15 15.1 3 2 24.34 4 8.54e+007 77470.6 PA_Bse08:2503996278
16 16.1 2 2 23.76 3 1.07e+008 70884.2 PA_Bse08:2503997525

http://spectrummillxp/millscripts/summaryPP.pl

Protein Name

PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding
PA_Bse_meta_comb:2073585167 BaSeMet_00288230 Endoglucanase [Bankia setacea microbiome (Ct
PA_BS12:2189568724 or2045 Beta-1,4-xylanase [B. setacea BS12] 511 bp
PA_Bse_meta_comb:2073587463 BaSeMet_00311190 Beta-1,4-xylanase [Bankia setacea microbiome
PA_Bse08:2503994382 BSO8DRAFT_00000020 Cellulose or protein binding domain./Glycosyl hydrolast
PA_BS12:2189571642 or0735 Carbohydrate binding domain. [B. setacea BS12] 763 bp
PA_Bse_meta_comb:2073592708 BaSeMet_00363640 hypothetical protein [Bankia setacea microbiome
PA_Bse_meta_comb:2073560170 BaSeMet_00038260 esterase, PHB depolymerase family [Bankia set:
PA_Bse02:2503998147 BS02DRAFT_00013240 esterase, PHB depolymerase family [B. setacea BS02
PA_BS12:2189570195 or3426 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 709 b
PA_Bse_meta_comb:2073567998 BaSeMet_00116540 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_BS12:2189568629 0r1947 Cellulose or protein binding domain. [B. setacea BS12] 325 bp
PA_Bse_meta_comb:2073564373 BaSeMet_00080290 Cellulose or protein binding domain. [Bankia set
PA_Bse_meta_comb:2073565234 BaSeMet_00088900 Histones H3 and H4 [Bankia setacea microbiom
PA_Bse02:2503998146 BS02DRAFT_00013230 Glycosyl hydrolase family 10. [B. setacea BS02 (Isolate
PA_Bse_meta_comb:2073560169 BaSeMet_00038250 Beta-1,4-xylanase [Bankia setacea microbiome
PA_Bse_meta_comb:2073561917 BaSeMet_00055730 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse_meta_comb:2073561915 BaSeMet_00055710 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse02:2503999098 BS02DRAFT_00001060 Cellulose or protein binding domain./Glycosyl hydrolast
PA_Bse_meta_comb:2073561919 BaSeMet_00055750 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_BS12:2189570194 or3425 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 730 b
PA_Bse_meta_comb:2073585294 BaSeMet_00289500 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse08:2503996762 BSO8DRAFT_00004980 esterase, PHB depolymerase family [B. setacea BS08
PA_Bse_meta_comb:2073588714 BaSeMet_00323700 hypothetical protein [Bankia setacea microbiome
PA_BS12:2189569050 0r2363 Gluconolactonase [B. setacea BS12] 2124 bp
PA_Bse_meta_comb:2073579605 BaSeMet_00232610 Gluconolactonase [Bankia setacea microbiome |
PA_BS12:2189569712 0or3019 Beta-1,4-xylanase [B. setacea BS12] 676 bp
PA_Bse_meta_comb:2073583496 BaSeMet_00271520 Beta-1,4-xylanase [Bankia setacea microbiome
PA_Bse_meta_comb:2073593092 BaSeMet_00367480 Actin and related proteins [Bankia setacea micrc
PA_BS12:2189570962 0r0231 Uncharacterized protein conserved in bacteria [B. setacea BS12] 383 bp
PA_Bse08:2503996278 BSO8DRAFT_00001670 Cellulose or protein binding domain./Cellulose binding
PA_Bse08:2503997525 BSO8DRAFT_00020200 Cellulose or protein binding domain./Glycosyl hydrolast
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Totals: 511 102

Distinct

Group Subgroup Spectra I;.e!;:zgts S’\L/jlg]/mgd % AA P-ll'-gtt:iln Pr,\(;’\[;\elln Datab_ase Protein Name
#) #) #) ) Search Coverage Ii;;g;:;ri?l (Da) Accession #
Score Y
1 1.1 35 7 114.95 17 4.39e+010 77520.7 PA_Bse02:2503999400 PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding domain./Cel

# Ei Fwd-Rev SPl Spectrum MH*

ilename z Score Score (%) Intensity Sequence Mag::)ed
1 010-1701.5738.5809.3 3 19.34 7.24 96.2 2.43e+008 (R)EWQDALVDYMVEK(D) 1625.752
2 012-0801.5264.5264.3 3 18.84 6.07 96.4 4.42e+006 (R)EWQDALVDYMVEK(D) 1625.752
3 010-1702.5679.5787.2 2 18.37 7.93 97.3 6.16e+009 (R)EWQDALVDYMVEK(D) 1625.752
4 012-0801.5272.5296.2 2 18.30 11.90 96.3 3.57e+007 (R)EWQDALVDYMVEK(D) 1625.752
5 010-1702.5748.5832.3 3 18.28 6.11 94.9 2.51e+008 (R)EWQDALVDYMVEK(D) 1625.752
6 010-1701.5710.5825.2 2 18.27 9.76 95.4 6.35e+009 (R)EWQDALVDYMVEK(D) 1625.752
7 010-1702.5805.5871.2 2 18.22 10.33 94.6 4.43e+009 (R)EWQDALVDYMVEK(D) 1625.752
8 012-0801.3566.3614.3 3 17.53 10.59 88.9 4.47e+007 (R)AAEQEMWSHITPGVDR(E) 1826.850
9 011-0701.5155.5171.3 3 17.25 5.05 94.4 9.86e+006 (R)EWQDALVDYMVEK(D) 1625.752
10 010-1701.3489.3595.3 3 17.07 6.42 89.8 9.55e+009 (R)AAEQEMWSHITPGVDR(E) 1826.850
11 010-0601.4846.4936.0 3 17.01 8.53 81.8 2.52e+009 (R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N) 2670.410
12 012-0801.5680.5699.0 3 16.38 8.75 87.6 1.60e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
13 010-1702.2051.2081.0 2 16.37 9.19 95.0 1.16e+006 (R)LDANPPYADADR(E) 1317.608
14 010-0601.3498.3567.3 3 16.35 6.42 84.7 1.19e+008 (R)AAEQEMWSHITPGVDR(E) 1826.850
15 010-0601.3525.3546.2 2 16.05 12.94 92.3 1.59e+007 (R)AAEQEMWSHITPGVDR(E) 1826.850
16 010-1702.3467.3563.2 2 15.09 7.58 91.9 1.84e+009 (R)AAEQEMWSHITPGVDR(E) 1826.850
17 010-1701.3490.3597.2 2 15.03 9.35 92.1 2.26e+009 (R)AAEQEMWSHITPGVDR(E) 1826.850
18 010-0601.5142.5186.3 3 14.70 3.85 91.6 6.24e+007 (R)EWQDALVDYMVEK(D) 1625.752
19 011-0701.6360.6395.0 3 14.61 14.61 81.2 1.34e+008 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
20 011-0701.3532.3532.2 2 1441 11.11 88.8 6.21e+006 (R)AAEQEMWSHITPGVDR(E) 1826.850
21 010-0601.5129.5207.2 2 14.27 4.87 81.3 5.50e+008 (R)EWQDALVDYMVEK(D) 1625.752
22 010-1702.3456.3561.3 3 14.24 6.27 81.3 7.71e+009 (R)AAEQEMWSHITPGVDR(E) 1826.850
23 012-0801.3582.3588.2 2 14.06 8.54 90.4 7.80e+006 (R)AAEQEMWSHITPGVDR(E) 1826.850
24 012-1901.3758.3774.2 2 13.71 9.41 82.1 4.70e+007 (R)AGWDEHFGYLR(D) 1350.623
25 010-1701.2055.2079.0 2 13.26 5.45 89.7 1.07e+006 (R)LDANPPYADADR(E) 1317.608
26 010-1701.3636.3636.2 2 12.77 6.44 67.3 5.63e+008 (R)AAEQEMWSHITPGVDR(E) 1826.850
27 011-1801.3518.3530.2 2 12.12 7.24 69.5 2.16e+008 (R)AAEQEMWSHITPGVDR(E) 1826.850
28 010-1701.3705.3749.2 2 11.62 6.57 69.5 2.96e+008 (R)AGWDEHFGYLR(D) 1350.623
29 012-0801.6410.6482.0 3 11.45 11.45 72.1 6.29e+007 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
30 012-1902.3794.3807.2 2 11.38 6.94 77.7 3.98e+007 (R)AGWDEHFGYLR(D) 1350.623
31 011-1801.3736.3747.2 2 10.61 7.26 71.1 5.28e+007 (R)AGWDEHFGYLR(D) 1350.623
32 012-1902.3598.3618.2 2 9.94 9.94 70.1 6.11e+007 (R)AAEQEMWSHITPGVDR(E) 1826.850
33 011-1802.3791.3796.2 2 9.71 4.17 70.1 1.79e+008 (R)AAEQEMWSHITPGVDR(E) 1826.850
34 010-1701.2068.2068.0 2  7.88 3.79 94.1 7.94e+005 (R)LDANPPYADADR(E) 1317.608
35 012-1901.3571.3574.2 2 7.62 7.62 63.1 5.21e+007 (R)AAEQEMWSHITPGVDR(E) 1826.850

Distinct
Distinct Summed Total Protein Protein Name

Group Subgroup Spectra Peptides MS/MS % AA Protein MwW Database

http://spectrummillxp/millscripts/summaryPP.pl 2/12/2014





Spectrum Mill - Protein Peptide/Summary

#) #) #) #) Search Coverage Spectral (Da) Accession #
Score Intensity
2 2.1 23 5 83.37
# Filename z Score F\ggcﬁ:\/ (SOZ)I Slr?t?a%t;{cg] Sequence
1 009-0501.4190.4229.2 2 19.30 11.56 95.7 7.26e+007 (R)DNYNWSGLDAAYNYAK(Q)
2 012-0801.4634.4634.0 3 17.54 10.64 92.7 2.73e+007 (R)SDFTQYWDQITPENEGK(W)
3 011-0701.4268.4286.3 3 17.40 10.31 86.0 6.04e+006 (R)DNYNWSGLDAAYNYAK(Q)
4 012-0801.4516.4558.0 3 17.37 12.69 84.5 4.16e+007 (R)YPDTEMIDVVNESTPGHAPADFAR(D)
5 011-1802.4996.5002.0 3 17.35 13.17 86.7 3.90e+008 (R)YPDTEMIDVVNESTPGHAPADFAR(D)
6 012-0801.4336.4347.2 2 17.22 13.60 94.2 1.15e+007 (R)DNYNWSGLDAAYNYAK(Q)
7 009-1601.4660.4713.0 2 16.77 8.94 93.8 3.00e+008 (R)DAFGNDWIIK(S)
8 010-0601.4231.4251.2 2 16.66 9.55 91.8 1.35e+007 (R)DNYNWSGLDAAYNYAK(Q)
9 011-0701.4258.4292.2 2 16.57 12.85 90.6 1.94e+007 (R)DNYNWSGLDAAYNYAK(Q)
10 009-0501.4202.4220.3 3 16.37 9.85 85.4 1.66e+007 (R)DNYNWSGLDAAYNYAK(Q)
11 009-1602.4913.4979.2 2 16.20 6.62 92.0 2.98e+008 (R)DAFGNDWIIK(S)
12 009-1602.4741.4834.2 2 16.11 8.69 90.3 5.63e+008 (R)DNYNWSGLDAAYNYAK(Q)
13 011-1802.5031.5063.0 3 15.61 11.48 85.9 3.30e+008 (R)SDFTQYWDQITPENEGK(W)
14 012-1901.4497.4549.2 2 15.26 10.82 83.9 6.31e+007 (R)DNYNWSGLDAAYNYAK(Q)
15 009-1601.4500.4517.2 2 14.91 8.03 84.2 3.83e+008 (R)DNYNWSGLDAAYNYAK(Q)
16 012-1902.4559.4565.2 2 14.38 7.53 84.9 5.18e+007 (R)DNYNWSGLDAAYNYAK(Q)
17 012-1901.4695.4746.0 3 13.69 9.39 70.5 5.02e+008 (R)YPDTEMIDVVNESTPGHAPADFAR(D)
18 012-1902.4739.4774.0 3 13.33 8.99 72.9 5.05e+008 (R)YPDTEMIDVVNESTPGHAPADFAR(D)
19 010-1702.4585.4588.0 2 12.94 9.29 83.4 1.48e+008 (R)DNYNWSGLDAAYNYAK(Q)
20 011-1802.4729.4781.2 2 12.78 12.78 74.8 1.12e+008 (R)DNYNWSGLDAAYNYAK(Q)
21 012-0801.5871.5913.0 3 12.39 6.27 78.0 1.65e+007 (K)QHTLVWGSQFPSWINNLSNTEK(A)
22 010-1701.4616.4616.0 2 11.87 7.44 68.3 1.53e+008 (R)DNYNWSGLDAAYNYAK(Q)
23 012-0801.4511.4511.0 3 10.33 6.29 72.9 3.10e+007 (R)YPDTEMIDVVNESTPGHAPADFAR(D)
Distinct
Group Subgroup Spectra I%;ESZL S“tjlrglnh;lgd % AA P-{gtt:iln Pr’\(/)ls\a/m Databgse
#) # #) ) Search Coverage Iilt):r(l:;rifl (Da) Accession #
Score y
2 2.2 6 2 34.77 3 8.08e+008 99497.3 PA_Bse08:2503994382
# Fi Fwd-Rev SPI Spectrum MH*
ilename z Score Score (%) Intensity Sequence Mezg::)ed
1 012-0801.4634.4634.0 3 17.54 10.64 92.7 2.73e+007 (R)SDFTQYWDQITPENEGK(W) 2057.909
2 009-0501.6057.6136.3 3 17.23 7.14 91.9 4.34e+007 (R)DQYNWGPLDAIYDYAR(A)  1959.888
3 010-0601.6244.6244.2 2 16.25 10.51 92.3 3.70e+007 (R)DQYNWGPLDAIYDYAR(A)  1959.888
4 009-0501.6054.6120.2 2 15.74 9.58 91.8 1.33e+008 (R)DQYNWGPLDAIYDYAR(A) 1959.888
5 011-1802.5031.5063.0 3 15.61 11.48 85.9 3.30e+008 (R)SDFTQYWDQITPENEGK(W) 2057.909
6 010-1702.6926.6976.2 2 10.16 6.25 61.1 2.37e+008 (R)DQYNWGPLDAIYDYAR(A) 1959.888
o Distinct Total .
Group Subgroup Spectra PDeI[SJES(éts S&gﬂmgd % AA Protein Prh?l’\(/?lm Database
#) #) #) ) Search Coverage ISpc—:‘ctr_al (Da) Accession #
Score ntensity

http://spectrummillxp/millscripts/summaryPP.pl

17 4.05e+009 54835.2 PA _BS12:2189568724 PA_BS12:2189568724 or2045 Beta-1,4-xylanase [B. setacea BS12] 511 bp

MH*
Matched
(Da)
1864.814
2057.909
1864.814
2632.199
2632.199
1864.814
1178.585
1864.814
1864.814
1864.814
1178.585
1864.814
2057.909
1864.814
1864.814
1864.814
2632.199
2632.199
1864.814
1864.814
2586.274
1864.814
2632.199

Protein Name

Page 3 of 11

PA_Bse08:2503994382 BSO08DRAFT_00000020 Cellulose or protein binding domain./Glycosyl hydrolase family 10./

Protein Name
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3 3.1 25

F*

Filename z

012-0801.4427.4452.0 3
011-0701.4328.4344.0 3
008-0401.5888.5888.0 2
008-0401.5883.5961.0 2
011-0701.5915.5965.0 2
009-0501.4430.4430.0 2
008-0401.4187.4247.3 3
008-0401.3332.3355.2 2
011-1801.4685.4721.0 2
010-0601.4264.4325.0 3
010-0601.4443.4456.0 2
008-1502.3238.3243.2 2
011-1802.4939.4971.0 2
009-0501.4262.4267.3 3
008-1501.3439.3461.0 2
008-0401.4380.4385.0 2
010-0601.4447.4447.0 3
009-1601.4719.4737.2 2
011-0701.4482.4482.0 2
008-1501.3484.3499.2 2
012-0801.4579.4579.0 3
009-1602.4986.5015.0 2
010-1702.4834.4843.0 2
008-0401.3301.3301.2 2
008-1501.4560.4649.2 2

NN NN NNERERERPRERERIRIRIERI©I@IN OO WIN -
BRBRRBEREEEIRRKIE|

Group Subgroup Spectra
# ) #)

3 3.2 7

F*

Filename z

012-0801.4427.4452.0 3
011-0701.4328.4344.0 3
008-0401.4187.4247.3 3
010-0601.4264.4325.0 3
009-0501.4262.4267.3 3
008-0401.4618.4618.0 3
008-1501.4560.4649.2 2

N o 0w N

Group Subgroup Spectra
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PA_BS12:2189571642 or0735 Carbohydrate binding domain. [B. setacea BS12] 763 bp

Protein Name

PA_Bse_meta_comb:2073560170 BaSeMet_00038260 esterase, PHB depolymerase family [Bankia set:

5 78.52 9 1.51e+009 80610.8 PA_BS12:2189571642
Fwd-Rev SPI Spectrum MH*
Score Score (%) Intensity Sequence MaEg::)ed
17.85 10.03 87.1 5.64e+006 (K)LPVDNHELLGMVAPR(G) 1660.884
16.77 7.35 85.3 1.69e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
16.05 7.36 96.1 5.05e+007 (ROWIPWNTPILQ(-) 1267.684
16.00 6.24 95.4 7.83e+007 (ROWIPWNTPILQ(-) 1267.684
16.00 8.78 94.7 1.35e+007 (ROWIPWNTPILQ(-) 1267.684
15.83 6.23 89.9 1.62e+007 (R)ISLTIPQESGSGGVAAWR(V) 1828.956
15.19 6.04 81.6 7.46e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
15.02 11.61 92.8 1.28e+007 (K)GAIVVGAFDER(I) 1133.595
14.68 5.21 83.2 2.05e+008 (R)ISLTIPQESGSGGVAAWR(V) 1828.956
13.82 5.23 78.4 2.12e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
13.78 5.45 87.7 1.31e+007 (R)ISLTIPQESGSGGVAAWR(V) 1828.956
13.77 10.04 79.4 4.48e+007 (R)MIDVLQQTSGHNLDASR(I) 1884.924
13.54 5.06 77.3 2.17e+008 (R)ISLTIPQESGSGGVAAWR(V) 1828.956
13.53 4.99 75.4 1.55e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
13.23 7.68 86.4 3.62e+007 (K)GAIVVGAFDER(I) 1133.595
13.13 5.24 80.3 3.44e+007 (R)ISLTIPQESGSGGVAAWR(V) 1828.956
12.83 6.84 84.8 6.92e+006 (R)ISLTIPQESGSGGVAAWR(Y) 1828.956
12.70 5.25 83.9 1.32e+008 (R)ISLTIPQESGSGGVAAWR(V) 1828.956
12.54 2.88 87.4 1.67e+007 (R)ISLTIPQESGSGGVAAWR(V) 1828.956
12.41 12.41 64.4 3.96e+007 (R)MIDVLQQTSGHNLDASR(I) 1884.924
12.19 4.24 88.2 1.27e+007 (R) ISLTIPQESGSGGVAAWR(V) 1828.956
12.08 4.45 78.3 1.30e+008 (R)ISLTIPQESGSGGVAAWR(V) 1828.956
11.68 3.23 64.0 1.17e+008 (R)ISLTIPQESGSGGVAAWR(V) 1828.956
9.70 9.70 76.1 6.01e+006 (K)GAIVVGAFDER(I) 1133.595
9.06 2.02 63.5 1.96e+008 (K)LPVDNHELLGMVAPR(G) 1660.884
o Distinct Total .
pepiides wams (JoAA - proten " Daisbase
#) Search Intensity (Da)
Score
2 28.80 3 3.38e+008 112354.2 PA_Bse_meta_comb:2073560170
Fwd-Rev SPI Spectrum MH*
Score Score (%) Intensity Sequence Mz?g::)ed
17.85 10.03 87.1 5.64e+006 (K)LPVDNHELLGMVAPR(G) 1660.884
16.77 7.35 85.3 1.69e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
15.19 6.04 81.6 7.46e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
13.82 5.23 78.4 2.12e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
13.53 4.99 75.4 1.55e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
10.95 5.13 70.9 8.01e+006 (R)IQLWHGTNDETLNYNNFNEAIK(Q) 2634.259
9.06 2.02 63.5 1.96e+008 (K)LPVDNHELLGMVAPR(G) 1660.884
Distinct )
Distinct Summed Total Protein Protein Name
Peptides MS/MS % AA Protein MwW Database
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) (@] @]

4 4.1 33

F*

Filename z

012-1901.3264.3350.2 2
011-0701.7602.7648.3 3
009-0501.7966.7976.3 3
006-1001.3103.3132.0 3
012-1902.3288.3371.2 2
010-0601.7973.8041.3 3
011-1802.3531.3577.2 2
010-1701.3304.3365.2 2
009-1601.3297.3315.2 2
010-1702.3277.3330.2 2
012-0801.3289.3354.2 2
012-1901.7874.7889.2 2
012-0801.7555.7614.2 2
011-0701.3315.3346.2 2
011-0701.7691.7703.2 2
011-1801.3240.3310.2 2
011-0701.7578.7619.2 2
010-1702.8725.8804.2 2
012-1902.7840.7918.2 2
006-1002.8166.8182.2 2
011-0701.6566.6587.0 3
009-0501.7870.7945.2 2
012-0801.3295.3295.2 2
006-1001.7592.7627.2 2
006-1001.8130.8147.2 2
006-1001.7601.7601.2 2
009-0501.7980.7980.2 2
006-1001.7615.7615.2 2
010-0601.3334.3334.2 2
006-1002.8194.8194.2 2
006-1002.8171.8171.2 2
009-0501.7863.7863.2 2
006-1001.8113.8113.2 2

cle ke kR B

‘w‘w‘w‘w‘N‘N‘N‘N‘N‘N‘N‘N‘m‘m‘»—\HHH»—‘H»—\H‘H‘H\@\m\\l\m\m\b\m\mb—‘
DN P S 0lo Nl lolx v IN k- o N -

Group Subgroup Spectra
® #) #)
5 5.1 65

# Filename

Page 5 of 11

#) Search Coverage Spectral (Da) Accession #
Score Intensity
4 71.02 10 2.32e+010 73729.2 PA BS12:2189570195 PA_BS12:2189570195 0r3426 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 709 bp
s Fwd-Rev SPl Spectrum MH*
COT® ~ Score (%) Intensity Sequence Mezg:;)ed
19.61 11.38 96.3 3.72e+009 (R) IGAIEGPADGDGMGLR(E) 1528.743
19.45 14.89 94.3 3.25e+008 (R)WFPEAFQTLVENAYPAL(-) 1995.986
19.41 12.74 93.8 1.44e+008 (R)WFPEAFQTLVENAYPAL(-) 1995.986
18.68 7.29 86.0 1.58e+007 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
18.58 11.09 95.4 3.93e+009 (R)IGAIEGPADGDGMGLR(E) 1528.743
17.99 11.85 90.1 2.18e+008 (R)WFPEAFQTLVENAYPAL(-) 1995.986
17.81 9.81 95.1 2.50e+009 (R)IGAIEGPADGDGMGLR(E) 1528.743
17.56 9.06 95.0 1.47e+009 (R)IGAIEGPADGDGMGLR(E) 1528.743
17.55 9.45 95.1 3.98e+008 (R)IGAIEGPADGDGMGLR(E) 1528.743
17.52 9.47 94.2 1.30e+009 (R)IGAIEGPADGDGMGLR(E) 1528.743
17.04 10.43 94.6 1.19e+008 (R)IGAIEGPADGDGMGLR(E) 1528.743
16.23 9.39 66.3 6.58e+008 (R)WFPEAFQTLVENAYPAL(-) 1995.986
16.18 7.52 71.8 3.14e+008 (R)WFPEAFQTLVENAYPAL(-) 1995.986
15.93 7.51 92.0 1.11e+007 (R)IGAIEGPADGDGMGLR(E) 1528.743
15.78 9.51 65.2 2.54e+008 (R)WFPEAFQTLVENAYPAL(-) 1995.986
15.72 5.81 92.6 4.74e+009 (R)IGAIEGPADGDGMGLR(E) 1528.743
15.49 8.03 86.1 4.81e+008 (R)WFPEAFQTLVENAYPAL(-) 1995.986
15.29 9.20 82.4 2.42e+008 (R)WFPEAFQTLVENAYPAL(-) 1995.986
13.81 7.07 65.2 7.77e+008 (R)WFPEAFQTLVENAYPAL(-) 1995.986
13.36 6.97 82.7 4.38e+007 (R)WFPEAFQTLVENAYPAL(-) 1995.986
13.28 2.25 72.9 6.35e+007 (R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
13.13 6.02 61.4 7.35e+008 (R)WFPEAFQTLVENAYPAL(-) 1995.986
12.95 7.91 92.8 1.48e+007 (R)IGAIEGPADGDGMGLR(E) 1528.743
12.72 8.30 79.3 1.30e+007 (R)WFPEAFQTLVENAYPAL(-) 1995.986
12.67 8.09 79.0 4.88e+007 (R)WFPEAFQTLVENAYPAL(-) 1995.986
12.13 5.27 76.1 1.15e+007 (R)WFPEAFQTLVENAYPAL(-) 1995.986
12.06 8.14 75.3 4.03e+008 (R)WFPEAFQTLVENAYPAL(-) 1995.986
11.75 7.89 71.2 1.02e+007 (R)WFPEAFQTLVENAYPAL(-) 1995.986
11.33 5.88 80.7 7.03e+006 (R)IGAIEGPADGDGMGLR(E) 1528.743
10.76 6.87 70.9 3.63e+007 (R)WFPEAFQTLVENAYPAL(-) 1995.986
9.79 4.36 64.0 3.71e+007 (R)WFPEAFQTLVENAYPAL(-) 1995.986
9.33 9.33 64.4 1.14e+008 (R)WFPEAFQTLVENAYPAL(-) 1995.986
7.99 4.37 61.6 4.23e+007 (R)WFPEAFQTLVENAYPAL(-) 1995.986
o Distinct Total _
Distinct Summed : Protein
Pepides MSMS ¢y 100 Is'}‘tty. MW clession s Protein Name
Score
4 54.18 18 3.68e+010 34086.6 PA BS12:2189568629 PA BS12:2189568629 or1947 Cellulose or protein binding domain. [B. setacea BS12] 325 bp
Fwd-Rev SPl Spectrum MH"
z Score Score (%) Intensity Sequence Mazg::)ed
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1 007-1402.2812.2894.2 2 16.65 8.03 87.5 4.13e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
2 012-1902.2896.2977.2 2 16.11 8.10 87.3 2.32e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
3 011-1802.3133.3216.2 2 16.10 8.59 86.9 2.04e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
4 012-1901.2865.2872.2 2 16.00 8.75 84.2 9.99e+007 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
5 007-1402.10577.10637.0 3 15.82 15.82 81.6 8.51e+007 (R)FLASAMMETEVMDTNYTYGDAK(S) 2488.072
6 008-1502.2825.2877.2 2 15.57 8.05 85.9 1.54e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
7 009-1601.5582.5582.0 3 15.54 11.08 83.5 3.19e+008 (R)FLASAMMETEVMDTNYTYGDAK(S) 2488.072
8 007-1401.2951.2956.2 2 15.20 7.48 88.8 6.43e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
9 012-1901.2969.3061.2 2 15.19 8.10 89.4 5.91e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
10 006-1002.3106.3111.2 2 15.12 8.09 87.4 3.55e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
11 006-1001.5566.5566.0 3 14.77 14.77 81.8 1.81e+007 (R)FLASAMMETEVMDTNYTYGDAK(S) 2488.072
12 012-1901.3079.3079.2 2 14.65 9.01 88.1 4.86e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
13 009-1601.3096.3111.2 2 14.64 8.93 87.8 1.13e+009 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
14 012-0801.3012.3089.2 2 14.61 8.61 87.0 4.16e+007 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
15 009-1602.3231.3318.2 2 14.60 9.67 86.4 8.67e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
16 007-1402.2937.3031.2 2 14.15 7.67 87.8 3.10e+009 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
17 007-1402.3035.3073.2 2 14.15 8.29 87.8 2.97e+009 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
18 009-1602.3350.3357.0 2 14.14 6.95 88.0 8.91e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
19 011-1802.3252.3322.2 2 14.13 7.80 87.3 1.31e+009 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
20 011-1801.2949.3062.2 2 14.10 7.59 86.5 1.34e+009 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
21 010-1702.3038.3038.2 2 14.08 7.81 85.4 8.21e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
22 010-1701.2917.2961.2 2 14.07 8.66 85.8 2.01e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
23 008-1501.3099.3177.2 2 14.04 8.15 84.3 2.28e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
24 009-0501.10246.10246.0 3 13.87 13.87 73.1 4.53e+006 (R)FLASAMMETEVMDTNYTYGDAK(S) 2488.072
25 010-1701.3039.3069.2 2 13.64 7.34 87.9 9.36e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
26 006-1001.3155.3249.2 2 13.63 7.08 87.4 2.24e+009 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
27 011-0701.3039.3061.2 2 13.62 7.00 86.8 3.89e+007 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
28 010-1702.2920.3021.2 2 13.61 7.06 86.8 8.59e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
29 011-0701.5165.5225.0 3 13.59 13.59 73.3 6.41e+007 (R)FLASAMMETEVMDTNYTYGDAK(S) 2488.072
30 006-1001.2984.3060.2 2 13.54 7.31 85.0 2.46e+007 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
31 007-0301.5216.5284.0 3 13.53 13.53 73.4 5.07e+007 (R)FLASAMMETEVMDTNYTYGDAK(S) 2488.072
32 006-1001.3270.3284.2 2 13.52 7.32 84.0 2.01e+009 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
33 006-1001.5192.5257.0 3 13.50 8.13 79.3 1.08e+008 (R)FLASAMMETEVMDTNYTYGDAK(S) 2488.072
34 011-1801.2852.2859.2 2 13.45 4.44 825 1.51e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
35 009-1601.2959.3053.2 2 13.38 8.47 80.8 1.07e+009 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
36 010-0601.5065.5112.0 3 13.35 13.35 75.3 9.48e+007 (R)FLASAMMETEVMDTNYTYGDAK(S) 2488.072
37 006-1002.3298.3330.2 2 13.10 5.77 86.0 1.98e+009 (RONGSTGLSNPNTQDIQNFK(A) 1934.921
38 012-1902.2983.3083.2 2 13.08 7.11 85.6 6.12e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
39 006-1002.3200.3290.2 2 13.07 6.03 85.6 2.22e+009 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
40 008-1502.2977.2987.2 2 13.06 7.54 84.7 1.40e+009 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
41 012-1902.3088.3088.2 2 13.05 7.55 83.5 4.94e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
42 012-0801.3079.3116.2 2 13.03 596 84.4 3.02e+007 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
43 006-1001.3052.3090.2 2 12.87 4.38 80.1 6.32e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
44 006-1001.5103.5119.0 3 12.74 6.14 75.0 8.99e+007 (R)FLASAMMETEVMDTNYTYGDAK(S) 2488.072
45 007-1401.3101.3204.2 2 1255 5.59 84.3 3.73e+009 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
46 006-1002.10853.10853.0 3 12.53 12.53 74.0 8.76e+006 (R)FLASAMMETEVMDTNYTYGDAK(S) 2488.072
47 006-1001.3071.3077.2 2 12.50 5.63 82.5 1.34e+007 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
48 006-1001.6097.6124.0 3 12.18 12.18 71.5 2.62e+007 (R)FLASAMMETEVMDTNYTYGDAK(S) 2488.072

http://spectrummillxp/millscripts/summaryPP.pl 2/12/2014





Spectrum Mill - Protein Peptide/Summary

007-0301.9063.9063.0
009-1601.5564.5600.0
012-1902.3263.3309.2
012-1901.3244.3267.2
011-0701.3112.3112.2
007-0301.6545.6556.2
008-0401.6522.6531.2
012-0801.6561.6566.2
006-1001.6515.6524.2
011-0701.6500.6536.2
007-1401.7142.7165.2

006-1001.10999.10999.0

006-1001.7035.7040.0
006-1002.7097.7120.2
006-1001.3415.3443.2
010-1702.3080.3080.2
012-1902.6888.6888.0

o @ & | o @ [ U1 |01 g |01 [ (o1 (o1 |01 (a1 |

Group Subgroup Spectra

*) (@) #)

6 6.1 8

H*

Filename

008-0401.4815.4881.0
008-1502.2886.2913.0
008-1501.3156.3161.2
008-0401.2992.3006.2
008-1502.3839.3854.2
008-1501.4101.4105.2
008-0401.3926.3931.0
008-0401.4859.4859.0

0 N & [0 [ jw IN -

Group Subgroup Spectra

* # #

7 7.1 6

F*

Filename

009-0501.6057.6136.3
010-0601.6244.6244.2
009-0501.6054.6120.2
010-0601.4412.4412.0
010-0601.5703.5738.0

o Ix W N =

3 11.99 11.99 72.5 6.46e+006 (R)FLASAMMETEVMDTNYTYGDAK(S) 2488.072
3 11.75 11.75 71.9 3.69e+008 (R)FLASAMMETEVMDTNYTYGDAK(S) 2488.072
2 11.56 8.27 80.0 9.66e+007 (R)SQFGNNWFGGHR(N) 1406.635
2 11.22 7.71 77.8 6.50e+007 (R)SQFGNNWFGGHR(N) 1406.635
2 10.82 549 76.8 2.23e+006 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
2 10.15 3.75 96.6 1.47e+008 (R)FWVEIPAI(-) 974.535
2 10.10 4.15 94.7 2.06e+007 (R)FWVEIPAI(-) 974.535
2 10.09 4.22 94.5 7.03e+006 (R)FWVEIPAI(-) 974.535
2 10.08 3.77 94.0 3.26e+007 (R)FWVEIPAI(-) 974.535
2 10.07 1.84 93.7 1.40e+007 (R)FWVEIPAI(-) 974.535
2 968 4.63 97.2 1.46e+008 (R)FWVEIPAI(-) 974.535
3 9.23 9.23 70.1 5.50e+006 (R)FLASAMMETEVMDTNYTYGDAK(S) 2488.072
2 9.20 2.60 98.1 3.24e+007 (RYFWVEIPAI(-) 974.535
2 920 2.63 98.1 2.89e+007 (R)FWVEIPAI(-) 974.535
2 8.70 8.70 71.7 7.22e+007 (R)SQFGNNWFGGHR(N) 1406.635
2 8.7 423 64.3 3.71e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
2 7.70 2.61 97.8 9.63e+006 (RYFWVEIPAI(-) 974.535
Distinct
%;Ezgg S,\L/jlg]/mgd C%AA P-ll'-gtt:iln Prﬂ\[ﬁlm Datab_ase
* Search overage I?];;;irf}l/ (Da) Accession #
Score
3 50.89 29 6.60e+008 11367.4 PA_Bse_meta_comb:2073565234
Fwd-Rev SPl Spectrum MH*
Score Score (%) Intensity Sequence Mazg::)ed
17.82 9.40 95.2 6.36e+007 (K)TVTAMDVVYALK(R) 1310.703
17.37 9.20 96.3 6.82e+007 (R)ISGLIYEETR(G) 1180.621
16.80 10.86 94.5 6.59e+007 (R)ISGLIYEETR(G) 1180.621
15.85 10.12 95.7 1.18e+007 (R)ISGLIYEETR(G) 1180.621
15.70 6.01 97.9 2.28e+008 (K)VFLENVIR(D) 989.578
15.22 6.02 98.9 2.12e+008 (K)VFLENVIR(D) 989.578
14.73 5.43 98.9 7.34e+006 (K)VFLENVIR(D) 989.578
12.00 6.71 83.3 2.68e+006 (K)TVTAMDVVYALK(R) 1310.703
o Distinct Total .
Pepides MOS o 6AA - Proen PN patmbase i ane
#) Search Intensity (Da)
Score
3 43.79 10 4.76e+008 46154.6 PA_Bse02:2503998146
+
Score Fvsvg(-)lfgv 22; Slrr])t(:;tgjt? Sequence Me'l\f?hed
(Da)
17.23 7.14 91.9 4.34e+007 (R)DQYNWGPLDAIYDYAR(A) 1959.888
16.25 10.51 92.3 3.70e+007 (R)DQYNWGPLDAIYDYAR(A) 1959.888
15.74 9.58 91.8 1.33e+008 (R)DQYNWGPLDAIYDYAR(A) 1959.888
13.69 8.23 74.7 9.12e+006 (R)SDFSQYWDQITPENEGK(W) 2043.894
12.87 12.87 74.3 1.69e+007 (K)RPAMDWLMNYLGR(-) 1622.794
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6 010-1702.6926.6976.2 2 10.16 6.25 61.1 2.37e+008 (R)DQYNWGPLDAIYDYAR(A) 1959.888
Distinct
Group Subgroup Spectra IDZI;EBSS S“tjlrglnh)lgd % AA P-:—gtt:iln Pr’\(/)ls\a/m Databgse
#) #) #) ) Search Coverage Ii;t):rcl:;rifl (Da) Accession #
Score y
8 8.1 18 3 39.05 13 1.37e+009 43960.4 PA_Bse_meta_comb:2073561917
# Fi Fwd-Rev SPI Spectrum MH*
ilename z Score Score (%) Intensity Sequence MaEg::)ed
1 012-0801.5549.5581.2 2 1545 11.92 89.4 1.38e+007 (K)GFPSTLGMLIDTGR(N) 1464.752
2 011-0701.5445.5481.2 2 15.39 12.35 88.1 1.85e+007 (K)GFPSTLGMLIDTGR(N) 1464.752
3 012-1902.5793.5884.0 2 14.90 8.43 87.7 7.86e+007 (K)GFPSTLGMLIDTGR(N) 1464.752
4 012-0801.5465.5537.2 2 14.43 11.21 87.9 1.75e+007 (K)GFPSTLGMLIDTGR(N) 1464.752
5 011-1802.6000.6090.0 2 13.50 7.25 80.4 8.95e+007 (K)GFPSTLGMLIDTGR(N) 1464.752
6 010-1702.5984.6005.2 2 12.97 12.97 83.8 2.55e+008 (K)GFPSTLGMLIDTGR(N) 1464.752
7 012-1901.5827.5856.2 2 12.18 12.18 81.7 5.40e+007 (K)GFPSTLGMLIDTGR(N) 1464.752
8 012-1901.3269.3304.0 3 11.92 3.52 73.1 1.49e+008 (R)NGWGGANRPSGASSSTDLNTYVDESR(1) 2698.209
9 010-0601.5389.5423.2 2 11.70 11.70 70.2 4.26e+007 (K)GFPSTLGMLIDTGR(N) 1464.752
10 012-1902.3656.3735.0 2 11.68 6.25 86.0 1.12e+008 (R)IGAIAGPADGDGLGLR(G) 1452.781
11 012-0801.3638.3680.2 2 11.54 7.73 73.7 1.34e+007 (R)IGAIAGPADGDGLGLR(G) 1452.781
12 011-1802.3845.3920.2 2 11.18 6.83 76.4 1.33e+008 (R)IGAIAGPADGDGLGLR(G) 1452.781
13 011-0701.5347.5347.0 2 11.04 7.88 73.5 1.17e+007 (K)GFPSTLGMLIDTGR(N) 1464.752
14 011-1801.3592.3619.0 2 9.74 4.38 82.0 1.34e+008 (R)IGAIAGPADGDGLGLR(G) 1452.781
15 011-0701.3636.3636.2 2  9.59 4.13 76.4 4.13e+006 (R) IGAIAGPADGDGLGLR(G) 1452.781
16 012-0801.3668.3668.2 2  7.99 7.99 67.8 3.63e+006 (R)IGAIAGPADGDGLGLR(G) 1452.781
17 010-1702.3629.3661.2 2  7.63 7.63 67.2 1.10e+008 (R) IGAIAGPADGDGLGLR(G) 1452.781
18 010-1701.3667.3697.2 2 6.65 6.65 61.5 1.32e+008 (R)IGAIAGPADGDGLGLR(G) 1452.781
Distinct
Group Subgroup Spectra I%;t:gg; S“tjrglnh;lgd % AA P-:—gtt:iln Prﬁls\alln Databgse Protein Name
#) #) #) ) Search Coverage Iilt):r(l:;rifl (Da) Accession #
Score y
8 8.2 10 3 35.67 4 6.75e+008 113016.6 PA_Bse02:2503999098
# Ei Fwd-Rev SPI Spectrum MH*
ilename z Score Score (%) Intensity Sequence MaEg::)ed
1 012-0801.7376.7384.0 3 13.80 5.30 80.5 2.14e+007 (R)YQNEYIAPIVEILSDPAYANIR(I) 2552.304
2 012-1902.3656.3735.0 2 11.68 6.25 86.0 1.12e+008 (R)IGAIAGPADGDGLGLR(G) 1452.781
3 012-0801.3638.3680.2 2 11.54 7.73 73.7 1.34e+007 (R)IGAIAGPADGDGLGLR(G) 1452.781
4 011-1802.3845.3920.2 2 11.18 6.83 76.4 1.33e+008 (R)IGAIAGPADGDGLGLR(G) 1452.781
5 011-0701.4864.4864.0 2 10.19 6.62 75.1 1.04e+007 (R)GLPSNIGMLIDTGR(N) 1443.763
6 011-1801.3592.3619.0 2 9.74 4.38 82.0 1.34e+008 (R)IGAIAGPADGDGLGLR(G) 1452.781
7 011-0701.3636.3636.2 2 9.59 4.13 76.4 4.13e+006 (R)IGAIAGPADGDGLGLR(G) 1452.781
8 012-0801.3668.3668.2 2  7.99 7.99 67.8 3.63e+006 (R)IGAIAGPADGDGLGLR(G) 1452.781
9 010-1702.3629.3661.2 2  7.63 7.63 67.2 1.10e+008 (R)IGAIAGPADGDGLGLR(G) 1452.781
10 010-1701.3667.3697.2 2 6.65 6.65 61.5 1.32e+008 (R)IGAIAGPADGDGLGLR(G) 1452.781

http://spectrummillxp/millscripts/summaryPP.pl

Protein Name

Page 8 of 11

PA_Bse_meta_comb:2073561917 BaSeMet_00055730 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [I

PA_Bse02:2503999098 BS02DRAFT_00001060 Cellulose or protein binding domain./Glycosyl hydrolases family 6
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Group Subgroup Spectra

)

F*

© joo N (o o [~ W IN -

Group Subgroup Spectra

*)

I+

w N -

Group Subgroup Spectra

)

10

H*

W IN -

Group Subgroup Spectra

*)

11

(@)

8.3

Filename

012-0801.5549.5581.2
011-0701.5445.5481.2
012-1902.5793.5884.0
012-0801.5465.5537.2
011-1802.6000.6090.0
010-1702.5984.6005.2
012-1901.5827.5856.2
010-0601.5389.5423.2
010-1702.3399.3403.0
10 011-0701.5347.5347.0

*)

9.1

Filename

009-0501.6123.6160.0
008-0401.4618.4618.0
010-0601.3152.3152.0

@]

10.1

Filename

009-0501.6002.6076.0
009-0501.4614.4614.2
009-0501.3215.3215.0

#

11.1

Distinct Total
Distinct Summed ; Protein
) % AA Protein Database .
Peptides MS/MS Coverage Spectral MwW Accession # Protein Name
#) Search Intensity (Da)
Score
2 27.15 5 6.65e+008 77060.3 PA_BS12:2189570194
2z Score FWd-Rev SPI Spectrum Sequence M'\:th+d
Score (%) Intensity a aEI:?a)e
2 15.45 11.92 89.4 1.38e+007 (K)GFPSTIGMLIDTGR(N) 1464.752
2 15.39 12.35 88.1 1.85e+007 (K)GFPSTIGMLIDTGR(N) 1464.752
2 14.90 8.43 87.7 7.86e+007 (K)GFPSTIGMLIDTGR(N) 1464.752
2 1443 11.21 87.9 1.75e+007 (K)GFPSTIGMLIDTGR(N) 1464.752
2 13.50 7.25 80.4 8.95e+007 (K)GFPSTIGMLIDTGR(N) 1464.752
2 1297 12.97 83.8 2.55e+008 (K)GFPSTIGMLIDTGR(N) 1464.752
2 12.18 12.18 81.7 5.40e+007 (K)GFPSTIGMLIDTGR(N) 1464.752
2 11.70 11.70 70.2 4.26e+007 (K)GFPSTIGMLIDTGR(N) 1464.752
3 11.70 6.79 71.9 8.39e+007 (R)NGWGGPNRPTGESSSSDLETYVNESR(I) 2796.246
2 11.04 7.88 73.5 1.17e+007 (K)GFPSTIGMLIDTGR(N) 1464.752
Distinct
Distinct Summed % AA PIgtt:iln Protein Database
Peptides MS/MS Coverage Spectral MW Accession # Protein Name
#) Search Intensity (Da)
Score
3 34.79 11 5.61e+007 56911.4 PA_Bse08:2503996762
z score FWd-Rev SPI Spectrum Sequence M'\:th+d
Score (%) Intensity q ?ga)e
2 15.05 10.76 79.5 4.63e+007 (R)DGGSDPVSIMSMIDYVK(Q) 1813.835
3 10.95 5.13 70.9 8.01e+006 (R)LQLWHGTNDETLNYNNFNEAIK(Q) 2634.259
3 879 5.33 88.1 1.88e+006 (K)QWTNVHGVSQTAAYTDSPESGITR(T) 2605.228
Distinct
o Total h
Dlst!nct Summed % AA Protein Protein Database
Peptides  MS/MS Coverage Spectral Mw Accession #
#) Search Intensit (Da)
Score y
3 29.08 47 1.23e+008 8388.5 PA Bse_meta comb:2073588714
MH*
Fwd-Rev SPl Spectrum
z Score Score (%) Intensity Sequence Mazg::)ed
2 1117 7.73 69.6 1.01e+008 (K)DTGTFADFMEAFK(T) 1479.647
2 9.99 2.22 85.7 1.90e+007 (K)FEEFIPLYK(E) 1185.620
2 792 4.01 82.7 2.62e+006 (R)EGQGFISGAELR(H) 1263.633
Distinct Total
Distinct Summed ; Protein
Peptides MS/MS % AA Protein MwW Databgse Protein Name
Coverage Spectral Accession #
#) Search | - (Da)
ntensity
Score
2 28.84 1 1.35e+009 224278.3 PA_BS12:2189569050

http://spectrummillxp/millscripts/summaryPP.pl
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PA_BS12:2189570194 0or3425 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 730 bp

Protein Name

PA_BS12:2189569050 0r2363 Gluconolactonase [B. setacea BS12] 2124 bp

PA_Bse08:2503996762 BSO8DRAFT_00004980 esterase, PHB depolymerase family [B. setacea BS08 (Isolate fromr

PA_Bse_meta_comb:2073588714 BaSeMet_00323700 hypothetical protein [Bankia setacea microbiome (
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MH*
) Fwd-Rev SPl Spectrum
# Filename z Score Score (%) Intensity Sequence Ma(g::)ed
1 012-1901.4165.4200.2 2 15.84 9.16 90.7 2.38e+008 (R)ALPENLDQVYLK(A) 1402.758
2 011-1802.4416.4464.0 2 14.84 7.30 90.4 1.90e+008 (R)ALPENLDQVYLK(A) 1402.758
3 011-1801.4161.4202.2 2 14.81 8.01 89.5 2.13e+008 (R)ALPENLDQVYLK(A) 1402.758
4 012-1902.4189.4202.0 2 13.82 6.22 89.6 1.74e+008 (R)ALPENLDQVYLK(A) 1402.758
5 008-1502.2354.2373.0 2 13.00 8.50 81.4 5.18e+006 (R)AFTGTQSVHFK(G) 1222.622
6 008-1501.2631.2637.0 2 12.01 7.58 76.0 4.40e+006 (R)AFTGTQSVHFK(G) 1222.622
7 010-1701.4268.4268.0 2 10.53 3.97 78.3 1.99e+008 (R)ALPENLDQVYLK(A) 1402.758
8 009-1601.4213.4254.0 2 9.85 2.67 70.4 1.69e+008 (R)ALPENLDQVYLK(A) 1402.758
9 009-1602.4462.4481.0 2 9.84 3.43 69.0 1.55e+008 (R)ALPENLDQVYLK(A) 1402.758
Distinct
. Total )
Distinct Summed ; Protein
Group Subgroup Spectra ) % AA Protein Database .
#) #) #) Peptides  MS/MS Coverage Spectral MW Accession # Protein Name
#) Search Intensit (Da)
Score y
12 12.1 2 2 26.99 5 2.96e+007 71955.5 PA_BS12:2189569712
# Filename z Score Fwd-Rev  SPI Spectrum Sequence MTHh+d
Score (%) Intensity q ?Sa)e
1 008-0401.3735.3735.2 2 1555  11.99 84.9 6.85e+006 (R)DNMSWGGVDTAYNYAR(S) 1819.771
2 008-0401.4858.4863.0 3 11.44 3.76 74.8 2.27e+007 (K)QHTFVWGSQEPSWIGNLSQSEQR(E) 2701.276
Group Subgroup Spectra Distinct S?:Smtmga % AA P-ll'-gtt:iln Protein Database
P group =p Peptides MS/MS : Protein Name
#) #) #) Coverage Spectral Accession #
#) Search Intensit (Da)
Score y
13 13.1 5 2 26.23 19 3.90e+008 12753.8 PA_Bse_meta_comb:2073593092
# Filename z Score FWd-Rev SPI Spectrum Sequence M'\:th+ d
Score (%) Intensity q acha)e
1 010-1702.5040.5059.0 3 13.75 3.81 78.5 2.58e+008 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
2 012-0801.4709.4735.0 3 13.14 4.04 74.0 7.57e+006 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
3 009-0501.4101.4139.0 3 12.48 5.74 71.3 3.20e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
4 011-0701.4640.4667.0 3 12.23 2.85 77.7 1.21e+007 (K)DLYANTVLSGGSTMYPGIADR(M)  2201.055
5 010-1701.4428.4464.0 3 11.33 6.00 77.3 8.02e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
Distinct Total
Distinct ~ Summed o ) Protein
Group Subgroup Spectra Peptides MS/MS % AA Protein MW Datab_ase Protein Name
#) #) #) Coverage Spectral Accession #
#) Search Intensit (Da)
Score Y
14 14.1 3 2 24.47 6 1.98e+008 39939.7 PA BS12:2189570962
# Filename z Score FWd-Rev SPI Spectrum Sequence M’\:IHh+d
Score (%) Intensity a "’Elga)e
1 007-0301.5856.5903.0 3 17.57 14.44 94.3 1.87e+008 (K)ELVFWITKPGFSFDANR(T) 2027.039
2 007-0301.2612.2612.0 2 6.90 2.99 94.5 5.91e+006 (R)HVIYGEWGR(D) 1116.559
3 007-0301.2618.2618.0 2 6.79 2.88 90.2 4.79e+006 (R)HVIYGEWGR(D) 1116.559

http://spectrummillxp/millscripts/summaryPP.pl

PA_BS12:2189569712 or3019 Beta-1,4-xylanase [B. setacea BS12] 676 bp

Page 10 of 11

PA_Bse_meta_comb:2073593092 BaSeMet_00367480 Actin and related proteins [Bankia setacea microkt

PA_BS12:2189570962 0r0231 Uncharacterized protein conserved in bacteria [B. setacea BS12] 383 bp
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Group Subgroup Spectra
# #) #)

15 151 3

F*

Filename z

012-0801.4846.4891.0 3
011-0701.4737.4761.0 3
010-0601.2991.2991.2 2

w N -

Group Subgroup Spectra
#) (#) (#)
16 16.1 2

# Filename z

1 012-1902.3170.3175.2 2
2 007-1401.3132.3145.2 2

Distinct Total
nggzgts S'\L/llrglnh;lgd % AA Protein Prlx(/)lwn Database
P Coverage Spectral Accession #
#) Search Intensity (Da)
Score
2 24.34 4 8.54e+007 77470.6 PA_Bse08:2503996278
Fwd-Rev SPI Spectrum
Score Score (%) Intensity Sequence
14.88 6.42 77.0 3.65e+007 (R)FPIAPQTLDPNDAQGIGSVQNGGVLK(N)
14.40 6.15 78.0 4.63e+007 (R)FPIAPQTLDPNDAQGIGSVQNGGVLK(N)
9.46 6.15 87.8 2.60e+006 (K)ALGINVVR(F)
Distinct
Distinct Summed % AA PTOta.I Protein Datab
Peptides MSIMS ot MW atabase
) Search overage In‘t);?;rita (Da) Accession #
Score y
2 23.76 3 1.07e+008 70884.2 PA_Bse08:2503997525
Score Fwd-Rev SPI Spectrum Sequence M'\th+d
Score (%) Intensity q atche
(Da)
11.98 7.75 76.3 1.33e+007 (R)YTSQWSNSTNNWVGGK(G) 1828.825
11.78 5.30 76.3 9.32e+007 (R)VITWDVDSR(D) 1090.553

http://spectrummillxp/millscripts/summaryPP.pl

Protein Name

Page 11 of 11

PA_Bse08:2503996278 BSO8DRAFT_00001670 Cellulose or protein binding domain./Cellulose binding domain./Cel

MH*
Matched
(Da)
2636.368
2636.368

841.526

Protein Name

PA_Bse08:2503997525 BS08DRAFT_00020200 Cellulose or protein binding domain./Glycosyl hydrolases family 11
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Results Shown Filtered by Validation Category: valid
Data Directory: msdataSM\041511_OGL_Caecum?2_fractions

hit table read - SpecFeatures read
valid hits read from tagSummary file -

Files: 213 Hits: 392

beginning to assemble proteins .... proteins assembled 0.063426 sec
proteins filtered by unique peptides 0.005061 sec

proteins filtered by score

calculated protein coverage maps 0.016008 sec
beginning to roll up proteins into groups ... . proteins rolled up into groups 0.002151 sec

protein groups ready for display

proteinGroupingMethod: oneSharedPeptideSubgrouped

Group Subgroup Spectra
# ) #)
1 1.1 98
1 1.1 98
2 21 13
2 21 13
3 3.1 20
4 4.1 9
5 5.1 8
5 51 8
6 6.1 16
6 6.1 16
7 7.1 25
7 7.1 25
8 8.1 17
9 9.1 5
9 9.1 5
10 10.1 2

Totals: 378 52

Group Subgroup Spectra
(#)

)

I+

(@)

11

Filename

98

097-3601.6193.6304.3
097-3602.6520.6562.3
097-1701.7545.7545.2
097-1701.6277.6388.3
097-1701.6171.6254.0
097-1701.6177.6232.0
097-1701.6394.6452.0
097-3601.6309.6374.3
097-3602.6291.6359.0

© oo N o 01 1B W N -

Distinct

Peptides

)

10

=
o

N NN N NDNDNDNDMDNDDNDWWW®

Distinct

W W W wWwwwNwWww

Peptides

#

10

Score

20.87
20.41
20.22
19.83
19.61
19.38
19.25
19.07
19.05

Distinct
Summed
MS/MS
Search
Score

174.18
174.18
46.56
46.56
45.96
42.67
37.59
37.59
36.64
36.64
35.30
35.30
33.54
23.06
23.06
22.25

Distinct
Summed
MS/MS
Search
Score

174.18

Fwd-Rev
Score

11.14

10.66
20.22
11.36
10.08
11.49
10.12
11.01

8.12

http://spectrummillxp/millscripts/summaryPP.pl
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10 Proteins listed

% AA Pl—gtt:iln Protein Database
Cocerage Spectral ('\EI)\;\; Accession # Protein Name
Intensity
28 4.54e+010 77520.7 PA Bse02:2503999400 PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding di
48 4.54e+010 48452.4 PA_Bse_meta_comb:2073585167 PA_Bse_meta_comb:2073585167 BaSeMet_00288230 Endoglucanase [Bankia setacea microbiome (Col
9 1.64e+008 80610.8 PA_BS12:2189571642 PA_BS12:2189571642 or0735 Carbohydrate binding domain. [B. setacea BS12] 763 bp
21 1.64e+008 37625.9 PA_Bse_meta_comb:2073592708 PA_Bse_meta_comb:2073592708 BaSeMet_00363640 hypothetical protein [Bankia setacea microbiome
43 1.63e+009 9122.7 PA_Bse_meta_comb:2073586100 PA_Bse_meta_comb:2073586100 BaSeMet_00297560 hypothetical protein [Bankia setacea microbiome
29 1.92e+008 11367.4 PA_Bse_meta_comb:2073565234 PA_Bse_meta_comb:2073565234 BaSeMet_00088900 Histones H3 and H4 [Bankia setacea microbiome
5 1.71e+008 73729.2 PA BS12:2189570195 PA_BS12:2189570195 0r3426 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 709 bp
9 1.71e+008 44290.5 PA_Bse_meta_comb:2073567998 PA_Bse_meta_comb:2073567998 BaSeMet_00116540 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [I
6 1.56e+008 54835.2 PA_BS12:2189568724 PA_BS12:2189568724 0r2045 Beta-1,4-xylanase [B. setacea BS12] 511 bp
6 1.56e+008 54483.9 PA_Bse_meta_comb:2073587463 PA_Bse_meta_comb:2073587463 BaSeMet_00311190 Beta-1,4-xylanase [Bankia setacea microbiome ((
12 6.89e+008 34086.6 PA BS12:2189568629 PA_BS12:2189568629 0r1947 Cellulose or protein binding domain. [B. setacea BS12] 325 bp
13 6.89e+008 31845.8 PA_Bse_ meta comb:2073564373 PA_Bse_meta_comb:2073564373 BaSeMet_00080290 Cellulose or protein binding domain. [Bankia seta
41 3.41e+009 13375.7 PA_Bse_meta comb:2073565643 PA_Bse_meta_comb:2073565643 BaSeMet_00092990 Histone H2A [Bankia setacea microbiome (Comb
10 9.61e+007 40145.6 PA Bse02:2503999765 PA_Bse02:2503999765 BS02DRAFT_00005000 Cellulose or protein binding domain. [B. setacea BS02 (|
18 9.61e+007 23197.0 PA_Bse_meta_comb:2073559086 PA_Bse_meta_comb:2073559086 BaSeMet_00027420 hypothetical protein [Bankia setacea microbiome
34 1.87e+007 8388.5 PA_Bse_meta_comb:2073588714 PA_Bse_meta_comb:2073588714 BaSeMet_00323700 hypothetical protein [Bankia setacea microbiome
Total :
o ) Protein
covenoe Speomn MW ACEa, Pt ame
ntensity
28 4.54e+010 77520.7 PA_Bse02:2503999400 PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding domain./Cel
MH*
?JZ)I ?r?ti?;ﬂ? Sequence M?g:)ed
98.3 4.12e+009 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
98.9 2.05e+009 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
96.7 1.27e+008 (R)TIQQTMTEITAQGINVVR(L) 2003.060
97.8 6.69e+009 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
95.2 7.10e+008 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
98.4 4.33e+008 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
96.4 6.12e+009 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
93.3 3.01e+009 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
4.0 3.44e+008 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
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10 097-3601.6073.6173.3 3 18.89 11.50
11 097-3602.6401.6513.3 3 18.73 7.49
12 097-3602.7966.8020.0 3 18.64 11.55
13 097-3601.6106.6185.0 3 18.54 14.41
14 097-3602.6221.6319.3 3 18.49 12.48
15 098-3701.6599.6625.0 3 18.49 9.05
16 097-3602.7460.7535.2 2 18.14 18.14
17 097-1701.7402.7459.2 2 18.07 18.07
18 098-1801.6600.6632.0 3 17.65 14.24
19 097-1701.7926.7995.0 3 17.62 10.58
20 097-3601.7785.7841.0 3 17.60 9.57
21 097-1701.7396.7449.3 3 17.24 10.56
22 099-3802.6989.6996.0 3 17.03 17.03
23 097-3601.7170.7223.2 2 16.94 12.18
24 098-3702.6482.6560.0 3 16.92 8.36
25 097-3601.7331.7403.0 2 16.78 11.32
26 097-3602.7942.7948.2 2 16.19 16.19
27 097-3602.7511.7571.3 3 16.07 9.36
28 097-1701.3542.3602.3 3 16.05 9.52
29 097-3602.3788.3805.2 2 16.05 16.05
30 097-3602.7156.7197.0 2 15.95 15.95
31 097-1701.7523.7543.0 3 15.94 7.16
32 098-1801.6729.6760.0 3 15.83 8.86
33 099-3801.9141.9159.0 3 15.83 15.83
34 097-3601.3554.3558.2 2 1554 15.54
35 097-3601.7441.7457.2 2 1534 8.85
36 097-3602.6339.6437.3 3 15.23 9.06
37 097-3602.7583.7661.2 2 15.23 10.19
38 098-3702.6618.6686.0 3 15.22 7.72
39 097-3602.7324.7360.3 3 15.21 11.25
40 097-3601.7272.7272.2 2 15.15 10.70
41 097-3601.6439.6439.0 3 15.13 8.61
42 097-1701.7111.7173.0 2 15.01 15.01
43 097-1701.3585.3604.2 2 14.96 14.96
44 097-3602.7586.7586.2 2 1494 14.94
45 097-3601.4703.4713.0 3 14.87 6.04
46 097-1701.3786.3832.2 2 1476 14.76
47 098-3702.9128.9146.0 3 1455 14.55
48 100-3902.8058.8065.0 3 14.49 7.58
49 098-3702.9139.9139.0 3 14.41 14.41
50 097-1701.7284.7356.2 2 14.40 14.40
51 098-1801.6545.6584.2 2 14.18 7.49
52 097-1701.7907.7946.2 2 13.93 13.93
53 097-3602.6222.6317.2 2 13.83 7.70
54 097-3602.4906.4918.0 3 13.73 6.11
55 097-3602.7323.7401.2 2 13.64 8.84
56 097-3601.3631.3631.0 3 13.59 7.58
57 098-3701.6516.6581.0 3 13.53 7.84

http://spectrummillxp/millscripts/summaryPP.pl
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2.90e+009
3.65e+009
7.69e+007
1.01e+009
2.29e+009
6.37e+007
2.71e+008
6.07e+008
3.86e+007
1.20e+008
6.84e+007
4.26e+008
3.27e+007
2.31e+008
3.76e+007
1.77e+008
4.33e+007
1.01e+008
4.06e+008
1.25e+007
2.75e+007
1.39e+007
5.69e+007
8.67e+007
2.00e+007
6.53e+007
1.63e+009
1.94e+008
6.22e+007
2.28e+007
2.06e+008
1.17e+008
3.84e+007
8.68e+007
1.55e+007
9.77e+006
6.63e+007
7.12e+007
1.18e+007
5.45e+007
2.12e+008
1.68e+007
5.48e+007
3.28e+008
8.94e+006
1.11e+008
2.32e+007
4.78e+007

(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)LVLSPHTYGPSVFVQR(Q)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)TIQQTMTEITAQGINVVR(L)
(R)TIQQTMTEITAQGINVVR(L)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)LVLSPHTYGPSVFVQR(Q)
(R)LVLSPHTYGPSVFVQR(Q)

(R)TIQQTMTEITAQG INVVR(L)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)TIQQTMTEITAQGINVVR(L)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)EWQDALVDYMVEK(D)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)TIQQTMTEITAQGINVVR(L)
(R)AAEQEMWSHITPGVDR(E)
(R)AAEQEMWSHITPGVDR(E)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)AAEQEMWSHITPGVDR(E)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(RYEIAGLPAQLGVDNI 1G1DIFNEPWDYTWQEWK(T)
(R)AAEQEMWSHITPGVDR(E)
(R)EWQDALVDYMVEK (D)

(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)EWQDALVDYMVEK (D)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)TIQQTMTEITAQGINVVR(L)
(R)TIQQTMTEITAQG INVVR(L)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)AAEQEMWSHITPGVDR(E)
(R)TIQQTMTEITAQGINVVR(L)
(R)LVLSPHTYGPSVFVQR(Q)
(R)AGWDEHFGYLR(D)

(R)EIAGLPAQLGVDNI 1G1DIFNEPWDYTWQEWK(T)
(R)LVLSPHTYGPSVFVQR(Q)
(R)EIAGLPAQLGVDNI I1G1DIFNEPWDYTWQEWK(T)
(R)TIQQTMTEITAQGINVVR(L)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)LVLSPHTYGPSVFVQR(Q)
(R)TIQQTMTEITAQGINVVR(L)
(R)AAEQEMWSHITPGVDR(E)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)

2670.410
3509.562
1799.981
3509.562
2670.410
3509.562
2003.060
2003.060
2670.410
1799.981
1799.981
2003.060
2670.410
2003.060
3509.562
1625.752
2751.211
2003.060
1826.850
1826.850
2415.050
1826.850
3509.562
3730.843
1826.850
1625.752
2670.410
1625.752
3509.562
2003.060
2003.060
3509.562
2415.050
1826.850
2003.060
1799.981
1350.623
3730.843
1799.981
3730.843
2003.060
2670.410
2751.211
2670.410
1799.981
2003.060
1826.850
3509.562
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58 097-3602.7475.7517.0 2 1349 9.31
59 097-1701.7647.7647.2 2 13.40 8.36
60 097-3601.3550.3622.3 3 13.09 6.55
61 096-3202.6628.6628.0 3 13.07 6.56
62 098-1801.9096.9127.0 3 13.07 13.07
63 097-3601.7241.7289.3 3 12.96 7.88
64 097-3602.3772.3834.3 3 12.86 6.97
65 097-3602.6483.6554.4 4 12.80 6.58
66 097-1701.10628.10644.0 2 12.68 8.53
67 097-3602.6284.6284.0 3 12.68 12.68
68 097-3601.7236.7301.0 2 12.38 6.76
69 097-3601.7800.7860.2 2 1219 12.19
70 097-3601.7362.7362.0 2 12.18 12.18
71 097-1701.6475.6507.2 2 11.84 3.43
72 097-3602.10602.10602.0 2 11.81 11.81
73 097-3602.7673.7680.0 2 11.67 6.24
74 097-1701.6152.6152.2 2 11.54 5.53
75 097-1701.6295.6412.4 4 11.50 4.29
76 097-3602.7150.7203.2 2 1122 11.22
77 097-3601.6341.6341.2 2 1117 5.16
78 097-3602.6616.6616.2 2 10.98 4.62
79 097-3601.6331.6371.4 4 10.77 4.40
80 097-1701.7135.7135.0 2 10.61 10.61
81 097-3601.6212.6326.4 4 10.56 2.19
82 097-3602.10626.10626.0 2 10.40 10.40
83 098-1801.9082.9082.0 3 10.39 10.39
84 098-3701.6504.6524.2 2 10.39 5.91
85 097-3602.7939.8021.2 2 998 9.98
86 097-3601.6996.7050.0 2 991 9.91
87 097-3601.7146.7146.0 2 987 9.87
88 097-3602.6374.6478.4 4  9.76 3.90
89 097-3602.8033.8033.0 2 963 9.63
90 097-1701.7105.7105.0 2 954 9.54
91 097-1701.7938.8018.2 2 934 9.34
92 097-3602.7239.7281.2 2 918 9.18
93 096-3201.6809.6809.0 3 898 4.00
94 097-3602.10608.10608.0 2  8.57 8.57
95 098-3702.6697.6697.0 3 834 3.56
96 097-3601.3756.3762.0 2 828 8.28
97 089-2402.5537.5537.0 3 812 8.12
98 097-3602.6640.6640.2 2 718 4.01

Distinct

Distinct Summed

Group Subgroup Spectra Peptides MS/MS

*) *) ) #) Search
Score
2 2.1 13 3 46.56

http://spectrummillxp/millscripts/summaryPP.pl

68.9 1.09e+008 (R)EWQDALVDYMVEK(D) 1625.752
79.4 9.99e+007 (R)EWQDALVDYMVEK(D) 1625.752
77.4 8.13e+007 (R)AAEQEMWSHITPGVDR(E) 1826.850
82.6 1.13e+007 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
74.8 1.56e+008 (R)EIAGLPAQLGVDNIIGIDIFNEPWDYTWQEWK(T) 3730.843
77.3 1.63e+008 (R)TIQQTMTEITAQGINVVR(L) 2003.060
75.7 1.96e+007 (R)AAEQEMWSHITPGVDR(E) 1826.850
75.6 5.27e+008 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
74.4 1.60e+007 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
74.4 7.11e+007 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
75.5 6.75e+007 (R)EWQDALVDYMVEK(D) 1625.752
77.2 5.54e+007 (R)LVLSPHTYGPSVFVQR(Q) 1799.981
72.8 4.57e+007 (R)TIQQTMTEITAQGINVVR(L) 2003.060
80.1 6.76e+007 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
75.8 8.91e+006 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
80.7 4.03e+007 (R)EWQDALVDYMVEK(D) 1625.752
87.5 3.24e+008 (R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N) 2670.410
77.0 1.28e+009 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
66.2 2.71e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
91.8 6.94e+007 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
87.9 5.93e+006 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
73.7 4.74e+008 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
69.3 1.58e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
71.6 8.52e+008 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
71.2 1.23e+007 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
72.5 9.58e+007 (R)EIAGLPAQLGVDNIIGIDIFNEPWDYTWQEWK(T) 3730.843
80.9 8.40e+006 (R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N) 2670.410
68.4 6.19e+007 (R)LVLSPHTYGPSVFVQR(Q) 1799.981
63.8 4.60e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
61.4 7.60e+006 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
71.2 5.39e+008 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
60.3 3.34e+007 (R)LVLSPHTYGPSVFVQR(Q) 1799.981
63.5 1.33e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
60.9 7.77e+007 (R)LVLSPHTYGPSVFVQR(Q) 1799.981
62.0 6.27e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
76.2 1.02e+007 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
61.7 8.87e+006 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
85.8 1.52e+007 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
65.6 2.40e+007 (R)AGWDEHFGYLR(D) 1350.623
74.6 1.78e+006 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
87.4 5.91e+006 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
Total :
o ) Protein
Cottge Gpocuy MW 0, proten Name
Intensity

9 1.64e+008 80610.8 PA_BS12:2189571642

PA_BS12:2189571642 or0735 Carbohydrate binding domain. [B. setacea BS12] 763 bp
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F*

‘B ‘B “: ‘H [© 0 N & [0 I» W IN

Filename

095-3102.6669.6699.0
095-1201.6414.6481.2
095-1201.6493.6506.0
095-3101.6984.7011.0
095-3101.6582.6582.0
095-3101.6957.6962.0
095-3102.6955.7030.0
095-3102.7038.7038.0
095-3101.6574.6574.0
095-3101.6882.6953.0
095-1201.6513.6513.0
095-1201.6693.6771.2
095-3102.6641.6641.0

Group Subgroup Spectra

#) (#) (#)
3.1 20
Filename

H*

‘»; ‘H ‘I—‘ ‘: ‘l—‘ [© lo N o o1 ™ W N e

=

16
17

095-1201.8007.8065.2
095-3101.8055.8111.2
093-1001.5548.5644.2
093-2902.5614.5688.2
095-1201.4091.4119.0
094-3001.8174.8219.2
095-3101.4429.4471.2
095-1201.4004.4062.0
095-3101.8044.8122.3
094-3002.8259.8289.2
095-3102.8057.8126.3
094-3002.8265.8279.0

095-1201.10355.10355.2

095-1201.7146.7194.0

095-1201.10147.10147.0

100-2001.8093.8093.0
095-3101.7274.7274.0

18 095-3101.10421.10421.0

19
20

095-1201.1745.1745.0
095-3101.4315.4315.0

Group Subgroup Spectra
# ) #)

Score Score (%) Intensity Sequence
18.08 18.08 93.4 1.15e+007 (K)FLLGNSSANTTIESTDGSFSVDR(N)
15.99 15.99 91.1 1.73e+007 (K)FLLGNSSANTTIESTDGSFSVDR(N)
15.27 15.27 89.2 1.28e+007 (K)FLLGNSSANTTIESTDGSFSVDR(N)
14.78 6.19 87.9 1.29e+007 (R)ISLTIPQESGSGGVAAWR(V)
14.57 9.20 85.2 5.87e+006 (K)FLLGNSSANTTIESTDGSFSVDR(N)
13.70 13.70 76.5 2.34e+007 (K)DAGANVQTASQIVGENPWMSANLDQFANNGTVTK(L)
12.73 3.13 85.0 1.43e+007 (R)ISLTIPQESGSGGVAAWR(V)
12.14 435 81.3 6.27e+006 (R)ISLTIPQESGSGGVAAWR(V)
10.72 10.72 75.8 4.91e+006 (K)FLLGNSSANTTIESTDGSFSVDR(N)
10.32 2.36 77.8 1.41e+007 (R) ISLTIPQESGSGGVAAWR(V)
9.83 5.32 74.5 9.40e+006 (K)FLLGNSSANTTIESTDGSFSVDR(N)
8.95 3.05 72.1 2.65e+007 (R)ISLTIPQESGSGGVAAWR(V)
7.68 7.68 81.4 4.94e+006 (K)FLLGNSSANTTIESTDGSFSVDR(N)
Distinct
Eé;:ggts S,\L/jlg]/mgd % AA P-ll'-gtt:iln Pr’\c/l>§/¢\9/|n Datab_ase
) Search Coverage I?];;gr?;rlgll (Da) Accession #
Score
3 45.96 43 1.63e+009 9122.7 PA_Bse_meta_comb:2073586100
Fwd-Rev SPl Spectrum MH*
z Score Score (%) Intensity Sequence MaEtS::)ed
2 19.52 14.28 94.8 5.56e+008 (R)GQAHIDLPLTISISTDLEK(S) 2051.103
2 19.29 13.98 95.0 1.54e+008 (R)GQAHIDLPLTISISTDLEK(S) 2051.103
2 18.04 13.40 89.4 2.80e+008 (R)GQAHIDLPLTISISTDLEK(S) 2051.103
2 18.03 10.97 88.6 7.66e+007 (R)GQAHIDLPLTISISTDLEK(S) 2051.103
2 16.76 7.82 94.6 8.11e+005 (R)GSVEVEMK(H) 878.429
2 16.33 12.79 74.7 6.57e+007 (R)GQAHIDLPLTISISTDLEK(S) 2051.103
2 1572 8.74 93.6 4.27e+005 (R)GSVEVEMK(H) 878.429
2 15.42 7.74 91.7 4.86e+005 (R)GSVEVEMK(H) 878.429
3 15.19 8.81 83.1 1.35e+008 (R)GQAHIDLPLTISISTDLEK(S) 2051.103
2 14.72 11.54 74.0 5.30e+007 (R)GQAHIDLPLTISISTDLEK(S) 2051.103
3 12.79 6.58 76.1 1.57e+008 (R)GQAHIDLPLTISISTDLEK(S) 2051.103
3 1191 5.31 73.7 3.37e+007 (R)GQAHIDLPLTISISTDLEK(S) 2051.103
2 11.40 11.40 71.8 1.45e+007 (R)GQAHIDLPLTISISTDLEK(S) 2051.103
2 968 4.90 80.3 4.47e+007 (K)HVVSGVQVR(G) 080.564
2  9.29 4.80 66.5 1.57e+007 (R)GQAHIDLPLTISISTDLEK(S) 2051.103
2 8.95 3.28 66.7 1.52e+007 (R)GQAHIDLPLTISISTDLEK(S) 2051.103
2 884 3.82 83.5 1.95e+007 (K)HVVSGVQVR(G) 980.564
2 847 8.47 62.7 9.60e+006 (R)GQAHIDLPLTISISTDLEK(S) 2051.103
2 725 3.15 93.4 1.50e+005 (R)GSVEVEMK(H) 878.429
2  6.67 2.35 91.3 1.48e+005 (R)GSVEVEMK(H) 878.429
Distinct % AA Total Database
Distinct Summed Coverage Protein Protein Accession #
Peptides MS/MS Spectral MW

Fwd-Rev

SPI

Spectrum

http://spectrummillxp/millscripts/summaryPP.pl

MH*
Matched
(Da)
2418.142
2418.142
2418.142
1828.956
2418.142
3548.672
1828.956
1828.956
2418.142
1828.956
2418.142
1828.956
2418.142

Protein Name

Protein Name
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4 4.1 9

F*

Filename

095-3102.7283.7283.2
095-3101.5658.5718.0
095-3102.5670.5744.0
095-3101.7273.7273.0
095-1201.5437.5509.2
095-1201.5342.5399.0
095-1201.7364.7371.0
095-3102.7432.7488.2
095-3101.7479.7479.0

© [0 N o [0 I W N =

N N NN NDNDNDNDDN

Group Subgroup Spectra

@] (@) )

5 51 8

F*

Filename

093-2901.7514.7572.0
093-2901.3009.3029.0
093-2901.7544.7547.0
093-2902.7690.7765.2
093-1001.7882.7951.2
093-2901.7520.7520.2
093-2902.7728.7728.0
093-2901.7602.7602.2

0 N o [0 & (W IN -

Group Subgroup Spectra

) @] @]

6 6.1 16

H*

Filename

096-3202.6142.6220.0
096-1301.6228.6300.0
096-3202.6255.6268.0
096-3201.6320.6361.0
096-3202.6605.6676.2
097-3601.4466.4466.0
096-1301.6684.6734.0
096-1301.6307.6352.2

[0 N o O [ (N =

Page 5 of 7

PA_Bse_meta_comb:2073565234 BaSeMet_00088900 Histones H3 and H4 [Bankia setacea microbiome

PA_BS12:2189570195 0r3426 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 709 bp

6 1.56e+008 54835.2 PA_BS12:2189568724 PA_BS12:2189568724 0r2045 Beta-1,4-xylanase [B. setacea BS12] 511 bp

#) Search Intensity (Da)
Score
3 42.67 29 1.92e+008 11367.4 PA_Bse _meta_comb:2073565234
s Fwd-Rev SPl Spectrum MH*
core Score (%) Intensity Sequence Matched
(Da)
15.73 7.39 99.2 1.53e+007 (K)VFLENVIR(D) 989.578
15.30 8.97 93.8 8.33e+006 (R)ISGLIYEETR(G) 1180.621
14.27 8.47 92.8 6.12e+006 (R)ISGLIYEETR(G) 1180.621
13.01 4.18 90.5 1.47e+007 (K)VFLENVIR(D) 989.578
12.99 6.31 85.7 4.59e+007 (R)ISGLIYEETR(G) 1180.621
12.14 4.87 89.0 1.43e+007 (R)ISGLIYEETR(G)  1180.621
11.64 8.09 78.7 2.88e+007 (K)TVTAMDVVYALK(R) 1310.703
8.81 5.80 72.2 3.19e+007 (K)TVTAMDVVYALK(R) 1310.703
8.58 4.77 77.8 2.70e+007 (K)TVTAMDVVYALK(R) 1310.703
Distinct SDulztha % AA P-{gtt:iln Protein Database )
Peptides  MS/MS Coverage Spectral Accession # Protein Name
#) Search Intensity (Da)
Score
2 37.59 5 1.71e+008 73729.2 PA_BS12:2189570195
"
Score Fvsvg(-)lfgv 22; Slr?t?e(;tgjt? Sequence M:::Irhed
(Da)
20.40 12.20 97.2 3.34e+007 (R)WFPEAFQTLVENAYPAL(-) 1995.986
17.19 7.38 81.3 2.22e+007 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
16.99 9.48 87.5 7.64e+006 (R)WFPEAFQTLVENAYPAL(-) 1995.986
16.68 9.15 91.0 2.76e+007 (R)WFPEAFQTLVENAYPAL(-) 1995.986
15.52 10.18 87.2 3.89e+007 (R)WFPEAFQTLVENAYPAL(-) 1995.986
13.77 6.48 80.9 2.16e+007 (R)WFPEAFQTLVENAYPAL(-) 1995.986
13.76 13.76 79.4 7.23e+006 (R)WFPEAFQTLVENAYPAL(-) 1995.986
9.22 5.29 79.4 1.27e+007 (R)WFPEAFQTLVENAYPAL(-) 1995.986
Distinct SDUIE:Ir\qZ:i Total Protein
Peptides MS/MS Ct:@eAraAge Spprgé‘t*;gl MW aDaabase  protein Name
#) Search Intensity (Da)
Score
2 36.64
Fwd-Rev SPI Spectrum MH"
Score Score (%) Intensity Sequence Matched
(Da)
20.42 16.77 98.3 6.91e+006 (R)DNYNWSGLDAAYNYAK(Q) 1864.814
18.73 15.11 94.5 9.68e+006 (R)DNYNWSGLDAAYNYAK(Q) 1864.814
17.01 17.01 89.9 3.66e+006 (R)DNYNWSGLDAAYNYAK(Q) 1864.814
16.66 12.51 92.8 5.05e+006 (R)DNYNWSGLDAAYNYAK(Q) 1864.814
16.22 10.39 94.1 1.94e+007 (R)SDFTQYWDQITPENEGK(W) 2057.909
16.06 12.82 90.3 4.98e+006 (R)DNYNWSGLDAAYNYAK(Q) 1864.814
15.08 8.57 91.1 1.76e+007 (R)SDFTQYWDQITPENEGK(W) 2057.909
14.50 9.86 89.5 8.34e+006 (R)DNYNWSGLDAAYNYAK(Q) 1864.814

http://spectrummillxp/millscripts/summaryPP.pl
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10
11
12
13
14
15
16

097-1701.6094.6094.0

0 096-3201.6775.6792.2

096-3202.6642.6642.0
096-3202.6707.6707.0
096-3201.6751.6751.2
097-3601.4825.4825.0
097-3601.4830.4830.0

16 097-3601.6004.6004.0

Group Subgroup Spectra

#) (#) (#)
7.1 25
Filename

F*

BRBRRBEERBERRERIE B ©®N@ O WN I

094-3002.6698.6764.2
094-3001.6617.6645.2
093-2901.2891.2944.2
094-1101.6600.6600.2
093-2901.3075.3088.0
093-2901.2985.2999.0
093-1001.3025.3071.0
094-3002.6781.6788.0
093-2902.3099.3145.0

093-1001.10443.10443.0

097-1701.3138.3168.0
093-1001.5303.5303.2
094-3001.6714.6714.2
094-3001.6740.6740.2
093-2902.3234.3270.2
094-1101.6865.6865.2
093-2902.3105.3105.0
094-3002.6949.6949.2
097-3601.3112.3112.0
094-1101.6611.6611.0
094-1101.6605.6605.2

093-1001.10456.10456.0

093-2901.10005.10005.0

094-3002.7030.7030.0

093-1001.10509.10509.0

Group Subgroup Spectra
*) # #

8.1 17

14.32
14.14
11.26
10.57
9.57
9.56
8.89
6.62

Distinct
Peptides
#)

z Score

18.71
18.14
16.59
16.36
15.69
15.09
14.96
14.71
14.49
14.42
14.11
14.07
13.87
13.84
13.08
11.57
11.20
10.85
10.85

8.54

7.76

7.73

7.33

6.39

6.16

N NN N NN DNDNDNDDNDDNDNDNDNDDNDDNDDNDNNDNDNDNDNDNDNDDNDDNONDN

Distinct
Peptides
#)

8.94
8.09
11.26
3.41
4.75
5.19
3.53
3.23

Distinct
Summed
MS/MS
Search
Score

35.30

Fwd-Rev
Score

15.30 95.7
13.94 94.5
11.98 86.6
11.87 90.9
9.47 89.5

7.75
8.27
8.44
9.14
8.41
4.60
14.07
13.87
13.84
8.47
11.57
6.43
10.85
5.81
8.54
7.76
7.73
7.33
6.39
6.16

Distinct
Summed
MS/MS
Search
Score

33.54

http://spectrummillxp/millscripts/summaryPP.pl
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2.93e+007
1.04e+007
3.34e+006
6.41e+006
6.31e+006
3.32e+006
3.28e+006
1.79e+007

Total
Protein
Coverage Spectral

Intensity

% AA

(R)SDFTQYWDQ I TPENEGK (W)
(R)SDFTQYWDQ I TPENEGK (W)
(R) SDFTQYWDQ I TPENEGK (W)
(R) SDFTQYWDQ I TPENEGK (W)
(R) SDFTQYWDQ I TPENEGK (W)
(R)SDFTQYWDQ I TPENEGK (W)
(R)SDFTQYWDQ I TPENEGK (W)
(R) SDFTQYWDQ I TPENEGK (W)

2057.909
2057.909
2057.909
2057.909
2057.909
2057.909
2057.909
2057.909

Protein Database

(Da) Accession #

12 6.89e+008 34086.6 PA_BS12:2189568629

Spectrum
Intensity
1.72e+007
1.62e+007
2.15e+007
2.26e+007
1.13e+008
5.71e+007
6.96e+007
1.06e+007
1.42e+007
9.70e+006
9.02e+006
4.57e+007
9.12e+006
6.66e+006
1.44e+008
2.20e+007
1.14e+007
6.11e+006
1.56e+006
2.72e+007
2.49e+007
8.39e+006
6.77e+006
6.84e+006
7.43e+006

Total
Protein
Coverage Spectral

Intensity

% AA

41 3.41e+009 13375.7 PA Bse_meta comb:2073565643

Sequence

(R)FLASAMMETEVMDTNYTYGDAK (S)
(R)FLASAMMETEVMDTNYTYGDAK(S)
(R)NGSTGLSNPNTQDIQNFK(A)
(R)FLASAMMETEVMDTNYTYGDAK (S)
(R)NGSTGLSNPNTQDIQNFK(A)
(R)NGSTGLSNPNTQDIQNFK(A)
(R)NGSTGLSNPNTQDIQNFK(A)
(R)FLASAMMETEVMDTNYTYGDAK(S)
(RYNGSTGLSNPNTQDIQNFK (A)
(R)FLASAMMETEVMDTNYTYGDAK (S)
(R)NGSTGLSNPNTQD IQNFK(A)
(R)FLASAMMETEVMDTNYTYGDAK (S)
(R)FLASAMMETEVMDTNYTYGDAK (S)
(R)FLASAMMETEVMDTNYTYGDAK (S)
(RYNGSTGLSNPNTQD IQNFK (A)
(R)FLASAMMETEVMDTNYTYGDAK (S)
(R)NGSTGLSNPNTQDIQNFK(A)
(R)FLASAMMETEVMDTNYTYGDAK (S)
(R)NGSTGLSNPNTQDIQNFK(A)
(R)FLASAMMETEVMDTNYTYGDAK (S)
(R)FLASAMMETEVMDTNYTYGDAK(S)
(R)FLASAMMETEVMDTNYTYGDAK(S)
(R)FLASAMMETEVMDTNYTYGDAK (S)
(R)FLASAMMETEVMDTNYTYGDAK (S)
(R)FLASAMMETEVMDTNYTYGDAK (S)

Protein
MW
(Da)

Database
Accession #

Protein Name

PA_BS12:2189568629 or1947 Cellulose or protein binding domain. [B. setacea BS12] 325 bp

MH*
Matched
(Da)
2488.072
2488.072
1934.921
2488.072
1934.921
1934.921
1934.921
2488.072
1934.921
2488.072
1934.921
2488.072
2488.072
2488.072
1934.921
2488.072
1934.921
2488.072
1934.921
2488.072
2488.072
2488.072
2488.072
2488.072
2488.072

Protein Name

Page 6 of 7

PA_Bse_meta_comb:2073565643 BaSeMet_00092990 Histone H2A [Bankia setacea microbiome (Combi
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F*

Filename

093-1001.7221.7221.0
095-3102.9899.9901.2
093-1001.7120.7189.3
095-1201.9897.9930.2
095-1201.8243.8290.3
093-2901.6864.6915.2
096-3202.9549.9549.2
093-1001.7211.7265.2
095-1201.8204.8275.0
095-3102.8283.8338.0
093-2902.6966.7004.0
093-2901.6920.6920.0
096-3201.9670.9683.2
093-2901.6783.6852.2
095-3101.8262.8318.0
095-1201.8317.8335.0
095-3101.9859.9876.2

‘: ‘»; ‘G ‘I; ‘B ‘B “: ‘H [© 0 N o [0 I» W IN

Group Subgroup Spectra

* # #

9 9.1 5

F*

Filename

093-2902.3159.3192.0
093-2902.3174.3174.0
093-2901.2965.2979.0
093-2902.3147.3147.2
094-3002.6659.6659.0

o I jw N =

Group Subgroup Spectra

* # #

10 10.1 2

F*

Filename

096-3202.5881.5881.0
096-3201.7776.7776.0

N =

Protein Name

+
z Score Fvgg(—)l?gv (SOZ)I S”?g;t;ﬂg] Sequence M%E\)ed
3 18.11 18.11 88.1 4.93e+007 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
2 15.43 15.43 77.3 2.60e+008 (R)VGAGAPVYLAAVLEYLAAEVLELAGNAAR(D) 2871.562
3 15.32 7.06 73.5 1.08e+008 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
2 1483 14.83 77.3 3.84e+008 (R)VGAGAPVYLAAVLEYLAAEVLELAGNAAR(D) 2871.562
3 14.56 8.78 72.6 1.49e+008 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
2 13.60 6.72 87.8 1.61e+008 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
2 13.16 13.16 78.9 1.01e+008 (R)VGAGAPVYLAAVLEYLAAEVLELAGNAAR(D) 2871.562
2 13.10 5.15 87.8 1.41e+008 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
2 13.04 6.21 85.7 5.00e+008 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
2 1290 6.03 83.1 2.78e+008 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
2 1255 476 87.1 4.40e+007 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
3 12.38 5.93 76.5 1.38e+007 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
2 11.89 11.89 66.2 1.70e+008 (R)VGAGAPVYLAAVLEYLAAEVLELAGNAAR(D) 2871.562
2 10.28 3.04 80.5 1.89e+008 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
2 10.22 4.46 78.7 2.13e+008 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
2 973 3.32 77.8 3.16e+008 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
2 9.72 9.72 60.7 3.32e+008 (R)VGAGAPVYLAAVLEYLAAEVLELAGNAAR(D) 2871.562

Distinct SDulﬁ"ltmgzi Total Protein
Peptides MS/MS Cc‘:éeAr:ge SPprgct:’ta:ZI MwW A?ggg;ﬁ?# Protein Name
#) Search Intensity (Da)
Score
2 23.06 10 9.61e+007 40145.6 PA_Bse02:2503999765
Fwd-Rev SPl Spectrum MH*

z Score Score (%) Intensity Sequence M(?g::)ed

2 14.67 7.35 88.5 2.60e+007 (R)NGSSGLSNPNTTDINNFK(R) 1879.879

2 12.67 6.44 88.0 2.34e+007 (R)NGSSGLSNPNTTDINNFK(R) 1879.879

2 1259 4.23 85.5 3.14e+007 (R)NGSSGLSNPNTTDINNFK(R) 1879.879

2 944 5.99 68.9 1.11e+007 (R)NGSSGLSNPNTTDINNFK(R) 1879.879

2 8.39 8.39 78.9 4.21e+006 (R)FLASAMMETEVMDTNYTYGDGK(S) 2474.057

Distinct SDulﬁ"flnqgti Total Protein
Peptides MSIMS  cJUI0 Sl MW Accession #
#) Search Intensity (Da)
Score
2 22.25 34 1.87e+007 8388.5 PA Bse_meta comh:2073588714
Fwd-Rev SPl Spectrum MH*
z Score Score (%) Intensity Sequence Matched
(Da)
2 1145 5.86 87.5 1.35e+006 (R)EGQGFISGAELR(H) 1263.633
2 10.80 10.80 69.0 1.74e+007 (K)DTGTFADFMEAFK(T) 1479.647

http://spectrummillxp/millscripts/summaryPP.pl

Page 7 of 7

PA_Bse02:2503999765 BS02DRAFT_00005000 Cellulose or protein binding domain. [B. setacea BS02 (Isolate fron

PA_Bse_meta_comb:2073588714 BaSeMet_00323700 hypothetical protein [Bankia setacea microbiome (
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Results Shown Filtered by Validation Category: valid
Data Directory: msdataSM\080410_caecum_content
hit table read - SpecFeatures read
valid hits read from tagSummary file - Files: 58 Hits: 161
Data Directory: msdataSM\080510_caecum_contents_duplicate
hit table read - SpecFeatures read
valid hits read from tagSummary file - Files: 116 Hits: 305
beginning to assemble proteins .... proteins assembled 0.06811 sec
proteins filtered by unique peptides 0.007659 sec
proteins filtered by score
calculated protein coverage maps 0.060192 sec
beginning to roll up proteins into groups ... . proteins rolled up into groups 0.007478 sec
protein groups ready for display

proteinGroupingMethod: oneSharedPeptideSubgrouped 15 Proteins listed

o Distinct Total _
Group Subgroup Spectra I?elzt:ggts S,\L;lg/n,\jlgd % AA Protein Pr&b‘\e’m Datab_ase
#) #) #) ) Search Coverage lipt)gs;rnal (Da) Accession #
Score Y

1 11 44 9 162.08 20 7.27e+009  77520.7 PA_Bse02:2503999400
1 1.1 42 8 152.37 33 7.26e+009 48452.4 PA_Bse_meta_comb:2073585167
2 2.1 15 6 86.12 12 5.03e+008 77470.6 PA_Bse08:2503996278
2 2.1 6 2 30.91 2 2.08e+008 78391.5 PA_Bse02:2503998382
2 2.1 6 2 30.91 4 2.08e+008 50267.5 PA_Bse_meta_comb:2073595739
2 2.1 6 2 30.91 14 2.08e+008 15283.0 PA_Bse_meta_comb:2073592399
2 2.1 5 2 26.67 38 1.47e+008 10516.5 PA_Bse_meta_comb:2073579941
3 3.1 15 5 84.20 14 3.32e+008 54835.2 PA_BS12:2189568724
3 3.1 15 5 84.20 14 3.32e+008 54483.9 PA_Bse_meta_comb:2073587463
4 4.1 15 5 80.31 9 3.22e+008 80610.8 PA_BS12:2189571642
4 4.1 15 5 80.31 20 3.22e+008 37625.9 PA_Bse_meta_comb:2073592708
5 51 14 5 66.99 20 9.96e+008 34086.6 PA_BS12:2189568629
5 51 14 5 66.99 21 9.96e+008 31845.8 PA Bse_meta_comb:2073564373
5 5.1 5 2 26.92 5 1.80e+008 38283.0 PA_Bse08:2503995336
5 51 5 2 26.92 7 1.80e+008 26461.7 PA_Bse_meta_comb:2073585634
5 51 5 2 26.92 12 1.80e+008 15995.4 PA_Bse_meta_comb:2073569070
5 5.1 5 2 26.92 13 1.80e+008 14432.7 PA_Bse_meta_comb:2073578186
5 51 5 2 26.92 15 1.80e+008 12333.4 PA_Bse_meta_comb:2073567328
5 5.2 7 3 37.76 9 1.91e+008 40145.6 PA_Bse02:2503999765
5 5.2 7 3 37.76 11 1.91e+008 32736.4 PA_Bse08:2503997065
5 52 7 3 37.76 16 1.91e+008 23197.0 PA_Bse_meta_comb:2073559086
6 6.1 10 5 66.49 9 4.36e+008 77941.2 PA_BS12:2189569979
6 6.1 10 5 66.49 10 4.36e+008 77103.2 PA_Bse_meta _comhb:2073565540
6 6.1 7 4 53.40 7 2.24e+008 90871.9 PA_Bse08:2503995091
7 7.1 14 4 62.37 12 3.70e+008 58225.4 PA_BS12:2189570192
7 7.1 14 4 62.37 13 3.70e+008 52443.2 PA Bse_meta _comb:2073587378
7 7.1 4 2 23.62 4 1.32e+008 57718.9 PA_Bse08:2503996244
8 8.1 11 5 59.02 5 2.28e+008 113016.6 PA_Bse02:2503999098
8 8.1 11 5 59.02 5 2.28e+008 112508.2 PA_Bse_meta_comb:2073561919
9 9.1 10 3 48.78 29 1.08e+008 11367.4 PA_Bse_meta_comb:2073565234
10 10.1 7 3 42.42 7 1.42e+008 77517.5 PA_BS12:2189568391
10 10.1 7 3 42.42 11 1.42e+008 50621.3 PA_Bse_meta_comb:2073574943

http://spectrummillxp/millscripts/summaryPP.pl

Protein Name

PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding
PA_Bse_meta_comb:2073585167 BaSeMet_00288230 Endoglucanase [Bankia setacea microbiome (Ct
PA_Bse08:2503996278 BSO8DRAFT_00001670 Cellulose or protein binding domain./Cellulose binding
PA_Bse02:2503998382 BS02DRAFT_00024320 Cellulose or protein binding domain./Cellulose binding
PA_Bse_meta_comb:2073595739 BaSeMet_00393950 Endoglucanase [Bankia setacea microbiome (Ct
PA_Bse_meta_comb:2073592399 BaSeMet_00360550 Cellulase (glycosyl hydrolase family 5). [Bankia
PA_Bse_meta_comb:2073579941 BaSeMet_00235970 Cellulase (glycosyl hydrolase family 5). [Bankia
PA_BS12:2189568724 0or2045 Beta-1,4-xylanase [B. setacea BS12] 511 bp
PA_Bse_meta_comb:2073587463 BaSeMet_00311190 Beta-1,4-xylanase [Bankia setacea microbiome
PA_BS12:2189571642 or0735 Carbohydrate binding domain. [B. setacea BS12] 763 bp
PA_Bse_meta_comb:2073592708 BaSeMet_00363640 hypothetical protein [Bankia setacea microbiome
PA_BS12:2189568629 0r1947 Cellulose or protein binding domain. [B. setacea BS12] 325 bp
PA_Bse_meta_comb:2073564373 BaSeMet_00080290 Cellulose or protein binding domain. [Bankia set
PA_Bse08:2503995336 BSO8DRAFT_00038010 Cellulose or protein binding domain. [B. setacea BS08
PA_Bse_meta_comb:2073585634 BaSeMet_00292900 Cellulose or protein binding domain. [Bankia set
PA_Bse_meta_comb:2073569070 BaSeMet_00127260 hypothetical protein [Bankia setacea microbiome
PA_Bse_meta_comb:2073578186 BaSeMet_00218420 hypothetical protein [Bankia setacea microbiome
PA_Bse_meta_comb:2073567328 BaSeMet_00109840 hypothetical protein [Bankia setacea microbiome
PA_Bse02:2503999765 BS02DRAFT_00005000 Cellulose or protein binding domain. [B. setacea BS02
PA_Bse08:2503997065 BSO8DRAFT_00007680 Cellulose or protein binding domain. [B. setacea BS08
PA_Bse_meta_comb:2073559086 BaSeMet_00027420 hypothetical protein [Bankia setacea microbiome
PA_BS12:2189569979 0r3290 Glycosyl hydrolase family 9./Cellulose or protein binding domain./N-termii
PA_Bse_meta_comb:2073565540 BaSeMet_00091960 cellulose 1,4-beta-cellobiosidase (EC 3.2.1.91) [
PA_Bse08:2503995091 BSO8DRAFT_00035590 Cellulose or protein binding domain./Cellulose binding
PA_BS12:2189570192 or3423 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 560 b
PA_Bse_meta_comb:2073587378 BaSeMet_00310340 Cobalamin biosynthesis protein CobN and relate
PA_Bse08:2503996244 BSO8DRAFT_00001320 Cellulose or protein binding domain./Cellulose binding
PA_Bse02:2503999098 BS02DRAFT_00001060 Cellulose or protein binding domain./Glycosyl hydrolast
PA_Bse_meta_comb:2073561919 BaSeMet_00055750 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse_meta_comb:2073565234 BaSeMet_00088900 Histones H3 and H4 [Bankia setacea microbiom
PA_BS12:2189568391 or1689 Endoglucanase [B. setacea BS12] 725 bp
PA_Bse_meta_comb:2073574943 BaSeMet_00185990 Endoglucanase [Bankia setacea microbiome (Ct
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To

11 11.1 5
11 11.1 5
12 12.1 6
12 12.1 6
13 13.1 4
13 13.1 4
14 14.1 2
14 14.1 2
tals: 397 143

Group Subgroup Spectra

#) (#) (#)
1 11 44
# Filename

Blelkis kIR

‘m‘m‘m‘m‘m‘m‘m‘m‘m‘m‘m‘»—\HHH»—‘»—\»—\‘H‘H‘H\@\m\\l\m\m\b\m\l\)h—\
S [© o N o o s [N ko w N I~

091-0901.3842.3931.0
091-0801.3849.3938.0
091-0901.4194.4200.2
091-0901.1768.1781.0
091-2301.1758.1788.0
091-0901.3444.3460.0
091-2301.3841.3921.0
091-2301.4271.4299.2
091-0801.1753.1815.0
091-2301.4160.4223.2
091-0901.4283.4287.2
091-2301.3428.3444.0
091-2301.2968.2988.2
091-0901.3240.3323.2
091-0801.2990.3025.3
091-0901.3226.3231.0
091-2301.4181.4216.3
091-2301.3193.3200.2
091-0801.4193.4209.3
091-0801.3449.3454.0
091-2301.3181.3186.0
091-0801.3854.3896.0
091-0801.1769.1797.0
091-0901.1776.1804.0
091-0901.1686.1773.0
091-0801.3230.3232.0
091-0901.4203.4232.3
091-0801.1679.1765.0
091-0801.3229.3246.0
091-2301.1668.1755.0

N NN W WNNDNDW®WWWNDWWWNDNWNNDWDNDWWWWND W W
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3 42.07 8 2.63e+008 73729.2 PA_BS12:2189570195 PA_BS12:2189570195 0r3426 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 709 by
3 42.07 14 2.63e+008 44290.5 PA_Bse_meta comb:2073567998 PA_Bse_meta_comb:2073567998 BaSeMet_00116540 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
3 36.77 16 4.65e+008 40574.0 PA Bse_meta_comb:2073563645 PA_Bse_meta_comb:2073563645 BaSeMet_00073010 Lysophospholipase L1 and related esterases [Bi
3 36.77 17 4.65e+008 40138.6 PA_BS12:2189567930 PA_BS12:2189567930 or1254 Lysophospholipase L1 and related esterases [B. setacea BS12] 387 bp
2 28.83 1 1.21e+008 224278.3 PA_BS12:2189569050 PA_BS12:2189569050 0r2363 Gluconolactonase [B. setacea BS12] 2124 bp
2 28.83 1 1.21e+008 223963.9 PA_Bse_meta _comb:2073579605 PA_Bse_meta_comb:2073579605 BaSeMet_00232610 Gluconolactonase [Bankia setacea microbiome |
2 20.93 4 4.16e+006 109063.9 PA Bse02:2503998993 PA_Bse02:2503998993 BS02DRAFT_00000010 TonB-dependent receptor [B. setacea BS02 (Isolate frc
2 20.93 4 4.16e+006 109063.9 PA_Bse_meta_comb:2073560314 PA_Bse_meta_comb:2073560314 BaSeMet_00039700 TonB-dependent receptor [Bankia setacea micrc
. Distinct Total .
Pepides MOWS o 6AA - Proen PN patmbase i ane
#) Search Intensity (Da)
Score
9 162.08 20 7.27e+009 77520.7 PA_Bse02:2503999400 PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding domain./Cel
s Fwd-Rev SPI Spectrum MH"
core Score (%) Intensity Sequence Matched
(Da)
22.92 17.18 98.4 2.15e+008 (R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N) 2670.410
21.65 17.83 92.9 1.51e+008 (R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N) 2670.410
20.42 12.96 98.4 9.41e+007 (R)EWQDALVDYMVEK(D) 1625.752
20.21 11.28 93.2 2.02e+007 (R)LDANPPYADADR(E) 1317.608
20.21 11.24 93.0 7.58e+006 (R)LDANPPYADADR(E) 1317.608
20.20 11.93 97.9 9.29e+007 (R)LVLSPHTYGPSVFVQR(Q) 1799.981
20.08 20.08 91.1 1.12e+009 (R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N) 2670.410
19.88 16.46 98.4 7.52e+006 (R)TIQQTMTEITAQGINVVR(L) 2003.060
19.71 12.45 93.5 2.24e+007 (R)LDANPPYADADR(E) 1317.608
19.40 11.89 98.0 2.00e+008 (R)EWQDALVDYMVEK(D) 1625.752
18.20 14.32 95.6 4.37e+006 (R)TIQQTMTEITAQGINVVR(L) 2003.060
18.17 10.92 96.9 1.82e+008 (R)LVLSPHTYGPSVFVQR(Q) 1799.981
17.95 11.78 95.5 1.47e+008 (R)AAEQEMWSHITPGVDR(E) 1826.850
17.39 17.39 93.0 9.85e+007 (R)AGWDEHFGYLR(D) 1350.623
17.11 9.68 90.2 5.74e+008 (R)AAEQEMWSHITPGVDR(E) 1826.850
17.01 9.94 93.7 8.15e+007 (R)AGWDEHFGYLR(D) 1350.623
16.77 6.10 94.4 2.69e+007 (R)EWQDALVDYMVEK(D) 1625.752
16.36 16.36 88.2 8.05e+007 (R)AGWDEHFGYLR(D) 1350.623
16.27 5.04 94.1 9.84e+006 (R)EWQDALVDYMVEK(D) 1625.752
16.03 9.06 92.0 6.66e+007 (R)LVLSPHTYGPSVFVQR(Q) 1799.981
15.93 8.65 91.6 9.92e+007 (R)AGWDEHFGYLR(D) 1350.623
15.91 9.35 73.3 1.49e+008 (R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N) 2670.410
15.78 8.14 91.4 7.55e+008 (R)LDANPPYADADR(E) 1317.608
15.78 8.15 91.3 6.78e+008 (R)LDANPPYADADR(E) 1317.608
15.76 7.17 91.2 6.98e+008 (R)LDANPPYADADR(E) 1317.608
15.42 8.34 91.4 7.12e+007 (R)AGWDEHFGYLR(D) 1350.623
15.28 4.59 94.9 1.37e+007 (R)EWQDALVDYMVEK(D) 1625.752
15.23 6.66 90.0 7.52e+008 (R)LDANPPYADADR(E) 1317.608
14.98 11.42 84.2 5.69e+007 (R)AGWDEHFGYLR(D) 1350.623
14.77 8.21 91.2 2.39e+008 (R)LDANPPYADADR(E) 1317.608
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31 091-0801.4286.4292.2
32 091-2301.4259.4263.0
33 091-2301.1760.1772.0
34 091-0901.4274.4280.0
35 091-2301.3465.3465.2
36 091-2301.4043.4049.0
37 091-0901.3334.3334.2
38 091-0801.4269.4269.0
39 091-0901.3535.3535.0
40 091-0801.4262.4262.0
41 091-0801.4270.4270.0
42 091-2301.2058.2058.0
43 091-0801.2067.2067.0
44 091-0901.4183.4183.0

NN NN W W WwWNWNWNWN

Group Subgroup Spectra
# ) #)

2 21 15

F*

Filename z

091-0801.3855.3901.0 3
091-0801.1657.1662.0 3
091-2301.1635.1650.0 3
091-0901.1655.1730.0 3
091-0901.3854.3897.0 3
091-0801.2443.2450.2 2
091-0901.2439.2472.2 2
091-0901.2512.2519.0 2
091-2301.2428.2434.2 2
091-0901.2402.2453.2 2
091-2301.2480.2487.0 2
091-2301.2357.2362.0 2
091-0801.2402.2407.0 2
091-2301.2191.2191.0 3
091-0801.1691.1727.2 2

‘U_‘ "E ‘B ‘B “: ‘H © joo N o [0 [ W IN -

Group Subgroup Spectra

#) (#) (#)
3 3.1 15
# Filename z

1 091-2301.3492.3516.2 2

14 3.32e+008 54835.2 PA BS12:2189568724 PA _BS12:2189568724 0r2045 Beta-1,4-xylanase [B. setacea BS12] 511 bp

2003.060
2003.060
1317.608
2003.060
1799.981
3509.562
1350.623
2003.060
1799.981
2003.060
1625.752

875.474

875.474
1625.752

Page 3 of 8

PA_Bse08:2503996278 BSO8DRAFT_00001670 Cellulose or protein binding domain./Cellulose binding domain./Cel

14.65 14.65 89.0 2.37e+006 (R)TIQQTMTEITAQGINVVR(L)
14.30 14.30 79.4 4.92e+007 (R)TIQQTMTEITAQGINVVR(L)
14.27 6.66 91.1 2.32e+008 (R)LDANPPYADADR(E)
14.25 9.57 81.3 3.10e+007 (R)TIQQTMTEITAQGINVVR(L)
14.13 14.13 87.2 9.34e+006 (R)LVLSPHTYGPSVFVQR(Q)
13.40 6.62 82.5 1.02e+007 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A)
13.35 9.17 85.0 2.82e+007 (R)AGWDEHFGYLR(D)
12.52 12.52 78.0 1.62e+007 (R)TIQQTMTEITAQGINVVR(L)
11.48 4.10 77.0 7.14e+007 (R)LVLSPHTYGPSVFVQR(Q)
11.18 11.18 74.8 1.18e+007 (R)TIQQTMTEITAQGINVVR(L)
9.75 4.35 95.1 2.06e+007 (R)EWQDALVDYMVEK(D)
9.71 4.64 79.9 5.28e+006 (KINGSVFPVR(C)
9.34 450 83.6 6.96e+006 (K)NGSVFPVR(C)
8.50 5.20 66.2 6.14e+007 (R)EWQDALVDYMVEK(D)
o Distinct Total .
Popides MOwS o 6AA - Proen PUIT patmbase i ane
#) Search Intensity (Da)
Score
6 86.12 12 5.03e+008 77470.6 PA_Bse08:2503996278
Fwd-Rev SPI Spectrum MH*
Score Score (%) Intensity Sequence MaEg::)ed
17.77 11.04 87.7 1.68e+007 (R)FPIAPQTLDPNDAQGIGSVQNGGVLK(N) 2636.368
16.84 8.05 91.1 3.26e+007 (R)LDAKPPYADAER(E) 1345.675
16.77 7.98 90.4 4.25e+007 (R)LDAKPPYADAER(E) 1345.675
16.09 6.48 91.9 5.78e+007 (R)LDAKPPYADAER(E) 1345.675
15.22 9.70 81.0 2.32e+007 (R)FPIAPQTLDPNDAQGIGSVQNGGVLK(N) 2636.368
14.32 7.16 92.5 1.67e+007 (K)ALGINVVR(F) 841.526
14.30 7.71 92.0 1.89e+007 (K)ALGINVVR(F) 841.526
14.07 6.21 94.4 3.27e+007 (R)QAMEDFIK(L) 981.471
13.71 6.43 88.4 1.70e+007 (K)ALGINVVR(F) 841.526
13.29 7.30 85.1 6.83e+007 (R)TIQQTMDEIK(A) 1206.604
12.80 4.93 93.7 3.44e+007 (R)QAMEDFIK(L) 981.471
12.20 5.03 81.5 6.24e+007 (R)TIQQTMDEIK(A) 1206.604
11.90 3.93 79.1 6.61e+007 (R)TIQQTMDEIK(A) 1206.604
9.83 9.83 71.1 5.82e+006 (R)EGYSCSASGNPDSVTTVHAYDESK(W)  2504.052
9.11 2.89 83.5 8.03e+006 (R)LDAKPPYADAER(E) 1345.675
Eis:!gct SEE%% % AA PIgtt:iln Pr,\(;'{;\a/in Database protein N
ep(#l) es Search Coverage ﬁ?gr?;?)ll (Da) Accession # rotein Name
Score
5 84.20
Fwd-Rev SPI Spectrum MH*
Score Score (%) Intensity Sequence Mazg:g)ed
20.39 20.39 97.9 1.96e+007 (R)DNYNWSGLDAAYNYAK(Q) 1864.814
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091-2301.3642.3665.0
091-0901.3683.3686.0
091-0801.3527.3527.2
091-2301.3668.3689.3
091-0901.3524.3532.2
091-0901.3697.3704.0
091-2301.3671.3690.2
091-0801.3705.3711.2
091-0801.3697.3703.0
091-0801.3683.3683.0
091-0901.3694.3717.2
091-0801.3239.3244.2
091-0901.3239.3244.0
091-2301.3201.3205.2

HI—“I—“!:‘H\@\@\\I\U)\U‘!\#\OJ\N
N RN WWRNNRNOWNDN NN ®

[

Group Subgroup Spectra
# ) #)

4 4.1 15

F*

Filename z

091-2301.3606.3659.0 3
091-0901.3617.3637.0 3
091-0801.2557.2611.0 3
091-0801.3622.3689.0 3
091-2301.2822.2840.0 3
091-0901.2544.2550.0 3
091-2301.2769.2795.2 2
091-0801.2861.2867.0 3
091-2301.4689.4718.0 2
091-0901.2794.2816.2 2
091-0901.4688.4724.0 2
091-0801.2816.2846.2 2
091-0801.4694.4724.0 2
091-2301.4698.4698.0 2
091-0801.4692.4692.0 2

‘U_‘ "E ‘B ‘B “: ‘H © joo N o [0 [ W IN -

Group Subgroup Spectra

#) (#) (#)
5 51 14
# Filename z

1 091-0801.2627.2627.2 2

18.37 18.37 88.7 5.15e+007 (R)YPDTEMIDVVNESTPGHAPADFAR(D) 2632.199
16.74 9.95 93.0 2.88e+007 (R)DAFGNDWIIK(S) 1178.585
16.54 12.89 89.9 6.60e+006 (R)DNYNWSGLDAAYNYAK(Q) 1864.814
15.82 9.05 86.0 2.25e+007 (R)SDFTQYWDQITPENEGK(W) 2057.909
15.57 10.78 90.8 7.90e+006 (R)DNYNWSGLDAAYNYAK(Q) 1864.814
15.21 8.71 85.1 9.14e+006 (R)SDFTQYWDQITPENEGK(W) 2057.909
14.91 9.72 87.8 1.38e+007 (R)SDFTQYWDQITPENEGK(W) 2057.909
14.65 9.17 92.1 4.24e+006 (R)SDFTQYWDQITPENEGK(W) 2057.909
13.33 8.94 81.9 8.80e+006 (R)SDFTQYWDQITPENEGK(W) 2057.909
13.10 13.10 91.4 1.05e+007 (R)YPDTEMIDVVNESTPGHAPADFAR(D) 2632.199
13.01 7.89 90.2 5.41e+006 (R)SDFTQYWDQITPENEGK(W) 2057.909
12.88 12.88 73.9 5.28¢+007 (K)AEEIEEWIR(D) 1174.574
12.81 12.81 72.8 4.75e+007 (K)AEEIEEWIR(D) 1174.574
11.28 11.28 62.6 4.32e+007 (K)AEEIEEWIR(D) 1174.574
o Distinct Total .
Popides MOwS o 6AA - Proten PN pambase oo name

#) Search Intensity (Da)

Score
5 80.31 9 3.22e+008 80610.8 PA BS12:2189571642 PA_BS12:2189571642 or0735 Carbohydrate binding domain. [B. setacea BS12] 763 bp
Fwd-Rev SPI  Spectrum MH*
Score Score (%) Intensity Sequence Mz?g::)ed
19.47 13.07 89.7 3.44e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
19.00 12.14 90.4 2.63e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
16.54 6.62 94.3 4.52e+007 (K)GVAVVNFSNSEMGAHNGSGSR(G) 2076.952
15.70 8.56 83.9 2.91e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
15.19 8.02 81.4 4.77e+007 (R)MIDVLQQTSGHNLDASR(I) 1884.924
14.74 14.74 92.8 2.44e+007 (K)GVAVVNFSNSEMGAHNGSGSR(G) 2076.952
14.64 14.64 89.0 1.76e+007 (K)GAIVVGAFDER(I) 1133.595
14.53 6.80 76.7 4.47e+007 (R)MIDVLQQTSGHNLDASR(I) 1884.924
14.47 7.15 94.7 3.81e+006 (ROWIPWNTPILQ(-) 1267.684
14.03 14.03 86.5 2.13e+007 (K)GAIVVGAFDER(I) 1133.595
13.75 7.01 90.4 1.91e+006 (ROWIPWNTPILQ(-) 1267.684
13.39 13.39 89.6 2.00e+007 (K)GAIVVGAFDER(I) 1133.595
12.34 7.30 87.1 1.64e+006 (ROWIPWNTPILQ(-) 1267.684
8.25 8.25 100.0 3.06e+006 (ROWIPWNTPILQ(-) 1267.684
7.23 324 812 1.20e+006 (ROWIPWNTPILQ(-) 1267.684
Eis:!gct S:L/’:rzt/lr]'aég % AA PIgtt:iln Pr,\(;':;\a/in Database Protein N
ep(#l) es Search Coverage ﬁ?gr?;?)ll (Da) Accession # rotein Name
Score
5 66.99 20 9.96e+008 34086.6 PA BS12:2189568629 PA BS12:2189568629 or1947 Cellulose or protein binding domain. [B. setacea BS12] 325 bp
Fwd-Rev SPI Spectrum MH*
Score Score (%) Intensity Sequence Matched
(Da)
19.10 11.51 96.9 3.34e+007 (K)SLDVQVYNECR(S) 1325.616
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HH‘.A“:‘H\@\G)\\I\G)\U!\#\OJ\N

Group Subgroup Spectra

091-0901.2628.2632.2
091-2301.2588.2603.2
091-0901.2418.2496.2
091-0801.3163.3163.0
091-2301.2481.2488.2
091-0901.2579.2637.2
091-2301.2393.2397.2
091-0801.2520.2520.2
091-0801.2431.2514.2
091-2301.2781.2798.0
091-0901.2840.2882.2
091-2301.2796.2874.2
091-2301.2051.2115.0

@] (@) #

F*

N o o s W N

Group Subgroup Spectra

5 52 7

Filename

091-0801.2627.2627.2
091-0901.2628.2632.2
091-2301.2588.2603.2
091-0901.2579.2637.2
091-0801.2480.2480.0
091-0901.2391.2391.0
091-2301.2051.2115.0

* # #

F*

© o N o [0 Ix W N =

10

6 6.1 10

Filename

091-2301.3600.3600.0
091-0801.3608.3644.0
091-0801.3181.3263.0
091-0901.3181.3214.2
091-2301.2171.2236.0
091-2301.4358.4358.0
091-0901.2210.2216.0
091-0801.2207.2278.0
091-0801.2152.2157.0
091-2301.3172.3255.0

2 1752 10.84 95.0 4.27e+007 (K)SLDVQVYNECR(S) 1325.616
2 15.46 10.64 93.2 2.77e+007 (K)SLDVQVYNECR(S) 1325.616
2 14.09 9.43 86.3 1.64e+008 (R)NGSTGLSNPNTQDIQNFK(A)  1934.921
3 13.82 13.82 86.0 1.06e+007 (K)AGYDWTYQQLSGHECDDVR(F) 2242.946
2 13.58 8.22 84.9 7.70e+007 (R)NGSTGLSNPNTQDIQNFK(A)  1934.921
2 13.56 7.14 90.0 5.46e+007 (K)SLDVQVYNECR(S) 1325.616
2 1354 9.61 84.6 1.02e+008 (R)NGSTGLSNPNTQDIQNFK(A)  1934.921
2 13.13 8.06 87.1 7.55e+007 (R)NGSTGLSNPNTQDIQNFK(A)  1934.921
2 13.07 6.72 84.8 1.63e+008 (R)NGSTGLSNPNTQDIQNFK(A)  1934.921
3 12.16 5.07 83.1 8.09e+007 (R)SQFGNNWFGGHR(N) 1406.635
2 1211 12.11 76.5 7.01e+007 (R)SQFGNNWFGGHR(N) 1406.635
2 12.05 8.05 80.9 7.34e+007 (R)SQFGNNWFGGHR(N) 1406.635
2 782 412 62.3 2.17e+007 (K)QNWGMMR(Q) 922.403
Distinct
Distinct SUmmed o, un  proten POEN  patabase
@) Search Coverage Isn‘t):r::;rifl (Da) Accession #
Score Yy
3 37.76 9 1.91e+008 40145.6 PA_Bse02:2503999765
Fwd-Rev SPI Spectrum MH*
z Score Score (%) Intensity Sequence Mezg::)ed
2 19.10 11.51 96.9 3.34e+007 (R)SLDVQVYNECR(S) 1325.616
2 1752 10.84 95.0 4.27e+007 (R)SLDVQVYNECR(S) 1325.616
2 15.46 10.64 93.2 2.77e+007 (R)SLDVQVYNECR(S) 1325.616
2 13.56 7.14 90.0 5.46e+007 (R)SLDVQVYNECR(S) 1325.616
2 10.84 4.05 75.6 5.13e+006 (R)NGSSGLSNPNTTDINNFK(R) 1879.879
2 894 412 79.5 5.72e+006 (R)NGSSGLSNPNTTDINNFK(R) 1879.879
2 782 412 62.3 2.17e+007 (K)QNWGMMR(Q) 922.403
Distinct SDulﬁ"flnqgti Total Protein
Peptides MSIMS o CI0 LS MW o #
#) Search Intensity (Da)
Score
5 66.49 9 4.36e+008 77941.2 PA BS12:2189569979
Fwd-Rev SPl Spectrum MH"
z Score Score (%) Intensity Sequence Matched
(Da)
3 17.17 17.17 75.8 3.51e+007 (K)MHDVGWTGLPLAPHEDSNER(A) 2261.041
3 16.28 16.28 81.3 2.14e+007 (K)MHDVGWTGLPLAPHEDSNER(A) 2261.041
2 13.88 546 90.4 5.18e+007 (K)YVVNGGISVWK(L) 1221.663
2 13.87 8.25 90.8 3.51e+007 (K)YVVNGGISVWK(L) 1221.663
2 13.09 8.23 88.4 6.33e+007 (K)ASSNTAQTWELR(Q) 1363.661
3 12.25 7.95 93.5 2.27e+006 (K)FADGTLNIPESGNGVADILDEAR(W) 2374.153
2 12.02 7.10 85.9 6.46e+007 (K)ASSNTAQTWELR(Q) 1363.661
2 10.27 5.19 82.5 8.40e+007 (K)ASSNTAQTWELR(Q) 1363.661
2 10.10 2.40 92.1 2.78e+007 (K)LLNMYER(A) 938.477
2 957 9.57 68.1 5.02e+007 (K)YVVNGGISVWK(L) 1221.663
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PA_Bse02:2503999765 BS02DRAFT_00005000 Cellulose or protein binding domain. [B. setacea BS02 (Isolate fron

PA_BS12:2189569979 0r3290 Glycosyl hydrolase family 9./Cellulose or protein binding domain./N-terminal ig-like doi
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Group Subgroup Spectra
# #) #)

7 7.1 14

F*

Filename z

091-2301.2034.2038.2 2
091-0901.2060.2068.2 2
091-0901.2059.2065.3 3
091-0801.2066.2071.2 2
091-0801.2060.2065.3 3
091-2301.3218.3222.0 3
091-2301.2029.2033.3 3
091-2301.2284.2319.2 2
091-0901.2305.2316.2 2
091-0901.3251.3255.0 3
091-0801.3253.3253.0 3
091-2301.3232.3232.2 2
091-0801.2307.2311.2 2
091-0801.2720.2731.2 2

l—‘H‘H“:‘l—‘\@\@\\l\@\(ﬂ\b\w\l\)\l—‘

Group Subgroup Spectra
*) # #

8 8.1 11

H*

Filename z

091-0901.3974.3996.0 2
091-0801.3991.4009.0 2
091-0901.3003.3028.2 2
091-2301.3971.3978.0 2
091-2301.2993.2998.2 2
091-0901.3399.3399.0 2
091-0801.3008.3044.0 2
091-0901.2200.2200.0 2
091-2301.3405.3405.0 2
091-0801.3432.3475.0 2
091-0901.3418.3418.2 2

‘»—\ ‘H © |0 N o o B W N e
- o

Group Subgroup Spectra
*) # #

9 9.1 10

Distinct S?Jilr:mgzi TOta.I Protein
Peptices MSIMS. o J8A% - Frotel Ty Datsbase,
#) Search Intensity (Da)
Score
4 62.37 12 3.70e+008 58225.4 PA_BS12:2189570192
Score Fv;g(—)l?gv (SOZ)I Slr?g;tgﬂ? Sequence
19.97 14.10 99.0 2.46e+007 (R)AALGADGEGSYSEDPSGNLSR(I)
19.44 13.57 98.4 2.51e+007 (R)AALGADGEGSYSEDPSGNLSR(I)
19.30 9.75 94.5 3.11e+007 (R)AALGADGEGSYSEDPSGNLSR(I)
18.88 13.62 96.5 2.42e+007 (R)AALGADGEGSYSEDPSGNLSR(I)
18.81 11.44 94.6 2.76e+007 (R)AALGADGEGSYSEDPSGNLSR(I)
18.78 18.78 86.5 3.50e+007 (K)AEGSSIVQTGSAVSNWNDSDLTAAGR(L)
18.16 9.70 91.1 2.93e+007 (R)AALGADGEGSYSEDPSGNLSR(I)
16.98 10.30 91.6 4.09e+007 (K)NDWNATIVR(A)
16.53 9.86 92.5 4.13e+007 (K)NDWNATIVR(A)
16.25 16.25 81.3 1.91e+007 (K)AEGSSIVQTGSAVSNWNDSDLTAAGR(L)
15.35 15.35 84.0 1.53e+007 (K)AEGSSIVQTGSAVSNWNDSDLTAAGR(L)
14.52 14.52 88.5 6.30e+006 (K)AEGSSIVQTGSAVSNWNDSDLTAAGR(L)
13.09 7.55 85.5 3.70e+007 (K)NDWNATIVR(A)
6.64 6.64 64.9 1.32e+007 (R)QNNISHLNWAVSDK(A)
o Distinct Total .
%SE:SZZ S,\L/Jg/n,\jlgd C%AA SProtttainI Pr&wn ADatabgse#
) Search overage In‘t):r?sri?y (Da) ccession
Score
5 59.02 5 2.28e+008 113016.6 PA_Bse02:2503999098
Fwd-Rev SPl Spectrum MH*
Score Score (%) Intensity Sequence M(?Its::)ed
15.10 9.76 90.0 1.14e+007 (R)GLPSNIGMLIDTGR(N) 1443.763
14.64 9.20 90.4 8.94e+006 (R)GLPSNIGMLIDTGR(N) 1443.763
13.97 10.31 86.9 4.75e+007 (R)IGAIAGPADGDGLGLR(G) 1452.781
13.42 7.13 86.4 1.79e+007 (R)GLPSNIGMLIDTGR(N) 1443.763
12.12 7.95 84.8 5.01e+007 (R)IGAIAGPADGDGLGLR(G) 1452.781
11.47 4.69 99.1 9.28e+006 (R)VLVENAYPPL(-) 1114.615
10.59 4,67 83.1 4.32e+007 (R)IGAIAGPADGDGLGLR(G) 1452.781
10.19 3.26 70.4 7.28e+006 (R)VVLSNGDQWTR(N) 1274.649
9.90 2.10 96.3 1.03e+007 (R)VLVENAYPPL(-) 1114.615
8.29 2.65 77.7 1.24e+007 (RY)WFPEAFR(V) 952.468
7.92 3.13 97.1 9.43e+006 (R)VLVENAYPPL(-) 1114.615
o Distinct Total .
%SE:SZZ S,\L/Jg/n,\jlgd C%AA SF’rottteinI Prﬂ\(ﬁm ADatabfase#
) Search overage In‘t):r?sri?y (Da) ccession
Score
3 48.78 29 1.08e+008 11367.4 PA_Bse
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MH*
Matched
(Da)
2052.911
2052.911
2052.911
2052.911
2052.911
2593.213
2052.911
1088.549
1088.549
2593.213
2593.213
2593.213
1088.549
1625.804
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Protein Name

PA_BS12:2189570192 0r3423 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 560 bp

Protein Name

PA_Bsel

meta_comb:2073565234

02:2503999098 BS02DRAFT_00001060 Cellulose or protein binding domain./Glycosyl hydrolases family 6

Protein Name

PA_Bse_meta_comb:2073565234 BaSeMet_00088900 Histones H3 and H4 [Bankia setacea microbiome
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"
# Filename z Score Fvgg(—)l?gv (SOZ)I S”?g;t;ﬂ? Sequence M%})ed
1 091-0801.4046.4088.2 2 18.93 11.21 98.1 5.70e+006 (K)TVTAMDVVYALK(R) 1310.703
2 091-2301.4041.4068.2 2 17.87 7.02 96.4 9.09e+006 (K)TVTAMDVVYALK(R) 1310.703
3 091-0801.3342.3350.0 2 16.65 7.53 95.5 1.31e+007 (K)VFLENVIR(D) 989.578
4 091-2301.3324.3336.0 2 16.14 7.03 95.4 1.51e+007 (K)VFLENVIR(D) 089.578
5 091-0901.3351.3370.0 2 15.59 6.56 93.4 1.68e+007 (K)VFLENVIR(D) 989.578
6 091-0901.4063.4068.0 2 15.25 6.62 93.1 5.65e+006 (K)TVTAMDVVYALK(R) 1310.703
7 091-0801.3326.3352.0 2 14.58 551 92.7 1.36e+007 (K)VFLENVIR(D) 989.578
8 091-2301.2477.2484.2 2 13.20 8.06 91.3 1.11e+007 (R)ISGLIYEETR(G) 1180.621
9 091-0801.2527.2527.2 2 11.95 7.26 90.9 1.28e+007 (R)ISGLIYEETR(G) 1180.621
10 091-0901.4040.4040.0 2 7.58 3.64 84.9 5.03e+006 (K)TVTAMDVVYALK(R) 1310.703
Distinct
Group Subgroup Spectra IE);[SJE:S;; S“L;rglnh;lgd % AA P-:—gtt:iln Protein Database Protein Name
#) #) #) ) Search Coverage Iilt):r?;rifl (Da) Accession #
Score y
10 10.1 7 3 42.42 7 1.42e+008 77517.5 PA_BS12:2189568391
# Ei Fwd-Rev SPI Spectrum MH*
ilename z Score Score (%) Intensity Sequence Mezg::)ed
1 091-2301.3343.3349.0 3 17.54 9.10 90.6 2.52e+007 (R)FPIAPQTLDPNDPQGSGDALK(N) 2181.083
2 091-0901.3371.3375.0 3 17.00 11.11 87.4 1.53e+007 (R)FPIAPQTLDPNDPQGSGDALK(N) 2181.083
3 091-0801.3343.3382.0 3 15.89 11.05 80.6 1.55e+007 (R)FPIAPQTLDPNDPQGSGDALK(N) 2181.083
4 091-0801.3048.3054.0 2 12.82 5.63 83.6 3.44e+007 (R)TIQQTMDEITAR(G) 1406.695
5 091-2301.3795.3795.0 3 12.06 6.41 79.4 9.14e+006 (K)EQLVFSPHTYGPSVFVQR(M) 2091.066
6 091-0901.3058.3064.0 2 11.59 5.30 78.4 3.42e+007 (R)TIQQTMDEITAR(G) 1406.695
7 091-2301.3361.3361.2 2 9.71 5.12 84.3 7.92e+006 (R)FPIAPQTLDPNDPQGSGDALK(N) 2181.083
Distinct
Distinct Summed Tota_l Protein
Group Subgroup Spectra Peptides MS/MS % AA Protein MW Databgse Protein Name
#) #) #) ) Search Coverage ISpect(al (Da) Accession #
Score ntensity
11 111 5 3 42.07 8 2.63e+008 73729.2 PA_BS12:2189570195
# Fi Fwd-Rev SPl Spectrum MH*
ilename z Score Score (%) Intensity Sequence Mezg::)ed
1 091-0901.2744.2750.2 2 16.94 8.99 91.8 7.62e+007 (R)IGAIEGPADGDGMGLR(E) 1528.743
2 091-2301.3110.3142.0 3 15.47 11.80 87.3 2.16e+007 (K)ANGESNGSSISGYNTAVWMDR(I) 2215.968
3 091-0801.2739.2741.0 2 15.29 9.00 88.1 6.27e+007 (R) IGAIEGPADGDGMGLR(E) 1528.743
4 091-2301.2711.2768.0 2 15.12 7.70 90.2 8.61e+007 (R)IGAIEGPADGDGMGLR(E) 1528.743
5 091-0901.2580.2580.0 3  9.66 9.66 70.5 1.69e+007 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
Distinct SDuISmtmg:j Tota_l Protein
GI’((;;IP Sub&r)oup Sp&c)tra Peptides MS/MS Ct:@eAraA SProtemI MW ADatab_ase
) Search ge Inltjsr(‘l:;?y (Da) ccession #
Score
12 12.1 6 3 36.77 16 4.65e+008 40574.0 PA_Bse_meta comb:2073563645

http://spectrummillxp/millscripts/summaryPP.pl

PA_BS12:2189568391 or1689 Endoglucanase [B. setacea BS12] 725 bp
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PA_BS12:2189570195 0r3426 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 709 bp

PA_Bse_meta_comb:2073563645 BaSeMet_00073010 Lysophospholipase L1 and related esterases [Bat
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F*

Filename z

091-2301.3780.3780.2
091-0901.2975.3054.2
091-2301.2952.2996.0
091-0801.2989.3027.0
091-0901.3727.3727.0
091-0801.3794.3794.0

o o B N e
N W NN NN

Group Subgroup Spectra
*) (G #

13 13.1 4

H*

Filename z

091-0901.2055.2136.0 3
091-0801.3364.3370.0 2
091-0801.2101.2132.0 3
091-0901.3357.3363.0 2

[ jw N =

Group Subgroup Spectra
*) #) #

14 14.1 2

# Filename z

1 091-0801.4708.4708.0 3
2 091-0901.9876.9876.0 3

PA_BS12:2189569050 0r2363 Gluconolactonase [B. setacea BS12] 2124 bp

MH*
Fwd-Rev SPl Spectrum
Score Score (%) Intensity Sequence Matched
(Da)
14.20 8.51 83.8 7.45e+006 (K)IMPLGDSITGSPGCWR(A) 1689.809
13.54 8.83 80.5 1.47e+008 (R)VTNLNNSIPSWASGK(S) 1587.813
12.50 6.66 79.2 1.68e+008 (R)VTNLNNSIPSWASGK(S) 1587.813
11.98 473 78.5 1.34e+008 (R)VTNLNNSIPSWASGK(S) 1587.813
9.03 9.03 71.4 4.74e+006 (K)STSQSPITVVDQWNGFSANSDTSDGVHPNDSGNQK(I) 3676.639
8.80 4.15 75.9 2.89e+006 (K)IMPLGDSITGSPGCWR(A) 1689.809
Distinct
o Total )
Distinct Summed ) Protein
Peptides MSMS A~ - Froten v aDaabase  protein Name
#) Search 9 Inlt)ensit (Da)
Score y
2 28.83 1 1.21e+008 224278.3 PA_BS12:2189569050
MH*
Fwd-Rev SPl Spectrum
Score Score (%) Intensity Sequence Mezg::)ed
15.03 8.04 90.3 2.34e+007 (K)SLGNEAGDNHEHIIGVK(G) 1789.883
13.80 5.40 89.2 4.34e+007 (R)ALPENLDQVYLK(A) 1402.758
13.50 5.23 88.2 1.68e+007 (K)SLGNEAGDNHEHIIGVK(G) 1789.883
12.71 3.91 85.4 3.74e+007 (R)ALPENLDQVYLK(A) 1402.758
Distinct Total
Distinct Summed } Protein
Peptides Ms/Ms . 0AA - Protein -ty Database Protein Name
Coverage Spectral Accession #
#) Search | . (Da)
ntensity
Score
2 20.93 4 4.16e+006 109063.9 PA_Bse02:2503998993
Score Fwd-Rev SPl Spectrum Sequence
Score (%) Intensity a
10.51 10.51 92.8 1.17e+006 (R)FGVLAAFTSSQADLANYYEGK(Q)
10.42 10.42 70.1 2.99e+006 (R)NGANVSFQLDLGEGFELVADYFYTK(Q) 2797.336

http://spectrummillxp/millscripts/summaryPP.pl
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PA_Bse02:2503998993 BS02DRAFT_00000010 TonB-dependent receptor [B. setacea BS02 (Isolate from shipwor
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Results Shown Filtered by Validation Category: valid
Data Directory: msdataSM\080910_caecumcontent_pellet_triplicate
hit table read - SpecFeatures read

valid hits read from tagSummary file -

Files: 233 Hits: 491

beginning to assemble proteins .... proteins assembled 0.076978 sec
proteins filtered by unique peptides 0.006861 sec

proteins filtered by score

calculated protein coverage maps 0.059515 sec
beginning to roll up proteins into groups ... . proteins rolled up into groups 0.006742 sec
protein groups ready for display

proteinGroupingMethod: oneSharedPeptideSubgrouped

Group Subgroup Spectra

@) @]
11
11
2.1
2.1
3.1
31
4.1
4.1
5.1
5.1
6.1
6.1
7.1
7.1
8.1
8.1
8.2
9.1
9.1
9.1
10.1
11.1
12.1
12.1
13.1
13.1
14.1
15 15.1
451

© ©W © 0 W W N ~N O O Ul Ul A M W WNNPR P

L i =
AW WNNRERO

Totals:

Group Subgroup Spectra
#)

* #

1 11

Distinct
Distinct Summed
) Peptides MS/MS
#) Search
Score
64 12 214.25
64 12 214.25
24 7 114.98
24 7 114.98
19 6 91.91
19 6 91.91
16 5 76.21
16 5 76.21
14 4 75.94
14 4 75.94
12 4 61.17
12 4 61.17
14 3 54.57
14 3 54.57
13 4 53.70
13 4 53.70
6 3 34.48
13 3 51.69
13 3 51.69
9 2 37.42
7 3 43.57
12 2 36.04
8 2 33.76
8 2 33.76
8 2 31.14
8 2 31.14
5 2 23.41
2 2 20.45
118
Distinct
Distinct Summed
Peptides MS/MS
#) Search
Score
64 12 214.25

http://spectrummillxp/millscripts/summaryPP.pl

% AA

16 Proteins listed

Total
Protein

Coverage Spectral

RN s [BREN® G mmeo5lE R oo Bl &R

% AA
Coverage

27

Intensity

1.97e+011
1.97e+011
1.08e+009
1.08e+009
6.83e+008
6.83e+008
5.42e+008
5.42e+008
2.18e+008
2.18e+008
5.48e+008
5.48e+008
7.58e+008
7.58e+008
2.99e+008
2.99e+008
1.12e+008
9.94e+008
9.94e+008
9.79e+008
8.11e+008
8.42e+008
1.99e+009
1.99e+009
1.12e+008
1.12e+008
7.37e+007
2.03e+007

Total
Protein
Spectral
Intensity
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Protein
MW
(Da)

77520.7
48452.4
77517.5
50621.3
80610.8
37625.9
224278.3
223963.9
73729.2
44290.5
76692.5
62702.1
54835.2
54483.9
113016.6
112508.2
43960.4
77941.2
77103.2
90871.9
77470.6
12753.8
34086.6
31845.8
40145.6
23197.0
55060.3
11367.4

Protein
MW
(Da)

PA

Bse

Database
Accession #

PA_Bse02:2503999400
meta

PA

Bse

comb:2073585167
PA_BS12:2189568391
meta _comb:2073574943

PA

Bse

BS12:2189571642
meta

PA

Bse

PA
comb:2073592708
PA_BS12:2189569050

meta

PA

Bse

comb:2073579605
PA_BS12:2189570195

meta_comb:2073567998

PA

Bse

meta _comb:2073574946

PA

Bse

PA _BS12:2189571771
PA_BS12:2189568724
meta _comb:2073587463

PA

Bse

PA_Bse02:2503999098

meta_comb:2073561919

PA

Bse

meta_comb:2073561917

PA

Bse

PA_BS12:2189569979
meta_comb:2073565540

PA

Bse

PA_Bse08:2503995091

PA_Bse08:2503996278

meta_comb:2073593092

PA

Bse

PA_BS12:2189568629
meta _comb:2073564373

PA

Bse

PA_Bse02:2503999765

meta_comb:2073559086

PA

Bse

PA_ BS12:2189568352
meta_comb:2073565234

Database
Accession #

1.97e+011 77520.7 PA_Bse02:2503999400

Protein Name

PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding
PA_Bse_meta_comb:2073585167 BaSeMet_00288230 Endoglucanase [Bankia setacea microbiome (Ct
PA_BS12:2189568391 or1689 Endoglucanase [B. setacea BS12] 725 bp
PA_Bse_meta_comb:2073574943 BaSeMet_00185990 Endoglucanase [Bankia setacea microbiome (Ct
PA_BS12:2189571642 or0735 Carbohydrate binding domain. [B. setacea BS12] 763 bp
PA_Bse_meta_comb:2073592708 BaSeMet_00363640 hypothetical protein [Bankia setacea microbiome
PA_BS12:2189569050 0r2363 Gluconolactonase [B. setacea BS12] 2124 bp
PA_Bse_meta_comb:2073579605 BaSeMet_00232610 Gluconolactonase [Bankia setacea microbiome |
PA_BS12:2189570195 or3426 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 709 bj
PA_Bse_meta_comb:2073567998 BaSeMet_00116540 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse_meta_comb:2073574946 BaSeMet_00186020 Endoglucanase [Bankia setacea microbiome (Ct
PA_BS12:2189571771 or0871 Endoglucanase [B. setacea BS12] 571 bp

PA_BS12:2189568724 or2045 Beta-1,4-xylanase [B. setacea BS12] 511 bp
PA_Bse_meta_comb:2073587463 BaSeMet_00311190 Beta-1,4-xylanase [Bankia setacea microbiome
PA_Bse02:2503999098 BS02DRAFT_00001060 Cellulose or protein binding domain./Glycosyl hydrolast
PA_Bse_meta_comb:2073561919 BaSeMet_00055750 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse_meta_comb:2073561917 BaSeMet_00055730 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_BS12:2189569979 0r3290 Glycosyl hydrolase family 9./Cellulose or protein binding domain./N-termil
PA_Bse_meta_comb:2073565540 BaSeMet_00091960 cellulose 1,4-beta-cellobiosidase (EC 3.2.1.91) [
PA_Bse08:2503995091 BSO8DRAFT_00035590 Cellulose or protein binding domain./Cellulose binding
PA_Bse08:2503996278 BSO8DRAFT_00001670 Cellulose or protein binding domain./Cellulose binding
PA_Bse_meta_comb:2073593092 BaSeMet_00367480 Actin and related proteins [Bankia setacea micrc
PA_BS12:2189568629 0r1947 Cellulose or protein binding domain. [B. setacea BS12] 325 bp
PA_Bse_meta_comb:2073564373 BaSeMet_00080290 Cellulose or protein binding domain. [Bankia set
PA_Bse02:2503999765 BS02DRAFT_00005000 Cellulose or protein binding domain. [B. setacea BS02
PA_Bse_meta_comb:2073559086 BaSeMet_00027420 hypothetical protein [Bankia setacea microbiome
PA_BS12:2189568352 0r0169 Cellulose or protein binding domain./Cellulose binding domain. [B. setace
PA_Bse_meta_comb:2073565234 BaSeMet_00088900 Histones H3 and H4 [Bankia setacea microbiom

Protein Name
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F*

DR R DD (W (W W (W (W (W (W W W W NINININININNNNN R R R R R R R R o Ne 0 W N
REREBEBBELBERBREBBRNBEERBRRE G| S=

Filename

072-1901.5310.5399.3
072-1801.5979.5982.2
072-1801.5335.5408.3
072-1701.5360.5458.0
072-1701.5226.5357.3
072-1801.5776.5793.2
072-1701.5774.5784.2
072-1801.3641.3665.0
072-1901.5768.5808.2
072-1701.5877.5984.2
072-1801.5213.5327.3
072-1801.5874.5966.2
072-1801.5794.5811.3
072-1701.5480.5593.0
072-1801.4572.4584.0
072-1801.5492.5598.0
072-1901.5489.5595.0
072-1801.7011.7038.2
072-1901.5879.5978.2
072-1701.4556.4616.0
072-1701.5993.5993.2
072-1901.5805.5809.3
072-1801.5863.5951.3
072-1801.5345.5409.4
072-1701.5351.5398.4
072-1801.5957.5981.3
072-1701.5983.5992.3
072-1901.4154.4201.0
072-1901.5194.5307.3
072-1801.2397.2422.0
072-1901.5869.5976.3
072-1701.5868.5976.3
072-1701.5793.5820.3
072-1701.3956.3982.2
072-1901.7032.7032.2
072-1901.4556.4558.0
072-1801.6734.6774.0
072-1801.4166.4168.0
072-1701.3943.3948.0
072-1901.6736.6773.0
072-1701.2387.2409.0
072-1801.3943.3948.0
072-1801.6292.6300.0
072-1701.4153.4159.0

W W WN W WWWWNNWWWNWWWW>DDWOWNWNNNWWWWWNWDNDDNDWNDNWWWN®

Score

21.33
20.90
20.81
20.79
20.58
19.91
19.44
18.87
18.86
18.63
18.61
18.50
18.39
18.18
18.15
18.12
18.09
17.79
17.65
17.57
17.55
17.35
17.15
17.08
17.06
16.67
16.54
16.52
16.52
16.32
16.10
16.05
15.77
15.71
15.61
15.57
15.55
15.52
15.38
15.25
15.23
15.14
15.02
14.95

Fwd-Rev
Score

21.33
17.16
20.81
20.79
15.83
12.45
10.99
9.89
11.23
11.57
12.73
15.33
7.67
10.83
10.42
10.78
10.92
17.79
13.34
10.60
14.24
6.70
11.40
10.96
12.40
12.62
11.62
9.08
16.52
8.97
11.53
8.96
5.82
12.06
15.61
7.78
15.55
7.72
9.20
15.25
7.14
8.37
15.02
6.17

SPI
(%)
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8.
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Spectrum
Intensity
1.93e+010
7.05e+008
1.69e+010
1.29e+010
1.71e+010
1.02e+008
7.24e+007
1.10e+008
1.36e+008
1.51e+009
1.83e+010
1.50e+009
1.55e+007
1.11e+010
1.55e+008
1.19e+010
9.85e+009
8.27e+006
1.62e+009
1.55e+008
6.73e+008
1.64e+007
6.08e+009
1.72e+009
1.38e+009
5.58e+009
3.78e+009
4.74e+007
2.02e+010
5.87e+006
6.41e+009
6.26e+009
1.78e+007
5.72e+007
6.19e+006
1.11e+008
2.45e+007
5.02e+007
3.56e+008
2.45e+007
6.57e+006
3.39e+008
1.33e+007
4.09e+007

Sequence

(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)TIQQTMTEITAQGINVVR(L)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)EWQDALVDYMVEK (D)
(R)EWQDALVDYMVEK (D)
(R)LDANPPYADADREGYEFTR(E)
(R)EWQDALVDYMVEK (D)
(R)TIQQTMTEITAQGINVVR(L)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)TIQQTMTEITAQGINVVR(L)
(R)EWQDALVDYMVEK (D)

Page 2 of 9

PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding domain./Cel

MH*
Matched
(Da)
2670.410
2003.060
2670.410
2670.410
2670.410
1625.752
1625.752
2199.995
1625.752
2003.060
2670.410
2003.060
1625.752

(R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562

(R)LVLSPHTYGPSVFVQR(Q)

1799.981

(R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
(R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562

(K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
(R)TIQQTMTEITAQGINVVR(L) 2003.060
(R)LVLSPHTYGPSVFVQR(Q) 1799.981
(R)TIQQTMTEITAQGINVVR(L) 2003.060
(R)EWQDALVDYMVEK (D) 1625.752
(R)TIQQTMTEITAQGINVVR(L) 2003.060
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N) 2670.410
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N) 2670.410
(R)TIQQTMTEITAQGINVVR(L) 2003.060
(R)TIQQTMTEITAQGINVVR(L) 2003.060
(R)AGWDEHFGYLR(D) 1350.623
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N) 2670.410
(R)LDANPPYADADR(E) 1317.608
(R)TIQQTMTEITAQGINVVR(L) 2003.060
(R)TIQQTMTEITAQGINVVR(L) 2003.060
(R)EWQDALVDYMVEK (D) 1625.752
(R)AAEQEMWSH I TPGVDR(E) 1826.850
(K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
(R)LVLSPHTYGPSVFVQR(Q) 1799.981
(R)AAEQEMWSH I TPGVDREWQDALVDYMVEK (D) 3433.583
(R)AGWDEHFGYLR(D) 1350.623
(R)AAEQEMWSH I TPGVDR(E) 1826.850
(R)AAEQEMWSH I TPGVDREWQDALVDYMVEK (D) 3433.583
(R)LDANPPYADADR(E) 1317.608
(R)AAEQEMWSH I TPGVDR(E) 1826.850
(R)DQGYAMV I GEFGGNMDWPNGTR(A) 2415.050
(R)AGWDEHFGYLR(D) 1350.623
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45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60
61
62
63
64

072-1901.3955.3999.2
072-1801.3952.3995.2
072-1901.6300.6328.0
072-1701.2405.2405.0
072-1901.2390.2394.2
072-1901.2429.2429.0
072-1901.3944.3950.0
072-1901.5493.5520.0
072-1801.5262.5399.2
072-1801.3687.3697.2
072-1701.5601.5601.0
072-1801.2404.2404.0
072-1801.5861.5861.0
072-1701.3687.3699.2
072-1901.6342.6342.0
072-1901.2419.2419.0
072-1701.4636.4636.0
072-1901.6403.6403.0
072-1701.2381.2381.0
072-1701.7039.7039.2

NN W W N WNDNDNWNDNWWDNDDNDNNWNDN

Group Subgroup Spectra

#) (#) (#)
2.1 24
Filename

F*

L i e e e i = =2 e I N < B[4, B F N PV R R
REBIRBRE!

072-1801.5733.5739.0
072-1901.4510.4510.0
072-1901.4505.4517.0
072-1701.5731.5737.0
072-1801.4530.4536.0
072-1701.4499.4503.0
072-1801.5712.5752.0
072-1701.6445.6445.0
072-1801.6399.6405.0
072-1701.2730.2774.0
072-1901.4706.4746.0
072-1901.4026.4085.0
072-1701.4726.4743.2
072-1801.2737.2770.0
072-1901.2725.2766.0
072-1701.5721.5721.0

17 072-1701.4032.4038.0
18 072-1901.4524.4531.2

[
o

19

072-1701.5045.5045.0

W NN W WWNDNDNDWOWWWWWWWwwWww

PA_BS12:2189568391 or1689 Endoglucanase [B. setacea BS12] 725 bp

14.89 11.40 88.7 5.38e+007 (R)AAEQEMWSHITPGVDR(E) 1826.850
14.47 9.00 88.7 6.07e+007 (R)AAEQEMWSHITPGVDR(E) 1826.850
14.26 10.00 78.3 1.58e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
14.22 6.87 88.3 5.39e+006 (R)LDANPPYADADR(E) 1317.608
14.18 8.54 87.8 4.13e+006 (R)LDANPPYADADR(E) 1317.608
14.14 5.04 87.0 4.68e+006 (R)LDANPPYADADR(E) 1317.608
13.84 6.47 75.3 2.47e+008 (R)AAEQEMWSHITPGVDR(E) 1826.850
13.79 6.86 87.0 8.09e+009 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
13.53 10.52 72.1 1.05e+009 (R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N) 2670.410
12.77 5.14 76.5 1.44e+007 (R)LDANPPYADADREGYEFTR(E) 2199.995
12.54 6.63 83.0 1.06e+010 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
12.23 479 90.0 5.46e+006 (R)LDANPPYADADR(E) 1317.608
12.06 7.14 85.3 6.48e+007 (R)EWQDALVDYMVEK(D) 1625.752
11.76 6.20 76.7 1.50e+007 (R)LDANPPYADADREGYEFTR(E) 2199.995
10.75 10.75 73.8 1.06e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
9.56 424 81.1 4.61e+006 (R)LDANPPYADADR(E) 1317.608
9.48 4.16 74.6 6.90e+007 (R)LVLSPHTYGPSVFVQR(Q) 1799.981
8.98 8.98 71.1 8.61e+006 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
7.94 3.76 97.6 4.48e+006 (R)LDANPPYADADR(E) 1317.608
7.34 3.81 81.2 3.00e+006 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
o Distinct Total .
Pepides MO (AR - Proten TUIT o pambase b name

#) Search Intensity (Da)

Score

7 114.98 19 1.08e+009 77517.5 PA_BS12:2189568391
s Fwd-Rev SPI Spectrum MH*
COT® " Score (%) Intensity Sequence M?g::)ed
20.20 20.20 95.9 2.16e+007 (R)HEPSDDETNPSGAPMELYVGNTFWADDNSR(T) 3351.414
19.64 10.37 95.5 1.28e+008 (R)FPIAPQTLDPNDPQGSGDALK(N) 2181.083
19.18 10.70 95.2 1.41e+008 (R)FPIAPQTLDPNDPQGSGDALK(N) 2181.083
18.74 18.74 96.8 1.71e+007 (R)HEPSDDETNPSGAPMELYVGNTFWADDNSR(T) 3351.414
17.98 9.34 92.8 1.25e+008 (R)FPIAPQTLDPNDPQGSGDALK(N) 2181.083
17.38 7.90 90.9 1.05e+008 (R)FPIAPQTLDPNDPQGSGDALK(N) 2181.083
16.92 16.92 89.2 2.75e+007 (R)HEPSDDETNPSGAPMELYVGNTFWADDNSR(T) 3351.414
15.96 15.96 83.0 2.92e+007 (K)IDVPHGEEFSNPNWGENLFEAGDNPIDIPK(E) 3350.561
15.74 15.74 90.0 3.56e+007 (K)IDVPHGEEFSNPNWGENLFEAGDNPIDIPK(E) 3350.561
15.73 5.55 89.0 1.17e+007 (R)LDARPPYVDADR(D) 1387.697
15.51 10.49 88.5 2.92e+007 (R)DNESGWGEWGGFDER(K) 1740.689
15.37 9.36 86.9 8.67e+007 (R)TIQQTMDEITAR(G) 1406.695
15.01 10.93 87.6 2.20e+007 (R)DNESGWGEWGGFDER(K) 1740.689
14.99 6.25 89.9 1.09e+007 (R)LDARPPYVDADR(D) 1387.697
14.91 6.21 87.2 7.78e+006 (R)LDARPPYVDADR(D) 1387.697
13.85 13.85 82.3 1.47e+007 (R)HEPSDDETNPSGAPMELYVGNTFWADDNSR(T) 3351.414
13.35 7.36 83.3 7.29e+007 (R)TIQQTMDEITAR(G) 1406.695
12.75 7.36 87.9 3.25e+007 (R)FPIAPQTLDPNDPQGSGDALK(N) 2181.083
12.57 5.87 87.8 2.39e+007 (K)EQLVFSPHTYGPSVFVQR(M) 2091.066
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20 072-1901.5024.5034.0
21 072-1801.4538.4573.2
22 072-1801.6387.6387.0
23 072-1701.4512.4548.2
24 072-1801.4726.4738.0

N N W N W

Group Subgroup Spectra

#) (#) (#)
3 3.1 19
# Filename

072-1901.4810.4838.0
072-1901.3752.3759.0
072-1701.4792.4807.0
072-1801.3351.3368.0
072-1801.4994.4994.0
072-1901.4971.4979.2
072-1801.4976.4981.0
072-1901.3681.3700.2
072-1701.4953.4981.0
072-1901.4960.4989.0
072-1801.6219.6219.0
072-1701.3676.3680.2
072-1701.4959.4966.0
072-1701.3745.3751.0
072-1801.3749.3756.0
072-1901.6221.6221.0
072-1801.3690.3695.2
072-1901.6212.6212.0
072-1701.6248.6248.0

BEREEREBREIR®® NN WN R

W W N WWWNDNWW®WNWDNDNWWW®W

Group Subgroup Spectra

@] (@) #

4 4.1 16

F*

Filename

072-1901.6592.6592.0
072-1901.2554.2560.0
072-1901.4486.4534.0
072-1701.4488.4560.2
072-1801.2540.2545.0
072-1701.4773.4790.0

@ o & W N =

PA_BS12:2189571642 or0735 Carbohydrate binding domain. [B. setacea BS12] 763 bp

PA_BS12:2189569050 0r2363 Gluconolactonase [B. setacea BS12] 2124 bp

12.38 7.49 86.3 2.20e+007 (K)EQLVFSPHTYGPSVFVQR(M) 2091.066
11.98 5.59 87.7 3.19e+007 (R)FPIAPQTLDPNDPQGSGDALK(N) 2181.083
11.88 11.88 76.7 2.60e+007 (K)IDVPHGEEFSNPNWGENLFEAGDNPIDIPK(E) 3350.561
11.48 5.51 87.4 2.93e+007 (R)FPIAPQTLDPNDPQGSGDALK(N) 2181.083
10.69 593 79.6 2.77e+007 (R)DNESGWGEWGGFDER(K) 1740.689
Eis:!gct S:L/’:rzt/lr]'aég % AA PIgtt:iln Pr,\(;'{;\a/in Database Protein N
ep(#l) es Search Coverage ﬁ?gr?;?)ll (Da) Accession # rotein Name
Score
6 91.91 15 6.83e+008 80610.8 PA_BS12:2189571642
Fwd-Rev SPI Spectrum MH*
Score Score (%) Intensity Sequence Mazg:g)ed
18.42 11.72 88.1 5.63e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
16.17 9.08 81.0 8.22e+007 (R)MIDVLQQTSGHNLDASR(I) 1884.924
16.09 8.22 81.4 6.50e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
15.53 6.13 86.9 4.25e+007 (K)GVAVVNFSNSEMGAHNGSGSR(G) 2076.952
15.05 7.21 78.9 1.97e+007 (R)ISLTIPQESGSGGVAAWR(V) 1828.956
14.64 6.72 81.6 2.42e+007 (R)ISLTIPQESGSGGVAAWR(V) 1828.956
14.16 5.96 86.7 1.89e+007 (R)ISLTIPQESGSGGVAAWR(V) 1828.956
13.81 13.81 87.9 3.45e+007 (K)GAIVVGAFDER(I) 1133.595
13.37 5.50 85.5 2.29e+007 (R)ISLTIPQESGSGGVAAWR(V) 1828.956
13.07 5.76 84.6 2.36e+007 (R)ISLTIPQESGSGGVAAWR(V) 1828.956
12.93 12.93 85.5 1.32e+007 (K)DAGANVQTASQIVGENPWMSANLDQFANNGTVTK(L) 3548.672
12.91 12.91 83.5 2.88e+007 (K)GAIVVGAFDER(I) 1133.595
12.69 5.26 83.7 1.95e+007 (R)ISLTIPQESGSGGVAAWR(V) 1828.956
12.42 5.11 75.9 9.06e+007 (R)MIDVLQQTSGHNLDASR(I) 1884.924
12.18 3.83 70.3 7.51e+007 (R)MIDVLQQTSGHNLDASR(I) 1884.924
12.00 12.00 71.9 1.54e+007 (K)DAGANVQTASQIVGENPWMSANLDQFANNGTVTK(L) 3548.672
11.76 11.76 80.5 2.54e+007 (K)GAIVVGAFDER(I) 1133.595
11.31 11.31 80.4 1.55e+007 (K)DAGANVQTASQIVGENPWMSANLDQFANNGTVTK(L) 3548.672
9.01 9.01 71.5 9.93e+006 (K)DAGANVQTASQIVGENPWMSANLDQFANNGTVTK(L) 3548.672
Distinct SDulztha % AA P-{gtt:iln Protein Database _
Peptides MS/MS Coverage Spectral MwW Accession # Protein Name
#) Search Intensity (Da)
Score
5 76.21 5 5.42e+008 224278.3 PA_BS12:2189569050
Fwd-Rev SPI Spectrum MH*
Score " geore (%) Intensity Sequence Matched
(Da)
18.91 12.87 88.2 5.57e+006 (R)VDTNGTVSLIEDSMNNPNGIALSPNEDVLYVGGDSYR(V) 3925.840
16.08 8.46 92.2 1.98e+007 (K)SLGNEAGDNHEHIIGVK(G) 1789.883
14.87 7.31 92.5 7.00e+007 (R)ALPENLDQVYLK(A) 1402.758
14.31 6.72 89.0 7.21e+007 (R)ALPENLDQVYLK(A) 1402.758
13.94 6.36 85.9 1.37e+007 (K)SLGNEAGDNHEHIIGVK(G) 1789.883
13.92 7.74 85.9 5.04e+007 (R)ASDGTLYFTDPDYQQGTTDGQSITGVYR(V) 3056.376
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072-1801.4502.4518.0
072-1701.2546.2582.0
072-1701.4745.4745.0
072-1901.4728.4728.0
072-1901.4778.4778.0
072-1901.4774.4774.0
072-1901.4732.4732.0
072-1901.4768.4768.0
072-1901.6610.6610.0
072-1901.4739.4739.0

&= 8 |
N W W wwwNNNwN

‘H‘HHHI—“I—“!—‘\@\OD\\I
o N

Group Subgroup Spectra
*) (G #

5 5.1 14

H*

Filename z

072-1701.3846.3861.0 3
072-1701.7218.7246.0 3
072-1901.3851.3867.0 3
072-1801.7225.7259.0 3
072-1801.3656.3685.2 2
072-1901.3666.3693.2 2
072-1901.3862.3862.0 3
072-1701.3662.3668.2 2
072-1701.7222.7222.0 3
072-1701.3873.3873.0 3
072-1901.6453.6453.0 3
072-1901.7221.7221.0 3
072-1801.6459.6459.0 3
072-1801.6438.6438.0 3

»av—"»—\‘:‘H\@\m\\l\m\m\b\w\l\)ha

Group Subgroup Spectra
# #) #)

6 6.1 12

F*

Filename z

072-1801.4932.4972.0 3
072-1701.4918.4984.0 3
072-1701.4407.4415.2 2
072-1801.4426.4452.2 2
072-1901.6073.6079.0 3
072-1801.6064.6073.0 3

o 0 & W N =

13.83 7.00 89.2 6.65e+007 (R)ALPENLDQVYLK(A) 1402.758
12.45 3.24 86.3 2.62e+007 (K)SLGNEAGDNHEHIIGVK(G) 1789.883
12.43 8.14 77.8 1.34e+007 (R)TAVASTYNGSVFNSPNDLIR(A) 2126.052
12.19 8.80 82.4 2.04e+007 (R)TAVASTYNGSVFNSPNDLIR(A) 2126.052
12.10 4.34 76.4 5.09e+007 (R)ASDGTLYFTDPDYQQGTTDGQSITGVYR(V) 3056.376
11.65 11.65 74.8 4.98e+007 (R)ASDGTLYFTDPDYQQGTTDGQSITGVYR(V) 3056.376
11.22 11.22 73.9 2.91e+007 (R)TAVASTYNGSVFNSPNDLIR(A) 2126.052
8.84 8.84 71.3 2.82e+007 (R)TAVASTYNGSVFNSPNDLIR(A) 2126.052
8.81 8.81 88.2 5.45e+006 (R)VDTNGTVSLIEDSMNNPNGIALSPNEDVLYVGGDSYR(V) 3925.840
8.36 8.36 61.2 2.01e+007 (R)TAVASTYNGSVFNSPNDLIR(A) 2126.052
Distinct SDulsmtlrggrj Tota_l Protein
Peptides MS/MS Ct:@eAraAge gggéﬂgl W Aggggﬁfﬁ# Protein Name
#) Search Intensity (Da)
Score
4 75.94 11 2.18e+008 73729.2 PA_BS12:2189570195
Fwd-Rev SPl Spectrum MH*
Score Score (%) Intensity Sequence M?B::)ed
21.77 21.77 97.8 1.61e+007 (R)NGWGGAARPSGASSSDDLETYVNESR(V) 2683.198
21.07 21.07 92.0 1.31e+007 (R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
20.53 20.53 95.0 1.91e+007 (R)NGWGGAARPSGASSSDDLETYVNESR(V) 2683.198
20.50 16.34 89.5 1.39e+007 (R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
19.06 9.75 95.5 2.65e+007 (R)IGAIEGPADGDGMGLR(E) 1528.743
17.30 10.54 95.2 2.88e+007 (R)IGAIEGPADGDGMGLR(E) 1528.743
16.53 16.53 84.2 1.91e+007 (R)NGWGGAARPSGASSSDDLETYVNESR(V) 2683.198
16.37 11.09 91.2 2.85e+007 (R) IGAIEGPADGDGMGLR(E) 1528.743
14.97 14.97 88.2 9.26e+006 (R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
14.47 14.47 81.5 1.56e+007 (R)NGWGGAARPSGASSSDDLETYVNESR(V) 2683.198
14.04 14.04 80.5 6.43e+006 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
12.74 12.74 82.7 9.55e+006 (R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
10.53 10.53 77.5 5.89e+006 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
8.24 3.50 80.0 6.32e+006 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
Distinct SDulztha % AA P-{gtt:iln Protein Database )
Peptides MS/MS Coverage Spectral MwW Accession # Protein Name
#) Search Intensity (Da)
Score
4 61.17 13 5.48e+008 76692.5 PA Bse meta_comb:2073574946
Fwd-Rev SPl Spectrum MH*
Score Score (%) Intensity Sequence MaEg::)ed
17.09 10.37 89.5 6.27e+007 (R)FPVVPQTLDPSDSQGTGSVLK(N) 2172.119
16.86 11.21 88.0 7.19e+007 (R)FPVVPQTLDPSDSQGTGSVLK(N) 2172.119
16.01 16.01 89.1 4.63e+007 (R)DIQQTMDEITER(G) 1478.680
15.96 15.96 88.1 4.78e+007 (R)DIQQTMDEITER(G) 1478.680
15.21 6.50 82.6 6.78e+007 (K)TPVPHGDEFSNPNWGENLFEAGDNIPDVPK(S) 3292.519
13.04 9.78 74.0 7.69e+007 (K)TPVPHGDEFSNPNWGENLFEAGDNIPDVPK(S) 3292.519
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072-1801.5089.5089.0
072-1701.4928.4936.2
072-1901.4949.4954.2
072-1901.4923.4992.0
072-1901.4415.4433.2
072-1801.4967.4967.2

‘K‘) ‘:: ‘»—\ [© oo |~

Group Subgroup Spectra

) #) #)

7 7.1 14

H*

Filename

072-1901.4752.4761.2
072-1701.4747.4767.2
072-1901.4977.5013.3
072-1801.4759.4765.2
072-1701.4759.4759.0
072-1701.4977.5020.3
072-1901.4756.4756.0
072-1701.4957.4991.2
072-1901.4953.4986.2
072-1801.4985.5049.2
072-1901.4982.4988.2
072-1701.4989.5022.2
072-1801.4974.4997.2
072-1801.4990.4996.0

HH‘H"l:‘l—‘\kO\OO\\l\@\U'I\b\w\N\H

W NN DNDNNNWWWNDWNDN

Group Subgroup Spectra

* # #

8 8.1 13

F*

Filename

072-1701.7842.7913.0
072-1801.7846.7852.0
072-1901.7840.7920.0
072-1801.5433.5438.0
072-1701.5430.5435.0
072-1901.5429.5455.0
072-1901.7852.7852.0
072-1701.4007.4040.2
072-1901.4008.4029.2
10 072-1801.4022.4031.2

© o N o [0 I W N =

N NN W NNDN W WW

8 7.58e+008 54835.2 PA BS12:2189568724 PA _BS12:2189568724 0r2045 Beta-1,4-xylanase [B. setacea BS12] 511 bp

12.86 12.86 74.4 9.36e+006 (R)HEPNDDDTNPGGAPMELYVGNMSWADDHSR(D) 3327.371
12.85 6.98 87.0 1.47e+007 (R)FPVVPQTLDPSDSQGTGSVLK(N) 2172.119
12.82 6.49 86.7 1.73e+007 (R)FPVVPQTLDPSDSQGTGSVLK(N) 2172.119
12.70 7.94 78.5 7.08e+007 (R)FPVVPQTLDPSDSQGTGSVLK(N) 2172.119
12.58 12.58 84.5 4.46e+007 (R)DIQQTMDEITER(G) 1478.680
11.74 4.47 84.2 1.76e+007 (R)FPVVPQTLDPSDSQGTGSVLK(N) 2172.119
Distinct SDulztha % AA PIgtt:iln Protein Database )
Peptides MS/MS Coverage Spectral MwW Accession # Protein Name

#) Search Intensity (Da)

Score
3 54.57
Fwd-Rev SPI Spectrum MH*
Score " geore (%) Intensity Sequence Matched
(Da)

20.35 20.35 97.0 2.54e+007 (R)DNYNWSGLDAAYNYAK(Q) 1864.814

19.84 19.84 96.9 2.78e+007 (R)DNYNWSGLDAAYNYAK(Q) 1864.814

18.00 13.23 91.6 1.03e+008 (R)SDFTQYWDQITPENEGK(W) 2057.909

17.63 17.63 92.9 2.88e+007 (R)DNYNWSGLDAAYNYAK(Q) 1864.814

17.54 13.36 90.6 1.76e+007 (R)DNYNWSGLDAAYNYAK(Q) 1864.814

16.51 10.28 90.3 1.32e+008 (R)SDFTQYWDQITPENEGK(W) 2057.909

16.45 7.35 88.3 1.57e+007 (R)DNYNWSGLDAAYNYAK(Q) 1864.814

16.22 9.39 93.2 2.71e+007 (R)DAFGNDWIIK(S) 1178.585

16.18 8.52 92.3 1.93e+007 (R)DAFGNDWIIK(S) 1178.585

16.13 11.65 92.8 7.92e+007 (R)SDFTQYWDQITPENEGK(W) 2057.909

15.60 11.16 92.2 6.91e+007 (R)SDFTQYWDQITPENEGK(W) 2057.909

15.57 9.93 91.4 8.79e+007 (R)SDFTQYWDQITPENEGK(W) 2057.909

15.19 7.68 91.8 2.13e+007 (R)DAFGNDWIIK(S) 1178.585

14.78 8.15 85.9 1.05e+008 (R)SDFTQYWDQITPENEGK(W) 2057.909
Distinct SDulﬁ":IrgZ:i Total Protein
Peptides MS/MS Cc‘:éeAr:ge SPprgcl:’ta:ZI MwW ACD:ézk;?:f# Protein Name

#) Search Intensity (Da)

Score

4 53.70 5 2.99e+008 113016.6 PA_Bse02:2503999098
s Fwd-Rev SPl Spectrum MH*

COTe " Score (%) Intensity Sequence Mezg:;)ed

17.42 8.45 83.2 1.01e+007 (R)YQNEYIAPIVEILSDPAYANIR(I) 2552.304

17.14 9.10 85.6 8.86e+006 (R)YQNEYIAPIVEILSDPAYANIR(I) 2552.304

16.58 8.18 86.3 1.08e+007 (R)YQNEYIAPIVEILSDPAYANIR(I) 2552.304

15.67 11.16 92.2 3.70e+007 (R)GLPSNIGMLIDTGR(N) 1443.763

14.58 10.26 89.9 5.35e+007 (R)GLPSNIGMLIDTGR(N) 1443.763

14.58 9.97 90.1 5.12e+007 (R)GLPSNIGMLIDTGR(N) 1443.763

14.51 6.94 84.0 6.56e+006 (R)YQNEYIAPIVEILSDPAYANIR(I) 2552.304

12.70 9.62 86.9 2.84e+007 (R)IGAIAGPADGDGLGLR(G) 1452.781

12.19 8.56 86.2 2.54e+007 (R)IGAIAGPADGDGLGLR(G) 1452.781

12.06 8.95 82.8 2.42e+007 (R)IGAIAGPADGDGLGLR(G) 1452.781
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11 072-1901.7847.7847.0 3
12 072-1701.4613.4613.2 2
13 072-1801.4002.4002.0 2

Group Subgroup Spectra
*) # #

8 8.2 6

H*

Filename z

072-1701.6249.6249.2 2
072-1701.4007.4040.2 2
072-1901.4008.4029.2 2
072-1801.4022.4031.2 2
072-1901.6653.6653.0 3
072-1801.4002.4002.0 2

@ o I jw N =

Group Subgroup Spectra
® #) #)

9 9.1 13

H*

Filename z

072-1901.4440.4456.0 3
072-1801.4458.4476.0 3
072-1701.4425.4449.0 3
072-1901.6038.6044.0 3
072-1801.6033.6040.0 3
072-1701.6956.6956.0 3
072-1701.6042.6059.3 3
072-1801.6947.6947.0 3
072-1801.6937.6937.0 3
072-1801.6933.6933.0 3
072-1701.6062.6082.2 2
072-1801.6051.6105.2 2
072-1901.6060.6095.2 2

‘ol—‘o ‘K‘) ‘: ‘»—\ [© jo N o [0 ™ W IN e

Group Subgroup Spectra
#) (#) (#)
10 10.1 7

# Filename z

10.78 7.68 79.1 6.14e+006 (R)YQNEYIAPIVEILSDPAYANIR(I) 2552.304
7.91 459 68.1 1.50e+007 (R)VLVENAYPPL(-) 1114.615
7.11 7.11 69.5 2.24e+007 (R)IGAIAGPADGDGLGLR(G) 1452.781
o Distinct Total .
%SE:SZZ S,\L/Jg/n,\jlgd C%AA SProtttainI Prﬂ\(ﬁm ADatab_ase#
) Search overage In‘t):r?sri?y (Da) ccession
Score
3 34.48 15 1.12e+008 43960.4 PA_Bse meta _comb:2073561917
Fwd-Rev SPl Spectrum MH"
Score Score (%) Intensity Sequence Matched
(Da)
12.82 12.82 77.1 4.75e+006 (R)YQNEYIAGITENIGDSK(Y) 1913.950
12.70 9.62 86.9 2.84e+007 (R)IGAIAGPADGDGLGLR(G) 1452.781
12.19 8.56 86.2 2.54e+007 (R)IGAIAGPADGDGLGLR(G) 1452.781
12.06 8.95 82.8 2.42e+007 (R)IGAIAGPADGDGLGLR(G) 1452.781
8.96 8.96 72.9 7.08e+006 (R)NGWGGANRPSGASSSTDLNTYVDESRIDR(R) 3082.421
7.11 7.11 69.5 2.24e+007 (R)IGAIAGPADGDGLGLR(G) 1452.781
Distinct
I;.e:;i:ggg SI\L/jIg]/mgd C%AA P-Igtt:iln vl Databgse Protein Name
) Search overage I?];;gr?;rlgll (Da) Accession #
Score
3 51.69 8 9.94e+008 77941.2 PA BS12:2189569979
Fwd-Rev SPl Spectrum MH"
Score Score (%) Intensity Sequence Mazg::)ed
22.38 19.28 97.2 6.99e+007 (K)MHDVGWTGLPLAPHEDSNER(A) 2261.041
20.81 17.55 95.7 8.02e+007 (K)MHDVGWTGLPLAPHEDSNER(A) 2261.041
19.73 19.73 94.2 7.57e+007 (K)MHDVGWTGLPLAPHEDSNER(A) 2261.041
15.04 9.04 89.5 1.41e+008 (K)FADGTLNIPESGNGVADILDEAR(W) 2374.153
14.43 8.37 86.7 1.55e+008 (K)FADGTLNIPESGNGVADILDEAR(W) 2374.153
14.27 9.28 75.4 2.96e+006 (K)MALIALAYDFTGNDSYAK(A) 1963.948
13.44 6.03 86.1 2.19e+008 (K)FADGTLNIPESGNGVADILDEAR(W) 2374.153
13.22 7.28 80.6 3.92e+006 (K)MALIALAYDFTGNDSYAK(A) 1963.948
12.99 7.50 75.2 4.16e+006 (K)MALIALAYDFTGNDSYAK(A) 1963.948
12.20 5.04 73.3 4.36e+006 (K)MALIALAYDFTGNDSYAK(A) 1963.948
12.15 4.11 83.0 6.80e+007 (K)FADGTLNIPESGNGVADILDEAR(W) 2374.153
12.09 4.56 81.3 9.51e+007 (K)FADGTLNIPESGNGVADILDEAR(W) 2374.153
11.83 6.47 80.9 7.44e+007 (K)FADGTLNIPESGNGVADILDEAR(W) 2374.153
Distinct SDulztha % AA PIgtt:iln Protein Database _
Peptides MS/MS Coverage Spectral MwW Accession # Protein Name
#) Search Intensity (Da)
Score
3 43.57 7 8.11e+008 77470.6 PA_Bse08:2503996278
Fwd-Rev SPI Spectrum MH*
Score " geore (%) Intensity Sequence Mezg::)ed

http://spectrummillxp/millscripts/summaryPP.pl

Protein Name
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PA_Bse_meta_comb:2073561917 BaSeMet_00055730 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [I

PA_BS12:2189569979 0r3290 Glycosyl hydrolase family 9./Cellulose or protein binding domain./N-terminal ig-like doi

PA_Bse08:2503996278 BSO8DRAFT_00001670 Cellulose or protein binding domain./Cellulose binding domain./Cel
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1 072-1801.5264.5264.0 3 15.59 15.59 80.9 3.12e+008 (R)FPIAPQTLDPNDAQGIGSVQNGGVLK(N) 2636.368
2 072-1801.3200.3239.2 2 14.93 6.46 87.5 4.69e+007 (R)TIQQTMDEIK(A) 1206.604
3 072-1901.3201.3253.2 2 14.43 6.37 86.3 6.00e+007 (R)TIQQTMDEIK(A) 1206.604
4 072-1701.3195.3206.2 2 14.35 6.93 86.1 4.25e+007 (R)TIQQTMDEIK(A) 1206.604
5 072-1901.6665.6665.0 3 13.05 13.05 76.4 6.68e+006 (R)WDHIVPGVDEDWQNAFVDYMK(K) 2564.156
6 072-1801.6658.6658.0 3 12.15 12.15 71.3 5.99e+006 (R)WDHIVPGVDEDWQNAFVDYMK(K) 2564.156
7 072-1701.5260.5260.0 3 11.38 11.38 71.6 3.37e+008 (R)FPIAPQTLDPNDAQGIGSVQNGGVLK(N) 2636.368
Distinct
Group Subgroup Spectra I%;ESZL S'\tjlrg/n'\;lgd % AA P-{gtt:iln Pr’\(/)ls\a/m Database
#) #) #) ) Search Coverage ISn[tJ:r(]:;ri?I (Da) Accession #
Score y
11 1.1 12 2 36.04 19 8.42e+008 12753.8 PA_Bse_meta_comb:2073593092
# Fi Fwd-Rev SPI Spectrum MH*
ilename z Score Score (%) Intensity Sequence MaEg::)ed
1 072-1901.4638.4656.0 2 20.57 20.57 93.6 2.45e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
2 072-1701.4643.4657.0 2 18.01 18.01 93.0 2.12e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
3 072-1801.4658.4668.2 2 17.11 17.11 86.1 2.24e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
4 072-1701.5103.5122.0 3 15.47 8.60 84.9 3.13e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
5 072-1901.5099.5135.0 3 15.27 7.13 85.1 3.35e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
6 072-1801.5112.5123.0 3 14.74 5.62 84.5 3.83e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
7 072-1901.4618.4636.0 3 14.41 9.06 77.2 2.24e+008 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
8 072-1901.5132.5132.0 2 13.37 13.37 80.0 1.75e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
9 072-1801.4628.4633.0 3 12.15 6.47 74.8 2.01e+008 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
10 072-1701.5112.5112.0 2 11.80 5.37 83.9 1.40e+007 (K)DLYANTVLSGGSTMYPGIADR(M)  2201.055
11 072-1701.4614.4628.0 3 10.40 4.66 71.3 2.02e+008 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
12 072-1901.5108.5108.0 2 6.04 6.04 71.4 1.27e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
Distinct
Group Subgroup Spectra IE);[SJE:S;; S“tjrglnh;lgd % AA P-{gtt:iln Pr’a{;\alm Databgse Protein Name
#) #) #) ) Search Coverage Iilt):r(l:;rifl (Da) Accession #
Score y
12 12.1 8 2 33.76 12 1.99e+009 34086.6 PA_BS12:2189568629
# Ei Fwd-Rev SPI Spectrum MH*
ilename z Score Score (%) Intensity Sequence Mz?g::)ed
1 072-1801.5735.5735.0 3 17.09 17.09 87.1 3.02e+007 (R)FLASAMMETEVMDTNYTYGDAK(S) 2488.072
2 072-1701.3237.3322.2 2 16.67 10.91 88.8 5.16e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
3 072-1901.3241.3325.2 2 16.11 11.21 87.4 559e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
4 072-1801.3240.3322.2 2 15.64 10.96 87.7 5.13e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
5 072-1801.3335.3350.2 2 15.13 9.10 86.8 9.71e+007 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
6 072-1901.3334.3352.2 2 14.05 8.86 85.1 1.45e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
7 072-1701.3327.3327.2 2 13.52 8.27 83.6 1.05e+008 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
8 072-1801.5730.5730.0 3 10.95 10.95 70.3 2.55e+007 (R)FLASAMMETEVMDTNYTYGDAK(S) 2488.072
Group Subgroup Spectra Distinct o5 AA Total ) Database :
*) o) ) Distinct Summed coverage Protein  Protein Accession # Protein Name
Peptides MS/MS Spectral MW

http://spectrummillxp/millscripts/summaryPP.pl

PA_BS12:2189568629 or1947 Cellulose or protein binding domain. [B. setacea BS12] 325 bp

Page 8 of 9

PA_Bse_meta_comb:2073593092 BaSeMet_00367480 Actin and related proteins [Bankia setacea microkt
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PA_Bse02:2503999765 BS02DRAFT_00005000 Cellulose or protein binding domain. [B. setacea BS02 (Isolate fron

PA_BS12:2189568352 0r0169 Cellulose or protein binding domain./Cellulose binding domain. [B. setacea BS12] 541

Protein Name

PA_Bse_meta_comb:2073565234 BaSeMet_00088900 Histones H3 and H4 [Bankia setacea microbiome

#) Search Intensity (Da)
Score
13 13.1 8 2 31.14 4 1.12e+008 40145.6 PA_Bse02:2503999765
# Filename z Score Fwd-Rev SPI Spectrum Sequence M'\th+d
Score (%) Intensity q a([t):a)e
1 072-1701.3192.3196.2 2 16.72 11.50 90.5 1.31e+007 (R)NGSSGLSNPNTTDINNFK(R)  1879.879
2 072-1801.3187.3193.2 2 16.19 10.97 89.9 1.21e+007 (R)NGSSGLSNPNTTDINNFK(R)  1879.879
3 072-1901.3187.3212.0 2 14.66 8.50 88.1 1.55e+007 (R)NGSSGLSNPNTTDINNFK(R) 1879.879
4 072-1901.2885.2896.0 3 14.42 8.83 88.5 1.44e+007 (R)NGSSGLSNPNTTDINNFKR(G) 2035.980
5 072-1801.2882.2926.0 3 13.08 7.52 90.8 1.39e+007 (R)NGSSGLSNPNTTDINNFKR(G) 2035.980
6 072-1701.2883.2899.0 3 12.42 6.72 88.5 1.59e+007 (R)NGSSGLSNPNTTDINNFKR(G) 2035.980
7 072-1901.3337.3337.2 2 12.02 7.82 83.0 1.31e+007 (R)NGSSGLSNPNTTDINNFK(R)  1879.879
8 072-1701.3216.3216.0 2 6.96 2.80 72.5 1.43e+007 (R)NGSSGLSNPNTTDINNFK(R) 1879.879
Distinct
. Total )
Distinct Summed ) Protein
Group Subgroup Spectra : % AA Protein Database .
#) #) #) Peptides  MS/MS Coverage Spectral Mw Accession # Protein Name
#) Search Intensit (Da)
Score Y
14 14.1 5 2 23.41 7 7.37e+007 55060.3 PA_BS12:2189568352
. Fwd-Rev SPl Spectrum MH"
# Filename z Score Score (%) Intensity Sequence Mazg::)ed
1 072-1901.3117.3122.0 3 12.40 12.40 73.5 9.74e+006 (R)AHGGSNAVHFSGGANPAMIAR(A) 2021.973
2 072-1701.3093.3093.0 3 12.23 12.23 71.4 8.78e+006 (R)AHGGSNAVHFSGGANPAMIAR(A) 2021.973
3 072-1801.4359.4370.0 3 11.01 11.01 77.3 1.93e+007 (R)QLGMNPGDNHETLIALR(G) 1878.950
4 072-1901.4339.4359.0 3 10.97 7.07 79.8 2.44e+007 (R)QLGMNPGDNHETLIALR(G) 1878.950
5 072-1801.3110.3127.0 3 9.35 9.35 72.1 1.16e+007 (R)AHGGSNAVHFSGGANPAMIAR(A) 2021.973
Distinct
- Total )
Group Subgroup Spectra Eési:ggts S’\L/Jg/n'\)'gd % AA Protein Pr,\(;':;\a/m Database
#) #) #) P Coverage Spectral Accession #
#) Search Intensity (Da)
Score
15 15.1 2 2 20.45 21 2.03e+007 11367.4 PA_Bse meta_comb:2073565234
# Filename z Score Fwd-Rev  SPI Spectrum Sequence M'\:th+ d
Score (%) Intensity q azlga)e
1 072-1701.2771.2771.0 3 1258 4.80 88.2 5.17e+006 (RODNIQGITKPAIR(R) 1325.754
2 072-1901.3312.3312.0 2 7.87 464 77.9 1.51e+007 (R)ISGLIYEETR(G) 1180.621

http://spectrummillxp/millscripts/summaryPP.pl
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Results Shown Filtered by Validation Category: valid
Data Directory: msdataSM\092012_OGL_TotalCaecum090712_Triplicate_ FASP
hit table read - SpecFeatures read
valid hits read from tagSummary file - Files: 336 Hits: 1110
beginning to assemble proteins .... proteins assembled 0.181136 sec
proteins filtered by unique peptides 0.014608 sec
proteins filtered by score
calculated protein coverage maps 0.056486 sec
beginning to roll up proteins into groups ... . proteins rolled up into groups 0.006867 sec
protein groups ready for display

proteinGroupingMethod: oneSharedPeptideSubgrouped 17 Proteins listed

. Distinct Total .
Group Subgroup Spectra I%;t:gg; S,\ljg,r,\')éd % AA Protein Pr'a::lm Databgse
#) #) #) ) Search Coverage E]E:r?;ri?l (Da) Accession #
Score y

1 1.1 145 11 197.88 32 5.18e+011 77520.7 PA_Bse02:2503999400
1 11 145 11 197.88 53 5.18e+011 48452.4 PA_Bse_meta_comb:2073585167
2 2.1 77 8 133.56 20 5.42e+011 73729.2 PA_BS12:2189570195
2 2.1 77 8 133.56 34 5.42e+011 44290.5 PA_Bse_meta_comb:2073567998
2 2.2 39 4 73.39 16 3.78e+010 43960.4 PA_Bse_meta_comb:2073561917
2 2.2 36 3 57.02 4 3.62e+010 114184.0 PA_Bse_meta_comb:2073561915
2 2.2 30 3 52.18 19 3.67e+010 23858.3 PA_Bse02:2504000230
2 2.2 27 2 35.81 3 3.51e+010 77060.3 PA_BS12:2189570194
2 2.2 27 2 35.81 4 3.51e+010 59632.4 PA_Bse_meta_comb:2073585294
2 2.2 27 2 35.81 11 3.51e+010 23855.3 PA_Bse02:2503999190
2 2.3 27 2 34.35 15 3.26e+010 23418.9 PA Bse_meta_comb:2073570681
2 2.4 27 2 31.70 3 3.23e+010 113016.6 PA_Bse02:2503999098
2 2.4 27 2 31.70 3 3.23e+010 112508.2 PA_Bse_meta_comb:2073561919
3 3.1 21 4 68.61 23 9.64e+009 34086.6 PA_BS12:2189568629
3 3.1 21 4 68.61 24 9.64e+009 31845.8 PA_Bse_meta_comb:2073564373
4 4.1 9 4 55.27 9 7.24e+009  72837.7 PA_BS12:2189569651
4 4.1 9 4 55.27 14 7.24e+009 49401.7 PA_Bse_meta_comb:2073560554
5 5.1 9 3 45.93 6 1.05e+010 77941.2 PA_BS12:2189569979
5 51 9 3 45.93 6 1.05e+010 77103.2 PA_Bse_meta_comb:2073565540
5 51 6 2 33.86 3 1.03e+010 90871.9 PA_Bse08:2503995091
5 5.2 5 2 32.25 4 1.25e+009 87140.5 PA_Bse02:2503999088
6 6.1 7 3 44.72 12 1.59e+009 52143.8 PA_BS12:2189568458
6 6.1 7 3 44.72 12 1.59e+009 52143.8 PA_Bse_meta _comb:2073579483
7 7.1 8 3 40.45 11 1.09e+009 42518.1 PA_Bse02:2503998249
7 7.1 8 3 40.45 11 1.09e+009 42082.7 PA_Bse_meta_comb:2073581124
7 7.2 12 2 31.59 6 3.88e+008 39939.7 PA_BS12:2189570962
7 7.2 12 2 31.59 6 3.88e+008 39870.6 PA Bse_meta _comb:2073593369
8 8.1 6 3 39.90 9 1.72e+009 54835.2 PA_BS12:2189568724
8 8.1 6 3 39.90 9 1.72e+009 54483.9 PA_Bse_meta_comb:2073587463
9 9.1 13 2 38.12 8 4.28e+009 58225.4 PA_BS12:2189570192
9 9.1 13 2 38.12 9 4.28e+009 52443.2 PA_Bse_meta _comb:2073587378
10 10.1 3 2 25.38 7 1.60e+009 72721.8 PA_BS12:2189568163
10 10.1 3 2 25.38 8 1.60e+009 69866.3 PA_Bse_meta _comb:2073566948
11 11.1 3 2 22.78 6 7.90e+008 62134.7 PA_Bse08:2503996242
12 12.1 2 2 22.39 3 1.57e+008 80610.8 PA_BS12:2189571642

http://spectrummillxp/millscripts/summaryPP.pl

Protein Name

PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding
PA_Bse_meta_comb:2073585167 BaSeMet_00288230 Endoglucanase [Bankia setacea microbiome (Ct
PA_BS12:2189570195 or3426 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 709 b
PA_Bse_meta_comb:2073567998 BaSeMet_00116540 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse_meta_comb:2073561917 BaSeMet_00055730 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse_meta_comb:2073561915 BaSeMet_00055710 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse02:2504000230 BS02DRAFT_00014530 Glycosyl hydrolases family 6. [B. setacea BS02 (Isolate
PA_BS12:2189570194 or3425 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 730 bj
PA_Bse_meta_comb:2073585294 BaSeMet_00289500 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse02:2503999190 BS02DRAFT_00027250 Glycosyl hydrolases family 6. [B. setacea BS02 (Isolate
PA_Bse_meta_comb:2073570681 BaSeMet_00143370 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse02:2503999098 BS02DRAFT_00001060 Cellulose or protein binding domain./Glycosyl hydrolast
PA_Bse_meta_comb:2073561919 BaSeMet_00055750 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_BS12:2189568629 or1947 Cellulose or protein binding domain. [B. setacea BS12] 325 bp
PA_Bse_meta_comb:2073564373 BaSeMet_00080290 Cellulose or protein binding domain. [Bankia set
PA_BS12:2189569651 0r2957 Glycosyl hydrolase family 53./Cellulose or protein binding domain. [B. set
PA_Bse_meta_comb:2073560554 BaSeMet_00042100 Arabinogalactan endo-1,4-beta-galactosidase [E
PA_BS12:2189569979 0r3290 Glycosyl hydrolase family 9./Cellulose or protein binding domain./N-termil
PA_Bse_meta_comb:2073565540 BaSeMet_00091960 cellulose 1,4-beta-cellobiosidase (EC 3.2.1.91) [
PA_Bse08:2503995091 BSO8DRAFT_00035590 Cellulose or protein binding domain./Cellulose binding
PA_Bse02:2503999088 BS02DRAFT_00000960 Cellulose or protein binding domain./Glycosyl hydrolast
PA_BS12:2189568458 or1762 Glycosyl hydrolase family 45./Cellulose or protein binding domain./Cellulc
PA_Bse_meta_comb:2073579483 BaSeMet_00231390 Glycosyl hydrolase family 45./Cellulose or protei
PA_Bse02:2503998249 BS02DRAFT_00014250 Cellulose or protein binding domain./Chitin binding dorr
PA_Bse_meta_comb:2073581124 BaSeMet_00247800 Uncharacterized protein conserved in bacteria [
PA_BS12:2189570962 0r0231 Uncharacterized protein conserved in bacteria [B. setacea BS12] 383 bp
PA_Bse_meta_comb:2073593369 BaSeMet_00370250 Uncharacterized protein conserved in bacteria [
PA_BS12:2189568724 0r2045 Beta-1,4-xylanase [B. setacea BS12] 511 bp
PA_Bse_meta_comb:2073587463 BaSeMet_00311190 Beta-1,4-xylanase [Bankia setacea microbiome
PA_BS12:2189570192 or3423 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 560 b
PA_Bse_meta_comb:2073587378 BaSeMet_00310340 Cobalamin biosynthesis protein CobN and relate
PA_BS12:2189568163 or1494 Arabinogalactan endo-1,4-beta-galactosidase [B. setacea BS12] 679 bp
PA_Bse_meta_comb:2073566948 BaSeMet_00106040 Arabinogalactan endo-1,4-beta-galactosidase [E
PA_Bse08:2503996242 BSO8DRAFT_00001300 Cellulose or protein binding domain./Cellulose binding
PA_BS12:2189571642 or0735 Carbohydrate binding domain. [B. setacea BS12] 763 bp
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Filename

067-0702.4400.4485.3
067-0301.4420.4440.3
067-0701.4409.4488.0
067-0301.4560.4669.2
067-0301.4689.4780.2
067-0701.4790.4887.2
067-0701.4268.4383.0
067-0702.4782.4867.2
067-0301.4378.4437.3
067-0702.4249.4365.3
067-0301.4792.4882.2
067-0702.9062.9062.0
067-0701.3047.3117.2
067-0701.6291.6354.3
067-0702.4409.4511.2
067-0301.4259.4372.3
067-0701.4256.4372.2
067-0701.9075.9114.0
067-0701.4254.4375.3
067-0702.4692.4698.0
067-0301.4815.4883.3
067-0701.2921.2921.3
067-0301.2907.2964.3
067-0702.4283.4402.2
067-0301.4395.4435.2
067-0301.7063.7161.0
067-0702.4371.4407.3
067-0301.4281.4394.0
067-0701.4788.4888.3
067-0702.5402.5428.0
067-0702.8911.8976.0
067-0301.4270.4386.2
067-0701.4378.4411.2
067-0702.8790.8905.0
067-0702.4274.4392.0
067-0301.3039.3072.2
067-0702.6304.6422.3

W N W W NN WNWWWNDNDNWWWNWWNWDNDWOWNWNWWNWNDNDNDNWWW

2

Distinct
Peptides
#)

11

Score

21.64
21.40
21.20
20.40
19.91
19.73
19.56
19.27
19.09
18.65
18.62
18.51
18.40
18.06
17.88
17.84
17.81
17.69
17.43
17.29
17.05
17.03
16.99
16.64
16.58
16.50
16.41
16.38
16.36
16.32
16.32
16.23
16.23
16.07
15.97
15.94
15.87

22.39

Distinct
Summed

MS/MS
Search
Score

197.88

Fwd-Rev
Score

8

1.57e+008

Total

% AA Protei

32

SPI
(%)

13.27
9.05

11.57

12.92

12.24
16.38
8.10
19.27
12.78
12.10
15.15
12.36
18.40
18.06
11.31
9.98
9.99
10.81
10.25
8.89
11.06
7.77
9.95
9.81
10.31
10.68
9.49
7.88
10.84
12.06
9.99
10.05
10.40
10.04
5.74
15.94
15.87
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Coverage Spectral

Intensi

5.18e+011 77520.7 PA_Bse02:2503999400

Spectrum
Intensity
6.92e+009
3.79e+009
4.58e+009
1.83e+010
1.06e+010
2.01e+010
9.10e+009
1.84e+010
2.22e+010
2.11e+010
1.51e+010
5.73e+008
7.23e+008
1.75e+009
5.14e+009
2.34e+010
7.98e+009
5.86e+008
2.47e+010
9.14e+009
6.74e+009
5.93e+008
9.49e+008
9.12e+009
4.08e+009
3.73e+008
1.70e+010
8.03e+009
8.46e+009
5.96e+008
1.20e+010
7.03e+009
5.46e+009
1.73e+010
1.07e+010
8.76e+008
3.59e+009

Protein
MW
(Da)

Database
Accession #

n

ty

Sequence

(R)EEYSCGGGAANDDPYNES IWLDNLR(E)
(R)EEYSCGGGAANDDPYNES IWLDNLR(E)
(R)EEYSCGGGAANDDPYNES IWLDNLR(E)
(R)EWQDALVDYMVEK (D)
(R)EWQDALVDYMVEK (D)
(R)TIQQTMTEITAQGINVVR(L)
(R)EEYSCGGGAANDDPYNES IWLDNLR(E)
(R)TIQQTMTEITAQGINVVR(L)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)TIQQTMTEITAQGINVVR(L)
(R)EIAGLPAQLGVDNI I1G 1D IFNEPWDYTWQEWK(T)
(R)AGWDEHFGYLR(D)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)EEYSCGGGAANDDPYNES IWLDNLR(E)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)EEYSCGGGAANDDPYNES IWLDNLR(E)
(R)EIAGLPAQLGVDNI IG 1D IFNEPWDYTWQEWK(T)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)EWQDALVDYMVEK (D)
(R)TIQQTMTEITAQGINVVR(L)
(R)AAEQEMWSHITPGVDR(E)
(R)AAEQEMWSHITPGVDR(E)
(R)EEYSCGGGAANDDPYNES IWLDNLR(E)
(R)EEYSCGGGAANDDPYNES IWLDNLR(E)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)EEYSCGGGAANDDPYNES IWLDNLR(E)
(R)TIQQTMTEITAQGINVVR(L)

(R)DQGYAMV IGEFGGNMDWPNGTR(A)
(R)EIAGLPAQLGVDNI I1G1DIFNEPWDYTWQEWK(T)
(R)EEYSCGGGAANDDPYNES IWLDNLR(E)
(R)EEYSCGGGAANDDPYNES IWLDNLR(E)
(R)EIAGLPAQLGVDNI I1G1DIFNEPWDYTWQEWK(T)
(R)EEYSCGGGAANDDPYNES IWLDNLR(E)
(R)AGWDEHFGYLR(D)
(K)DADNNADGAPLELYVGNMWWADTGR(T)

Protein Name

MH*
Matched
(Da)
2845.201
2845.201
2845.201
1625.752
1625.752
2003.059
2845.201
2003.059
2670.410
2670.410
2003.059
3730.843
1350.623
2751.210
2845.201
2670.410
2845.201
3730.843
2670.410
1625.752
2003.059
1826.849
1826.849
2845.201
2845.201
2751.210
2670.410
2845.201
2003.059
2415.049
3730.843
2845.201
2845.201
3730.843
2845.201
1350.623
2751.210
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37625.9 PA_Bse_meta_comb:2073592708 PA_Bse_meta_comb:2073592708 BaSeMet_00363640 hypothetical protein [Bankia setacea microbiome

PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding domain./Cel
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38 067-0301.6242.6349.2
39 067-0701.6850.6869.2
40 067-0301.3038.3071.0
41 067-0701.3143.3149.0
42 067-0701.4839.4839.0
43 067-0301.4617.4637.3
44 067-0301.6364.6482.2
45 067-0701.6249.6358.2
46 067-0702.8915.8915.0
47 067-0301.6812.6832.0
48 067-0702.7030.7074.2
49 067-0701.2923.2930.2
50 067-0702.4791.4868.3
51 067-0702.2922.2997.2
52 067-0301.2905.2909.2
53 067-0301.5601.5672.0
54 067-0702.3053.3058.2
55 067-0701.6517.6562.2
56 067-0701.6808.6848.0
57 067-0301.6296.6388.3
58 067-0701.6110.6138.0
59 067-0301.6851.6963.2 13.40 13.40
60 067-0301.9025.9119.0 13.38 7.20

2 15.82 11.14
2
3
3
3
3
2
2
3
3
2
2
3
2
2
2
2
2
2
3
2
2
3
61 067-0701.4638.4642.0 3 13.37 4.22
2
3
3
2
3
3
3
2
3
3
2
2
3
2
2
3
2
2
2
3
2
2
2
3

15.62 15.62
15.39 6.27
15.39 6.74
15.38 7.08
15.28 4.03
15.09 8.71
15.01 10.37
14.94 8.12
14.92 9.87
14.85 14.85
14.72 9.84
14.58 9.19
14.43 10.43
14.23 10.66
13.90 13.90
13.81 13.81
13.71 9.63
13.59 8.60
13.56 13.56
13.44 9.97

62 067-0301.2773.2821.2 13.32 7.62
63 067-0702.2936.2942.3 13.23 4.93
64 067-0301.9507.9507.0 13.20 6.00
65 067-0301.11267.11290.2 13.13 13.13
66 067-0701.8863.8973.0 13.12 6.87
67 067-0702.6394.6512.3 13.11 8.12
68 067-0701.6414.6532.3 13.01 13.01
69 067-0702.6502.6502.2 12.92 12.92
70 067-0701.4394.4467.3 12.91 3.51
71 067-0301.2766.2796.3 12.85 12.85
72 067-0701.5488.5594.0 12.84 12.84
73 067-0301.7881.7881.0 12.75 12.75
74 067-0702.4605.4704.0 12.67 4.72
75 067-0701.4243.4358.2 12.66 7.46
76 067-0701.7079.7152.0 12.66 12.66
77 067-0301.4408.4434.0 12.57 5.42
78 067-0701.4504.4541.0 12.55 5.79
79 067-0702.6796.6803.0 12.38 7.73
80 067-0702.6179.6179.0 12.37 12.37
81 067-0702.9042.9042.0 12.36 4.47
82 067-0701.6269.6386.2 12.23 12.23
83 067-0301.7109.7168.2 12.14 12.14
84 067-0701.11128.11128.0 12.09 8.83
85 067-0301.8908.9019.0 12.07 7.26

http://spectrummillxp/millscripts/summaryPP.pl
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3.65e+009
9.14e+008
6.79e+008
1.70e+008
1.21e+009
4.25e+008
4.95e+009
3.87e+009
1.09e+010
1.07e+009
2.55e+008
1.92e+008
7.08e+009
2.77e+008
2.51e+008
6.32e+008
5.71e+008
2.38e+009
9.24e+008
2.49e+009
6.20e+008
1.10e+009
9.95e+009
1.72e+009
2.47e+008
5.90e+008
9.31e+007
2.24e+007
1.23e+010
3.12e+009
3.34e+009
2.12e+009
6.58e+009
4.29e+008
8.77e+008
4.58e+008
2.12e+009
1.92e+010
3.16e+008
4.57e+009
6.63e+008
8.88e+008
1.18e+009
5.93e+008
4.19e+009
2.74e+008
4.91e+007
1.46e+010

(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)AGWDEHFGYLR(D)

(R)AGWDEHFGYLR(D)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)EWQDALVDYMVEK (D)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)EIAGLPAQLGVDNI IG1DIFNEPWDYTWQEWK(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)AAEQEMWSHITPGVDR(E)
(R)TIQQTMTEITAQGINVVR(L)
(R)AAEQEMWSHITPGVDR(E)
(R)AAEQEMWSHITPGVDR(E)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)AGWDEHFGYLR(D)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV IGEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)EIAGLPAQLGVDNI I1G1DIFNEPWDYTWQEWK(T)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)CGSWFGLEGQHEPK (D)
(R)AAEQEMWSHITPGVDR(E)
(R)EIAGLPAQLGVDNI IG1DIFNEPWDYTWQEWK(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)EIAGLPAQLGVDNI I1G 1D IFNEPWDYTWQEWK(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)CGSWFGLEGQHEPK (D)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)EEYSCGGGAANDDPYNES IWLDNLR(E)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)EIAGLPAQLGVDNI IG1DIFNEPWDYTWQEWK(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)EIAGLPAQLGVDNI I1G 1D IFNEPWDYTWQEWK(T)

2751.210
2751.210
1350.623
1350.623
3623.605
1625.752
2751.210
2751.210
3730.843
2751.210
2751.210
1826.849
2003.059
1826.849
1826.849
2415.049
1350.623
2751.210
2415.049
2751.210
2415.049
2751.210
3730.843
3623.605
1631.727
1826.849
3730.843
2751.210
3730.843
2751.210
2751.210
2751.210
3623.605
1631.727
2415.049
2415.049
3623.605
2670.410
2751.210
3623.605
2845.201
2751.210
2751.210
3730.843
2751.210
2751.210
2751.210
3730.843
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© [© [© |[© [© [© |[© [© |[© [0 [0 [ |
BIRBERBEREBBIRR

99

N
5

0
101
102
103
104
105

=

067-0701.4624.4624.0
067-0301.9154.9154.0
067-0301.5487.5590.0
067-0702.2771.2793.2
067-0702.4246.4366.2
067-0701.5600.5655.0
067-0702.2775.2792.3
067-0702.5619.5634.0
067-0301.11954.11954.0

067-0701.11068.11140.0

067-0301.6745.6745.0
067-0701.2776.2798.3
067-0701.2782.2786.2
067-0702.6123.6123.0
067-0301.11238.11238.0

067-0702.3161.3161.0
067-0701.4855.4855.0
067-0701.4823.4823.0
067-0301.7927.7927.0
067-0702.6183.6183.0
067-0702.9070.9070.0
067-0301.4622.4622.0
067-0301.11102.11102.0

067-0702.4915.4915.0
067-0701.6199.6199.0
067-0702.6822.6822.0
067-0301.7116.7116.0
067-0702.11199.11199.0

067-0702.8955.8955.0
067-0702.7060.7060.2
067-0701.7877.7883.0
067-0702.5803.5803.2
067-0301.7861.7861.0
067-0702.7726.7816.0
067-0301.6160.6160.2
067-0701.7845.7845.0
067-0702.11125.11125.0
067-0702.5659.5659.0
067-0702.7241.7241.0
067-0701.11145.11145.0

067-0702.11185.11205.0

067-0702.11223.11223.0
067-0301.11087.11087.0

067-0702.11252.11252.0

067-0301.11278.11278.0

067-0301.3179.3179.0
067-0702.7247.7247.0

11.97
11.77
11.71
11.69
11.60
11.52
11.50
11.29
11.26
11.14
11.09
11.07
11.00
10.94
10.93
10.55
10.54
10.46
10.41
10.35
10.14
10.11
10.09
9.94
9.51
9.43
9.41
9.40
9.36
9.34
9.14
9.04
8.96
8.92
8.89
8.86
8.85
8.75
8.62
8.61
8.48
8.48
8.45
8.43
8.31
8.27
8.09
8.03

2.09
8.08
6.75
6.20
6.28
7.91
11.50
11.29
8.00
5.68
7.62
5.02
11.00
10.94
10.93
10.55
7.46
3.61
10.41
10.35
6.80
6.90
2.89
9.94
9.51
9.43
3.17
2.62
9.36
9.34
9.14
9.04
8.96
8.92
8.89
8.86
8.85
8.75
8.62
3.11
8.48
3.96
8.45
8.43
3.67
8.27
8.09
8.03
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1.61e+009
5.50e+008
9.69e+008
2.16e+008
1.84e+010
6.55e+008
4.85e+008
5.23e+008
6.18e+006
7.06e+008
9.68e+007
7.69e+008
4.29e+008
2.12e+008
6.00e+008
4.25e+007
2.14e+008
1.18e+009
1.08e+009
3.08e+008
1.36e+009
5.43e+008
1.69e+009
7.08e+007
4.65e+009
4.88e+008
7.43e+008
1.95e+008
2.39e+007
2.98e+008
1.37e+008
4.00e+008
4.74e+008
5.22e+008
5.92e+008
5.11e+008
4.51e+008
5.78e+007
4.60e+008
1.56e+008
3.75e+007
4.27e+007
1.61e+007
7.04e+007
1.57e+007
1.80e+007
1.81e+008
1.55e+008

(R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3623.605

(R)EIAGLPAQLGVDNIIGIDIFNEPWDYTWQEWK(T)

(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)CGSWFGLEGQHEPK (D)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)CGSWFGLEGQHEPK(D)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)CGSWFGLEGQHEPK (D)
(R)CGSWFGLEGQHEPK (D)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)AGWDEHFGYLR (D)

(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)

(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)

(R)EIAGLPAQLGVDNI IG 1D IFNEPWDYTWQEWK(T)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)

(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)TIQQTMTEITAQGINVVR(L)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV IGEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)AGWDEHFGYLR(D)
(K)DADNNADGAPLELYVGNMWWADTGR(T)

3730.843
2415.049
1631.727
2670.410
2415.049
1631.727
2415.049
2751.210
2415.049
2751.210
2751.210
1631.727
1631.727
2415.049
2415.049
1350.623
3623.605
3623.605
2415.049
2751.210
3730.843
3623.605
2751.210
2003.059
2415.049
2415.049
2751.210
2751.210
2415.049
2415.049
2415.049
2415.049
2415.049
2415.049
2415.049
2415.049
2415.049
2415.049
2751.210
2751.210
2415.049
2751.210
2751.210
2751.210
2751.210
1350.623
2751.210
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134 067-0301.6571.6571.0
135 067-0702.11257.11257.0

136 067-0701.11024.11024.0

137 067-0702.11005.11005.0

138 067-0301.7343.7343.0
139 067-0701.5850.5868.0
140 067-0702.7970.7970.0
141 067-0701.6555.6555.0
142 067-0702.7019.7019.0
143 067-0301.11800.11800.0
144 067-0702.11234.11234.0
145 067-0702.11026.11026.0

Group Subgroup Spectra
#) (#) (#)
2 2.1 77

# Filename

067-0702.6339.6457.2
067-0701.6428.6545.0
067-0301.6319.6438.3
067-0701.6393.6509.2
067-0701.6515.6560.2
067-0702.6205.6324.2
067-0702.1978.2001.2
067-0702.2593.2609.2
067-0301.6384.6506.2
067-0301.6512.6565.2
067-0701.6270.6388.2
067-0702.6236.6357.0
067-0701.2070.2106.2
067-0702.2076.2107.2
067-0301.2066.2096.2
067-0301.6265.6381.2
067-0702.6466.6564.2
067-0301.6441.6558.3
067-0702.1631.1720.2
067-0702.1722.1825.2
067-0701.1767.1837.2
067-0702.1836.1911.2
067-0701.7589.7625.0
067-0301.3220.3294.3
25 067-0301.7897.7915.2
26 067-0301.1974.1979.0
27 067-0702.6368.6477.3

NININNINNERERERRPRERRERRRIRRERIOI®IN 0N WwIN -
FRBRRBcEREBERERE

N
o

7.90
7.84
7.60
7.51
7.34
7.28
7.19
7.15
6.89
6.62
6.29
6.08

Distinct
Peptides

W NN WNDNDNDDNDNOWDNDDNDNDDNDNWDNDDNDNDNDDNDDNDNDDNDWWNDN

#

8

Score

21.50
20.09
19.62
19.46
19.45
19.41
19.35
19.22
18.95
18.94
18.94
18.81
18.76
18.74
18.71
18.43
18.43
18.32
18.20
17.68
17.67
17.67
17.52
17.42
17.22
17.21
17.16

7.90
7.84
7.60
7.51
7.34
7.28
7.19
7.15
6.89
6.62
3.25
6.08

Distinct

Summed

MS/MS
Search
Score

133.56

Fwd-Rev
Score

13.86
12.26
13.81
11.78
11.76
11.73
9.91
19.22
10.76
11.28
10.76
11.22
8.89
9.49
9.46
9.77
11.84
11.60
9.74
8.72
8.69
9.69
11.16
11.56
11.03
9.38
13.62
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Intensi

5.42e+011 73729.2 PA_BS12:2189570195

Spectrum
Intensity
4.31e+010
1.89e+010
2.36e+010
4.70e+010
1.56e+010
3.24e+010
1.55e+008
8.91e+007
5.27e+010
2.09e+010
3.74e+010
1.77e+010
1.60e+008
1.64e+008
1.33e+008
3.55e+010
1.51e+010
2.22e+010
3.54e+009
4.43e+009
3.22e+009
1.21e+009
2.88e+008
1.92e+008
6.28e+009
1.29e+008
1.61e+010

(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(K) DADNNADGAPLELYVGNMWADTGR(T)
(K)DADNNADGAPLELYVGNMWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K) DADNNADGAPLELYVGNMWADTGR(T)
(K)DADNNADGAPLELYVGNMWADTGR(T)
(K)DADNNADGAPLELYVGNMWADTGR(T)

Protein
MW
(Da)

Database
Accession #

n Protein Name

ty

MH*
Sequence Matched

(Da)
(R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
(R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
(R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
(R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
(R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
(R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
(R)DCAALASNGELR(I) 1276.595
(R)YADEGSGIMTGAMDNAPHAGR(W)  2120.912
(R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
(R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
(R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
(R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262

(R)DCAALASNGELR(I) 1276.595
(R)DCAALASNGELR(I) 1276.595
(R)DCAALASNGELR(I) 1276.595

(R)YQDEY IAPIAEILSDPAYNNIR(I) 2568.262
(R)YQDEY IAPIAEILSDPAYNNIR(I) 2568.262
(R)YQDEY IAPIAEILSDPAYNNIR(I) 2568.262

(R)DCAALASNGELR(I) 1276.595
(R)DCAALASNGELR(I) 1276.595
(R)DCAALASNGELR(I) 1276.595
(R)DCAALASNGELR(I) 1276.595

(K)SSDFYEFNSYLDELSFVQDWR(S) 2647.162
(K)ANGESNGSSISGYNTAVWMDR(I)  2215.967
(R)WFPEAFQTLVENAYPAL(-) 1995.985
(R)DCAALASNGELR(I) 1276.595
(R)YQDEY IAPIAEILSDPAYNNIR(I) 2568.262

2415.049
2751.210
2415.049
2751.210
2751.210
2415.049
2751.210
2415.049
2751.210
2751.210
2751.210
2751.210
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067-0701.1659.1764.2
067-0702.7826.7832.2
067-0702.2184.2252.0
067-0701.6301.6422.3
067-0301.1651.1757.2
067-0301.1759.1823.2
067-0701.3222.3323.3
067-0701.2424.2456.2
067-0702.6497.6553.3
067-0701.7876.7912.2
067-0301.6284.6402.0
067-0301.2163.2243.2
067-0301.5387.5492.0
067-0702.2306.2375.0
067-0701.2185.2253.2
067-0701.5389.5498.0
067-0301.2558.2561.2
067-0701.7760.7848.3
067-0301.7714.7761.0
067-0301.2256.2335.0
067-0702.7474.7546.0
067-0701.2338.2364.0 14.06 7.80
067-0701.7415.7415.0 13.78 8.63

2 17.15 8.70
2
2
3
2
2
3
2
3
2
3
2
2
2
2
2
2
3
2
2
2
2
2
067-0701.6321.6443.3 3 13.70 9.40
3
2
2
3
2
2
2
2
3
2
2
2
2
1
2
3
2
2
2
2
2
2
1
2

17.07 11.51
16.83 9.42
16.79 11.41
16.63 7.63
16.63 8.16
16.54 10.41
16.31 8.11
16.27 10.09
16.24 9.40
15.60 10.15
15.37 8.92
15.15 6.70
14.95 8.37
14.69 8.00
14.61 8.66
14.52 14.52
14.50 8.78
14.43 9.86
14.42 7.35
14.25 8.05

067-0702.3258.3258.3 13.50 6.95
067-0301.2457.2457.2 13.32 8.41
067-0301.1889.1905.2 13.30 7.73
067-0702.7722.7803.3 13.28 8.44
067-0301.7515.7521.0 13.02 9.10
067-0702.11270.11270.0 12.58 12.58
067-0701.3315.3414.2 12.53 12.53
067-0702.5386.5456.0 12.21 3.81
067-0702.2641.2659.3 12.14 12.14
067-0702.11284.11284.0 12.12 12.12
067-0702.8177.8177.0 12.08 12.08
067-0702.7342.7342.0 10.90 6.63
067-0702.7647.7647.0 10.70 591
067-0301.1669.1675.1 10.69 3.62
067-0301.8242.8242.0 10.47 6.81
067-0702.6384.6501.3 10.26 4.88
067-0702.7862.7862.0 10.07 5.69
067-0701.7733.7733.0 9.85 9.85
067-0301.7719.7719.0 8.84 8.84
067-0702.10991.10991.0 8.80 8.80
067-0702.7337.7337.0 8.72 8.72
067-0702.11024.11024.0 8.37 8.37
067-0701.1676.1680.1 8.27 251
067-0702.10972.10972.0 8.08 8.08

~N NN NN Y 9o e oo oo |G o oo oo (o oD SRS RS DR W W W W W W W W W W NN
GREIREERBBREERBRRBEBELIEGRIIREEEEREEEREREEBBLBEREBREREE R
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4.44e+009
5.25e+009
2.10e+008
2.06e+010
4.75e+009
3.64e+009
2.00e+008
3.40e+007
4.27e+009
5.76e+009
1.98e+010
2.00e+008
7.75e+008
7.88e+007
2.21e+008
7.39e+008
1.29e+008
1.38e+009
2.50e+008
1.75e+008
1.09e+009
4.92e+007
6.47e+008
2.24e+010
8.44e+007
6.68e+007
4.21e+008
1.06e+009
9.14e+008
1.29e+007
1.00e+009
7.16e+008
1.79e+008
2.07e+007
1.06e+008
1.03e+009
2.38e+008
1.65e+009
9.03e+007
1.51e+010
1.98e+008
1.39e+008
1.57e+008
7.28e+007
9.03e+008
7.46e+007
1.54e+009
7.53e+007

(R)DCAALASNGELR(1)
(R)WFPEAFQTLVENAYPAL(-)
(R)DCAALASNGELR(1)

(R)YQDEY IAPIAEILSDPAYNNIR(I)
(R)DCAALASNGELR(1)
(R)DCAALASNGELR(1)
(K)ANGESNGSS I SGYNTAVWMDR( 1)
(R)DCAALASNGELR(1)

(R)YQDEY IAPIAEILSDPAYNNIR(1)
(R)WFPEAFQTLVENAYPAL (-)
(R)YQDEY IAPIAEILSDPAYNNIR(1)
(R)DCAALASNGELR(1)
(R)SSMINNGFPNSLGMLIDTGR(N)
(R)DCAALASNGELR(1)
(R)DCAALASNGELR(1)
(R)SSMINNGFPNSLGMLIDTGR(N)
(R) YADEGSG IMTGAMDNAPHAGR(W)
(R)WFPEAFQTLVENAYPAL(-)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(R)DCAALASNGELR(1)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(R)DCAALASNGELR(1)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(R)YQDEY IAPIAEILSDPAYNNIR(1)
(K)ANGESNGSS ISGYNTAVWMDR (1)
(R)DCAALASNGELR(1)
(R)DCAALASNGELR(1)
(R)WFPEAFQTLVENAYPAL(-)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(K)ANGESNGSS ISGYNTAVWMDR (1)
(R)SSMINNGFPNSLGMLIDTGR(N)
(R) YADEGSG IMTGAMDNAPHAGR(W)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(R)DCAALASNGELR(1)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(R)YQDEY IAPIAEILSDPAYNNIR(1)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(R)DCAALASNGELR(1)
(K)SSDFYEFNSYLDELSFVQDWR(S)

1276.595
1995.985
1276.595
2568.262
1276.595
1276.595
2215.967
1276.595
2568.262
1995.985
2568.262
1276.595
2124.021
1276.595
1276.595
2124.021
2120.912
1995.985
2647.162
1276.595
2647.162
1276.595
2647.162
2568.262
2215.967
1276.595
1276.595
1995.985
2647.162
2647.162
2215.967
2124.021
2120.912
2647.162
2647.162
2647.162
2647.162
1276.595
2647.162
2568.262
2647.162
2647.162
2647.162
2647.162
2647.162
2647.162
1276.595
2647.162
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76 067-0702.1678.1678.1

77 067-0702.0934.0942.0

Group Subgroup Spectra

#) (#) (#)
2 2.2 39
# Filename

067-0702.2640.2655.3
067-0702.2634.2685.3
067-0702.1978.2001.2
067-0701.2070.2106.2
067-0702.2076.2107.2
067-0301.2066.2096.2
067-0702.1631.1720.2
067-0702.1722.1825.2
067-0701.1767.1837.2
067-0702.1836.1911.2
067-0301.1974.1979.0
067-0701.1659.1764.2
067-0702.2184.2252.0
067-0301.1651.1757.2
067-0301.1759.1823.2
067-0301.4833.4915.2
067-0301.5138.5189.0
067-0701.2424.2456.2
067-0301.2625.2672.0
067-0701.4827.4891.2
067-0702.4829.4870.2
067-0701.2634.2660.0
067-0301.2163.2243.2
067-0702.5108.5169.2
067-0702.2306.2375.0
067-0701.2185.2253.2
067-0301.2256.2335.0
067-0701.2338.2364.0
067-0701.5120.5189.0
067-0301.2457.2457.2
067-0301.1889.1905.2
067-0701.2817.2822.0
067-0701.2652.2657.2
067-0702.2645.2662.2
067-0301.1669.1675.1
36 067-0301.2640.2656.2
067-0301.2808.2814.0

cle ke kR B

m‘m‘w‘w‘w‘w‘w‘m‘m‘m‘m‘m‘w‘m‘m‘m‘m‘»—\HHHH»—‘»—\H‘H‘H\@\m\\l\m\m\b\m\mh—‘
oSN I©C0IoNIIIOISN WIN kS N -

‘0.)
ey

1 716 3.07 82.8 1.24e+009 (R)DCAALASNGELR(I) 1276.595
2 618 1.50 96.9 2.13e+005 (R)IADGGFQR(Y) 863.437
Distinct SDulrSnth:i Total Protein
Peptides  MSMS U0 Slocta MW Accession #

#) Search Intensity (Da)

Score

4 73.39 16 3.78e+010 43960.4 PA Bse meta comb:2073561917
s Fwd-Rev SPl Spectrum MH*
COT® ~ Score (%) Intensity Sequence Mezg:;)ed
21.21 16.43 96.0 1.67e+008 (R)NGWGGANRPSGASSSTDLNTYVDESR(I) 2698.209
20.38 20.38 95.9 1.75e+008 (R)NGWGGANRPSGASSSTDLNTYVDESR(I) 2698.209
19.35 9.91 96.8 1.55e+008 (R)DCAALASNGELR(I) 1276.595
18.76 8.89 95.6 1.60e+008 (R)DCAALASNGELR(I) 1276.595
18.74 9.49 95.4 1.64e+008 (R)DCAALASNGELR(I) 1276.595
18.71 9.46 94.8 1.33e+008 (R)DCAALASNGELR(I) 1276.595
18.20 9.74 93.6 3.54e+009 (R)DCAALASNGELR(I) 1276.595
17.68 8.72 93.3 4.43e+009 (R)DCAALASNGELR(I) 1276.595
17.67 8.69 93.0 3.22e+009 (R)DCAALASNGELR(I) 1276.595
17.67 9.69 92.6 1.21e+009 (R)DCAALASNGELR(I) 1276.595
17.21 9.38 93.4 1.29¢+008 (R)DCAALASNGELR(I) 1276.595
17.15 8.70 92.6 4.44e+009 (R)DCAALASNGELR(I) 1276.595
16.83 9.42 81.2 2.10e+008 (R)DCAALASNGELR(I) 1276.595
16.63 7.63 92.0 4.75e+009 (R)DCAALASNGELR(I) 1276.595
16.63 8.16 92.0 3.64e+009 (R)DCAALASNGELR(I) 1276.595
16.46 13.37 89.4 1.08e+009 (K)GFPSTLGMLIDTGR(N) 1464.752
16.37 10.62 88.8 4.79e+008 (R)YQNEYIAGITEIIGDSK(Y) 1913.949
16.31 8.11 88.3 3.40e+007 (R)DCAALASNGELR(I) 1276.595
16.02 11.10 84.0 1.47e+008 (R)NGWGGANRPSGASSSTDLNTYVDESR(1) 2698.209
16.00 11.81 90.1 1.18e+009 (K)GFPSTLGMLIDTGR(N) 1464.752
15.96 12.36 89.7 9.49e+008 (K)GFPSTLGMLIDTGR(N) 1464.752
15.74 12.11 76.7 1.52e+008 (R)NGWGGANRPSGASSSTDLNTYVDESR(I) 2698.209
15.37 8.92 81.9 2.00e+008 (R)DCAALASNGELR(I) 1276.595
15.34 12.27 87.9 6.46e+008 (R)YQNEYIAGITEIIGDSK(Y) 1913.949
14.95 8.37 82.8 7.88e+007 (R)DCAALASNGELR(I) 1276.595
14.69 8.00 79.2 2.21e+008 (R)DCAALASNGELR(I) 1276.595
14.42 7.35 83.2 1.75e+008 (R)DCAALASNGELR(I) 1276.595
14.06 7.80 78.2 4.92e+007 (R)DCAALASNGELR(I) 1276.595
13.99 7.08 814 4.95e+008 (R)YQNEYIAGITEIIGDSK(Y) 1913.949
13.32 8.41 82.4 6.68e+007 (R)DCAALASNGELR(I) 1276.595
13.30 7.73 67.4 4.21e+008 (R)DCAALASNGELR(I) 1276.595
12.67 12.67 75.2 1.95e+008 (R)NGWGGANRPSGASSSTDLNTYVDESR(I) 2698.209
12.58 6.30 87.6 1.77e+007 (R)NGWGGANRPSGASSSTDLNTYVDESR(I) 2698.209
11.07 4.80 87.2 2.17e+007 (R)NGWGGANRPSGASSSTDLNTYVDESR(I) 2698.209
10.69 3.62 86.7 1.65e+009 (R)DCAALASNGELR(I) 1276.595
9.45 256 83.3 1.82e+007 (R)NGWGGANRPSGASSSTDLNTYVDESR(I) 2698.209
9.33 5.95 70.1 2.04e+008 (R)NGWGGANRPSGASSSTDLNTYVDESR(I) 2698.209
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38 067-0701.1676.1680.1
39 067-0702.1678.1678.1

1
1

Group Subgroup Spectra

#) (#) (#)
2.3 27
Filename

F*

‘r\) ‘r\: ‘r\: ‘I\J ‘l\) ‘l\) ‘r\) ‘r\: ‘»—\ ‘H ‘H ‘H ‘I—‘ ‘I—‘ ‘»—\ ‘H ‘H ‘P [© 0 N @ 01 I W N =
~N o o B IN kO oo N o b s w Nk

067-0702.1978.2001.2
067-0701.2070.2106.2
067-0702.2076.2107.2
067-0301.2066.2096.2
067-0702.1631.1720.2
067-0702.1722.1825.2
067-0701.1767.1837.2
067-0702.1836.1911.2
067-0301.1974.1979.0
067-0701.1659.1764.2
067-0702.2184.2252.0
067-0301.1651.1757.2
067-0301.1759.1823.2
067-0701.2424.2456.2
067-0301.2163.2243.2
067-0701.5882.5902.0
067-0702.2306.2375.0
067-0701.2185.2253.2
067-0301.2256.2335.0
067-0701.2338.2364.0
067-0301.2457.2457.2
067-0301.1889.1905.2
067-0702.5807.5807.0
067-0301.1669.1675.1
067-0301.5868.5868.0
067-0701.1676.1680.1
067-0702.1678.1678.1

P P NP NN NDNDNMNNNNDDNDDNDMDNNNDNDNDMDNDDNDMNDNNDMNDMDNDNDNDNDDN

Group Subgroup Spectra

#) (#) (#)
2.4 27
Filename

#

z

8.27 251 86.6 1.54e+009 (R)DCAALASNGELR(I) 1276.595
7.16 3.07 82.8 1.24e+009 (R)DCAALASNGELR(I) 1276.595
Distinct SDulﬁ"ltmgzi Total Protein
Peptides MS/MS Cc(:(?eAr:ge Spprgéﬂgl MwW A?f:;z;ﬁ?# Protein Name
#) Search Intensity (Da)
Score
2 34.35 15 3.26e+010 23418.9 PA Bse meta comb:2073570681
Fwd-Rev SPl Spectrum MH*
Score Score (%) Intensity Sequence Mezg:;)ed
19.35 9.91 96.8 1.55e+008 (R)DCAALASNGELR(I) 1276.595
18.76 8.89 95.6 1.60e+008 (R)DCAALASNGELR(I) 1276.595
18.74 9.49 95.4 1.64e+008 (R)DCAALASNGELR(I) 1276.595
18.71 9.46 94.8 1.33e+008 (R)DCAALASNGELR(I) 1276.595
18.20 9.74 93.6 3.54e+009 (R)DCAALASNGELR(I) 1276.595
17.68 8.72 93.3 4.43e+009 (R)DCAALASNGELR(I) 1276.595
17.67 8.69 93.0 3.22e+009 (R)DCAALASNGELR(I) 1276.595
17.67 9.69 92.6 1.21e+009 (R)DCAALASNGELR(I) 1276.595
17.21 9.38 93.4 1.29¢+008 (R)DCAALASNGELR(I) 1276.595
17.15 8.70 92.6 4.44e+009 (R)DCAALASNGELR(I) 1276.595
16.83 9.42 81.2 2.10e+008 (R)DCAALASNGELR(I) 1276.595
16.63 7.63 92.0 4.75e+009 (R)DCAALASNGELR(I) 1276.595
16.63 8.16 92.0 3.64e+009 (R)DCAALASNGELR(I) 1276.595
16.31 8.11 88.3 3.40e+007 (R)DCAALASNGELR(I) 1276.595
15.37 8.92 81.9 2.00e+008 (R)DCAALASNGELR(I) 1276.595
15.00 7.31 84.5 2.46e+008 (R)YQDEYIAGITEIIGDPAYSGIR(I) 2444.198
14.95 8.37 82.8 7.88e+007 (R)DCAALASNGELR(I) 1276.595
14.69 8.00 79.2 2.21e+008 (R)DCAALASNGELR(I) 1276.595
14.42 7.35 83.2 1.75e+008 (R)DCAALASNGELR(I) 1276.595
14.06 7.80 78.2 4.92e+007 (R)DCAALASNGELR(I) 1276.595
13.32 8.41 82.4 6.68e+007 (R)DCAALASNGELR(I) 1276.595
13.30 7.73 67.4 4.21e+008 (R)DCAALASNGELR(I) 1276.595
12.49 6.58 72.9 3.26e+008 (R)YQDEYIAGITEIIGDPAYSGIR(I) 2444.198
10.69 3.62 86.7 1.65e+009 (R)DCAALASNGELR(I) 1276.595
9.89 521 65.4 2.10e+008 (R)YQDEYIAGITEIIGDPAYSGIR(I) 2444.198
8.27 2.51 86.6 1.54e+009 (R)DCAALASNGELR(I) 1276.595
7.16 3.07 82.8 1.24e+009 (R)DCAALASNGELR(I) 1276.595
;)is:!gct SEE/E% % AA PIgtt:iln Pr,a{/(\e/in Database Protein N
ep(#l) es Search Coverage i;;gﬁ;rlgll (Da) Accession # rotein Name
Score
2 31.70 3 3.23e+010 113016.6 PA_Bse02:2503999098
Fwd-Rev SPl Spectrum MH*
Score Score (%) Intensity Sequence Mazg:g)ed
9.91 96.8 1.55e+008 (R)DCAALASNGELR(I) 1276.595

1 067-0702.1978.2001.2 2 19.35
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PA_Bse_meta_comb:2073570681 BaSeMet_00143370 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [I

PA_Bse02:2503999098 BS02DRAFT_00001060 Cellulose or protein binding domain./Glycosyl hydrolases family 6

2/12/2014





Spectrum Mill - Protein Peptide/Summary

ERlsGRE|

‘N‘N‘N‘N‘N‘N‘N‘N‘H‘»—\»—\HHHHH‘D—\‘H\@\OON\O)\LH\&\OJ\N
~N o o B W IN kO ko N -

067-0701.2070.2106.2
067-0702.2076.2107.2
067-0301.2066.2096.2
067-0702.1631.1720.2
067-0702.1722.1825.2
067-0701.1767.1837.2
067-0702.1836.1911.2
067-0301.1974.1979.0
067-0701.1659.1764.2
067-0702.2184.2252.0
067-0301.1651.1757.2
067-0301.1759.1823.2
067-0701.2424.2456.2
067-0301.2163.2243.2
067-0702.2306.2375.0
067-0701.2185.2253.2
067-0301.2256.2335.0
067-0701.2338.2364.0
067-0301.2457.2457.2
067-0301.1889.1905.2
067-0702.7396.7396.0
067-0701.7411.7445.0
067-0301.1669.1675.1
067-0301.7409.7426.0
067-0701.1676.1680.1
067-0702.1678.1678.1

P P NP NN NDDNMDNDDNNDNNDNDNDMDNDDNNDNDMDNMNDNDNDDNDDNDDNDDNDDN

Group Subgroup Spectra

#) (#) (#)
3.1 21
Filename

F*

‘5 "13 “: ‘I—‘ [© joo N (o o1 ™ W IN -

067-0702.2193.2251.2
067-0301.2185.2242.2
067-0701.2195.2252.2
067-0301.2775.2779.0
067-0301.2280.2354.2
067-0301.2967.2967.0
067-0701.2971.2978.2
067-0702.2980.3013.2
067-0701.2787.2854.3
067-0702.2801.2807.2
067-0701.2290.2365.0
067-0702.2789.2794.0
067-0301.2962.2962.0

N W NN WNNDNNDWDNDDNDN

18.76 8.89 95.6 1.60e+008 (R)DCAALASNGELR(I) 1276.595
18.74 9.49 95.4 1.64e+008 (R)DCAALASNGELR(I) 1276.595
18.71 9.46 94.8 1.33e+008 (R)DCAALASNGELR(I) 1276.595
18.20 9.74 93.6 3.54e+009 (R)DCAALASNGELR(I) 1276.595
17.68 8.72 93.3 4.43e+009 (R)DCAALASNGELR(I) 1276.595
17.67 8.69 93.0 3.22e+009 (R)DCAALASNGELR(I) 1276.595
17.67 9.69 92.6 1.21e+009 (R)DCAALASNGELR(I) 1276.595
17.21 9.38 93.4 1.29¢+008 (R)DCAALASNGELR(I) 1276.595
17.15 8.70 92.6 4.44e+009 (R)DCAALASNGELR(I) 1276.595
16.83 9.42 81.2 2.10e+008 (R)DCAALASNGELR(I) 1276.595
16.63 7.63 92.0 4.75e+009 (R)DCAALASNGELR(I) 1276.595
16.63 8.16 92.0 3.64e+009 (R)DCAALASNGELR(I) 1276.595
16.31 8.11 88.3 3.40e+007 (R)DCAALASNGELR(I) 1276.595
15.37 8.92 81.9 2.00e+008 (R)DCAALASNGELR(I) 1276.595
14.95 8.37 82.8 7.88e+007 (R)DCAALASNGELR(I) 1276.595
14.69 8.00 79.2 2.21e+008 (R)DCAALASNGELR(I) 1276.595
14.42 7.35 83.2 1.75e+008 (R)DCAALASNGELR(I) 1276.595
14.06 7.80 78.2 4.92e+007 (R)DCAALASNGELR(I) 1276.595
13.32 8.41 82.4 6.68e+007 (R)DCAALASNGELR(I) 1276.595
13.30 7.73 67.4 4.21e+008 (R)DCAALASNGELR(I) 1276.595
12.35 6.89 84.0 1.55e+008 (R)YQNEYIAPIVEILSDPAYANIR(I) 2552.303
11.62 6.94 77.4 1.63e+008 (R)YQNEYIAPIVEILSDPAYANIR(I) 2552.303
10.69 3.62 86.7 1.65e+009 (R)DCAALASNGELR(I) 1276.595
8.48 3.06 64.6 1.60e+008 (R)YQNEYIAPIVEILSDPAYANIR(I) 2552.303
8.27 251 86.6 1.54e+009 (R)DCAALASNGELR(I) 1276.595
7.16 3.07 82.8 1.24e+009 (R)DCAALASNGELR(I) 1276.595
Distinct SDulfr:mgtd % AA P-:—gtt:iln Protein )
Peptides  MS/MS Coverage Spectral Accession # Protein Name

#) Search Intensity (Da)

Score

4 68.61 23 9.64e+009 34086.6 PA BS12:2189568629 PA BS12:2189568629 or1947 Cellulose or protein binding domain. [B. setacea BS12] 325 bp
s Fwd-Rev SPI Spectrum MH*
core ' o e (%) Intensity Sequence Matched

(Da)

19.71 11.54 99.0 1.23e+009 (K)SLDVQVYNECR(S) 1382.637
19.21 10.13 98.9 1.36e+009 (K)SLDVQVYNECR(S) 1382.637
19.21 11.00 98.9 1.21e+009 (K)SLDVQVYNECR(S) 1382.637
18.53 8.23 91.8 2.36e+008 (R)QCHSAWSGYGSGDYDVSAAMNSNK(S) 2592.051
16.47 10.34 84.3 5.60e+008 (K)SLDVQVYNECR(S) 1382.637
16.30 16.30 89.1 1.62e+008 (K)AGYDWTYQQLSGHECDDVR(F) 2299.967
16.11 16.11 85.8 1.58e+008 (K)AGYDWTYQQLSGHECDDVR(F) 2299.967
15.94 15.94 91.0 1.96e+008 (K)AGYDWTYQQLSGHECDDVR(F) 22990.967
15.63 6.25 82.7 3.17e+008 (R)QCHSAWSGYGSGDYDVSAAMNSNK(S) 2592.051
15.54 15.54 89.9 6.23e+007 (R)QCHSAWSGYGSGDYDVSAAMNSNK(S) 2592.051
14.83 8.76 81.1 4.66e+008 (K)SLDVQVYNECR(S) 1382.637
14.55 6.40 83.7 2.19e+008 (R)QCHSAWSGYGSGDYDVSAAMNSNK(S) 2592.051
14.44 14.44 66.8 1.67e+008 (K)AGYDWTYQQLSGHECDDVR(F) 2299.967
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14 067-0701.2402.2413.2
15 067-0701.4662.4662.0
16 067-0702.2287.2311.2
17 067-0301.2947.3028.3
18 067-0301.2800.2822.2
19 067-0701.2808.2812.2
20 067-0301.4679.4679.2
21 067-0301.4685.4685.2

NN NN WNNDN

Group Subgroup Spectra
# ) #)

4 4.1 9

F*

Filename z

067-0701.3899.3975.0 2
067-0301.3888.3969.2 2
067-0702.3886.3959.0 2
067-0702.4541.4573.0 2
067-0301.4757.4791.2 2
067-0701.2668.2668.0 2
067-0301.2667.2667.0 2
067-0701.4748.4808.2 2
067-0702.4728.4802.2 2

© joo N (o [0 [ W IN -

Group Subgroup Spectra
#) (#) (#)

5 51 9

I+

Filename z

067-0301.3143.3178.0 2
067-0301.5107.5172.2 2
067-0702.3151.3190.0 2
067-0702.5071.5140.2 2
067-0701.2149.2175.0 2
067-0701.5111.5205.2 2
067-0701.5211.5241.2 2
067-0301.2140.2158.0 2
067-0702.2151.2159.0 2

[© joo N (o o1 ™ W IN e

Group Subgroup Spectra
*) # #

14.21 7.34 76.7 2.27e+007 (K)SLDVQVYNECR(S) 1382.637
14.07 9.63 86.1 5.62e+008 (R)FLASAMMETEVMDTNYTYGDAK(S) 2488.072
13.08 9.24 76.2 5.80e+008 (K)SLDVQVYNECR(S) 1382.637
12.91 8.40 83.6 1.06e+009 (K)AGYDWTYQQLSGHECDDVR(F) 2299.967
12.86 12.86 78.3 7.97e+007 (R)QCHSAWSGYGSGDYDVSAAMNSNK(S) 2592.051
10.61 10.61 64.0 6.04e+007 (R)QCHSAWSGYGSGDYDVSAAMNSNK(S) 2592.051
8.76 8.76 69.1 4.67e+008 (R)FLASAMMETEVMDTNYTYGDAK(S) 2488.072
8.74 8.74 67.7 4.63e+008 (R)FLASAMMETEVMDTNYTYGDAK(S) 2488.072
o Distinct Total .
#) Search Intensity (Da)
Score
4 55.27 9 7.24e+009 72837.7 PA_BS12:2189569651
s Fwd-Rev SPl Spectrum MH*
core Score (%) Intensity Sequence Matched
(Da)
18.29 10.40 96.4 1.26e+009 (K)DVMVVEVGTPWNDGEAR(E) 1873.875
17.16 11.74 84.3 1.35e+009 (K)DVMVVEVGTPWNDGEAR(E) 1873.875
16.04 10.60 83.1 1.08e+009 (K)DVMVVEVGTPWNDGEAR(E) 1873.875
13.69 13.69 74.1 6.21e+008 (R)VWVNPNGGWYSSIDDVVQK(A) 2163.050
11.65 7.55 83.3 7.27e+008 (R)DNGANFDIIGASSYPTTSDMAWR(T) 2489.104
11.64 4,55 89.6 1.90e+007 (R)EIIADVISK(V) 987.572
11.01 2.87 91.3 2.15e+007 (R)EITADVISK(V) 987.572
10.35 5.05 76.4 1.05e+009 (R)DNGANFDIIGASSYPTTSDMAWR(T) 2489.104
7.26 7.26 64.4 1.11e+009 (R)DNGANFDIIGASSYPTTSDMAWR(T) 2489.104
Dist!nct SDulztmgtj % AA P-:—gtt:iln Protein Database )
Peptides MS/MS Coverage Spectral MW Accession # Protein Name
#) Search Intensity (Da)
Score
3 45.93 6 1.05e+010 77941.2 PA_BS12:2189569979
.
Score Fvsv(c:i;?:v (SOZ)I Slr?tee(;tgjt? Sequence M:::Itlz-'hed
(Da)
18.04 10.85 94.6 2.81e+008 (K)YVVNGGISVWK(L) 1221.663
15.82 6.27 90.9 2.88e+009 (K)FADGTLNIPESGNGVADILDEAR(W) 2374.152
14.74 6.56 87.1 1.80e+008 (K)YVVNGGISVWK(L) 1221.663
12.28 4.88 88.2 3.13e+009 (K)FADGTLNIPESGNGVADILDEAR(W) 2374.152
12.07 12.07 76.2 7.59e+007 (K)ASSNTAQTWELR(Q) 1363.660
11.76 3.78 76.9 2.03e+009 (K)FADGTLNIPESGNGVADILDEAR(W) 2374.152
10.97 3.00 77.5 1.79e+009 (K)FADGTLNIPESGNGVADILDEAR(W) 2374.152
9.55 9.55 65.8 8.15e+007 (K)ASSNTAQTWELR(Q) 1363.660
9.36 4.33 74.3 3.43e+007 (K)ASSNTAQTWELR(Q) 1363.660
g ‘e Total .
Peptides summed (AR - Proten  PUIT - patabase oo vame
) MS/MS Intensity (®a)
Search

http://spectrummillxp/millscripts/summaryPP.pl
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PA_BS12:2189569651 0r2957 Glycosyl hydrolase family 53./Cellulose or protein binding domain. [B. setacea BS12] ¢

PA_BS12:2189569979 0r3290 Glycosyl hydrolase family 9./Cellulose or protein binding domain./N-terminal ig-like doi
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5 5.2 5

I+

Filename z

067-0301.3143.3178.0 2
067-0702.3151.3190.0 2
067-0301.5558.5597.0 2
067-0701.5569.5576.0 2
067-0702.5523.5530.0 2

o s W N e

Group Subgroup Spectra
#) (#) (#)

6 6.1 7

H*

Filename z

067-0702.2505.2531.2 2
067-0701.6640.6681.2 2
067-0301.6645.6650.0 2
067-0702.6582.6588.0 2
067-0701.3130.3171.0 3
067-0701.2497.2512.2 2
067-0301.2497.2503.0 2

N o o s W N

Group Subgroup Spectra
# #) #)

7 7.1 8

F*

Filename z

067-0701.4754.4761.0 2
067-0702.4752.4771.0 2
067-0701.2029.2088.2 2
067-0702.2028.2108.2 2
067-0301.3746.3746.0 2
067-0702.3774.3774.0 2
067-0301.2010.2083.2 2
067-0701.3747.3747.0 2

0 N o [0 » jw IN -

Group Subgroup Spectra
*) (G #

Score
2 32.25 4 1.25e+009 87140.5 PA_Bse02:2503999088
Fwd-Rev SPl Spectrum MH*
Score  geore (%) Intensity Sequence Mazt[;::)ed
18.04 10.85 94.6 2.81e+008 (K)YVVNGGISVWK(L) 1221.663
14.74 6.56 87.1 1.80e+008 (K)YVVNGGISVWK(L) 1221.663
14.21 6.43 86.9 2.99e+008 (K)GIIIDDGALNIPESNNNVSDLLDEAR(W) 2767.374
13.73 5.94 88.0 2.27e+008 (K)GII1DDGALNIPESNNNVSDLLDEAR(W) 2767.374
11.02 3.88 79.7 2.67e+008 (K)GIIIDDGALNIPESNNNVSDLLDEAR(W) 2767.374
Eis:!gct SEE/E% % AA PIgtt:iln Pr,\(;'{/t\e/in Database Protein N
ep(#l) es Search Coverage i;;gﬁ;rlgll (Da) Accession # rotein Name
Score
3 44.72 12 1.59e+009 52143.8 PA_BS12:2189568458
.
Score F"S"g;?:V (SO/FO’)l S";]Jg;tgljt? Sequence M%E)ed
17.81 17.81 89.3 1.12e+008 (K)DELGYNASLSQYK(S) 1487.701
14.35 14.35 77.0 3.24e+008 (R)GLTDLQQGCQWYVDWFEAADNPSLK(Y) 2941.346
14.26 14.26 78.2 2.68e+008 (R)GLTDLQQGCQWYVDWFEAADNPSLK(Y) 2941.346
12.74 12.74 70.6 2.77e+008 (R)GLTDLQQGCQWYVDWFEAADNPSLK(Y) 2941.346
12.56 5.73 76.8 2.94e+008 (R)CFEIQFTGSSHNGGNDPGSAALSGK(R) 2538.131
8.98 8.98 60.6 1.17e+008 (K)DELGYNASLSQYK(S) 1487.701
8.05 8.05 63.1 1.93e+008 (K)DELGYNASLSQYK(S) 1487.701
o Distinct Total .
Pepides MOS o 6AA - Proen PN patmbase i ane
#) Search Intensity (Da)
Score
3 40.45 11 1.09e+009 42518.1 PA_Bse02:2503998249
"
Score FUtRev S8 Specrun
(Da)
14.61 9.86 83.7 2.28e+008 (R)VLTWADFEDQPFCDR(Q) 1898.838
13.62 13.62 78.6 1.99e+008 (R)VLTWADFEDQPFCDR(Q) 1898.838
13.25 8.64 89.7 9.17e+007 (R)HVIYGEWGR(D) 1116.559
13.25 8.64 89.4 1.11e+008 (RYHVIYGEWGR(D) 1116.559
12.59 12.59 76.9 1.22e+008 (R)QVGSISMNEGAGLLSATCNVPSR(S) 2348.133
12.42 12.42 70.9 1.22e+008 (R)QVGSISMNEGAGLLSATCNVPSR(S) 2348.133
11.99 6.36 88.8 8.85e+007 (R)HVIYGEWGR(D) 1116.559
8.82 8.82 64.5 1.30e+008 (R)QVGSISMNEGAGLLSATCNVPSR(S) 2348.133
o Distinct Total _
I;.e:;i:gg; SI\L/jlg]/mgd Ct;)/\geAraAge Spggct:?:'gl F,rl\(;l’\[l’\elm Aggéask;?;ﬁ# Protein Name
@) Ssecaor::: Intensity ©3)

http://spectrummillxp/millscripts/summaryPP.pl

Page 11 of 13

PA_Bse02:2503999088 BS02DRAFT_00000960 Cellulose or protein binding domain./Glycosyl hydrolase family 9./N

PA_BS12:2189568458 or1762 Glycosyl hydrolase family 45./Cellulose or protein binding domain./Cellulose binding d

PA_Bse02:2503998249 BS02DRAFT_00014250 Cellulose or protein binding domain./Chitin binding domain. [B. setz
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7.2 12

F*

Filename

067-0301.1359.1365.3
067-0702.1361.1379.3
067-0701.1356.1389.3
067-0701.2029.2088.2
067-0702.2028.2108.2
067-0701.1347.1425.2
067-0301.2010.2083.2
067-0702.1351.1360.0
067-0301.1345.1345.0
067-0301.1350.1350.0
067-0702.1533.1533.0
067-0301.1605.1605.0

= = 2 O o N o 0w N e
[N'=

Group Subgroup Spectra
# ) #)

8.1

F*

Filename

067-0701.3251.3274.2
067-0301.3859.3864.0
067-0301.3244.3273.2
067-0301.3982.4001.2
067-0702.3267.3273.0
067-0701.4005.4005.2

@ o & W N =

Group Subgroup Spectra
# ) #)

9.1 13

F*

Filename

067-0701.2270.2304.2
067-0702.2050.2105.3
067-0701.2051.2104.3
067-0301.2050.2094.3
067-0301.2260.2274.2
067-0301.2040.2093.2
067-0702.2049.2104.2
067-0701.2045.2103.2

0 N o [0 | W N =

Page 12 of 13

2 31.59 6 3.88e+008 39939.7 PA BS12:2189570962 PA_BS12:2189570962 o0r0231 Uncharacterized protein conserved in bacteria [B. setacea BS12] 383 bp
Fwd-Rev SPI Spectrum MH*

Score Score (%) Intensity Sequence Mz?g::)ed

18.34 9.11 95.0 4.83e+006 (K)NEGSGTLSANCNVPSR(S) 1662.750

17.40 8.51 96.7 4.56e+006 (K)NEGSGTLSANCNVPSR(S) 1662.750

16.82 7.59 94.3 5.23e+006 (K)NEGSGTLSANCNVPSR(S) 1662.750

13.25 8.64 89.7 9.17e+007 (R)HVIYGEWGR(D) 1116.559

13.25 8.64 89.4 1.11e+008 (R)HVIYGEWGR(D) 1116.559

12.68 5.50 83.0 2.78e+007 (K)NEGSGTLSANCNVPSR(S) 1662.750

11.99 6.36 88.8 8.85e+007 (R)HVIYGEWGR(D) 1116.559

11.44 7.20 80.0 1.69e+007 (K)NEGSGTLSANCNVPSR(S) 1662.750

10.43 5.24 76.0 1.43e+007 (K)NEGSGTLSANCNVPSR(S) 1662.750

10.28 3.48 78.5 1.61e+007 (K)NEGSGTLSANCNVPSR(S) 1662.750

9.08 9.08 73.9 4.02e+006 (K)NEGSGTLSANCNVPSR(S) 1662.750

6.54 2.23 82.4 2.67e+006 (K)NEGSGTLSANCNVPSR(S) 1662.750

. Distinct Total .

#) Search Intensity (Da)

Score

3 39.90 9 1.72e+009 54835.2 PA BS12:2189568724 PA_BS12:2189568724 0r2045 Beta-1,4-xylanase [B. setacea BS12] 511 bp
s Fwd-Rev SPI Spectrum MH*
core " o ire (%) Intensity Sequence Matched

(Da)

14.03 10.98 77.5 2.00e+008 (K)AEEIEEWIR(D) 1174.574
13.81 10.58 78.7 6.69e+008 (R)YPDTEMIDVVNESTPGHAPADFAR(D) 2632.198
13.57 13.57 80.8 1.83e+008 (K)AEEIEEWIR(D) 1174.574
12.06 7.85 74.8 3.33e+008 (R)SDFTQYWDQITPENEGK(W) 2057.909
11.07 11.07 67.4 1.48e+008 (K)AEEIEEWIR(D) 1174.574
10.65 5.55 75.2 1.83e+008 (R)SDFTQYWDQITPENEGK(W) 2057.909
Distinct S[ﬂﬁ:lnqgti Total Protein
Peptides MS/MS Cc(:(?eAr:ge Sﬁ;géﬂgl MwW ACD:ézk;?;ﬁ# Protein Name

#) Search Intensity (Da)

Score

2 38.12 8 4.28e+009 58225.4 PA _BS12:2189570192 PA_BS12:2189570192 0or3423 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 560 bp
s Fwd-Rev SPl Spectrum MH*
COT® ~ Score (%) Intensity Sequence Mezg:;)ed
20.96 15.58 98.8 5.34e+007 (R)AALGADGEGSYSEDPSGNLSR(I) 2052.911
20.33 13.89 96.2 2.81e+008 (R)AALGADGEGSYSEDPSGNLSR(I) 2052.911
19.85 12.10 96.4 3.03e+008 (R)AALGADGEGSYSEDPSGNLSR(I) 2052.911
19.80 12.37 94.9 2.40e+008 (R)AALGADGEGSYSEDPSGNLSR(I) 2052.911
19.45 13.48 98.3 5.11e+007 (R)AALGADGEGSYSEDPSGNLSR(I) 2052.911
19.42 14.15 97.5 5.27e+008 (R)AALGADGEGSYSEDPSGNLSR(I) 2052.911
18.94 13.19 98.2 6.89e+008 (R)AALGADGEGSYSEDPSGNLSR(I) 2052.911
18.41 12.40 97.3 6.78e+008 (R)AALGADGEGSYSEDPSGNLSR(I) 2052.911
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5.17e+007 (R)AALGADGEGSYSEDPSGNLSR(I) 2052.911
4.86e+008 (K)AEGSSIVQTGSAVSNWNDSDLTAAGR(L) 2593.213

067-0702.2275.2300.2
0 067-0702.3446.3492.2

2 18.36 13.08
2
067-0301.3488.3488.2 2 17.12 13.76
2
2

17.16 12.42

©
o1
a1

©
N
[

10

1 90.4 5.67e+008 (K)AEGSSIVQTGSAVSNWNDSDLTAAGR(L) 2593.213
12 067-0701.3443.3443.2 14.68 14.68 82.0 3.13e+008 (K)AEGSSIVQTGSAVSNWNDSDLTAAGR(L) 2593.213
13 067-0702.2355.2378.0 9.49 9.49 63.1 3.65e+007 (R)AALGADGEGSYSEDPSGNLSR(I) 2052.911

Distinct

o Total )
Distinct Summed ) Protein
Group Subgroup Spectra . % AA Protein Database .
#) #) #) Peptides  MS/MS Coverage Spectral Mw Accession # Protein Name
#) Search Intensit (Da)
Score y
10 10.1 3 2 25.38 7 1.60e+009 72721.8 PA_BS12:2189568163 PA_BS12:2189568163 or1494 Arabinogalactan endo-1,4-beta-galactosidase [B. setacea BS12] 679 bp
# Filename z Score Fwd-Rev  SPI Spectrum Sequence M'\th+d
Score (%) Intensity q "’E[ga)e
1 067-0301.8108.8155.0 2 14.19 14.19 92.0 3.56e+008 (K)QGQYDFLYDLTNAVENLNGFK(G) 2449.167
2 067-0701.8104.8140.0 2 12.05 12.05 86.8 2.94e+008 (K)QGQYDFLYDLTNAVENLNGFK(G) 2449.167
3 067-0301.6313.6313.0 3 11.19 3.08 78.6 9.46e+008 (R)DTLTSMQNAGVLPDMVQVGNEVNPGMCWDLGR(I) 3504.602
Distinct Total
Distinct Summed ; Protein
G'(‘;;‘p S”bg)"“p Sp&")"a Peptides MS/MS 0 eAraAge Spprgéf;gl MW AE:;‘Z?;’? ) Protein Name
#) Search . (Da)
Intensity
Score
11 11.1 3 2 22.78 6 7.90e+008 62134.7 PA Bse08:2503996242 PA_Bse08:2503996242 BSO8DRAFT_00001300 Cellulose or protein binding domain./Cellulose binding domain./Cel
# Filename z Score FWd-Rev SPI Spectrum Sequence M’\ith+ d
Score (%) Intensity q ‘?ga)e
1 067-0701.5926.5962.0 2 12.03 4.46 81.9 3.23e+008 (R)GMSSLGLQWSDAAPWMNYDSIK(W) 2457.121
2 067-0301.5911.5976.2 2 10.97 6.25 80.7 3.02e+008 (R)GMSSLGLQWSDAAPWMNYDSIK(W) 2457.121
3 067-0702.3816.3816.2 2 10.75 10.75 62.7 1.65e+008 (R)AAMYTEEEGY IFDAGVANK(V) 2078.938
Distinct
. Total )
Distinct Summed ; Protein
Group Subgroup Spectra Peptides MS/MS % AA Protein Database Protein Name
#) #) #) Coverage Spectral Accession #
#) Search Intensity (Da)
Score
12 12.1 2 2 22.39 3 1.57e+008 80610.8 PA_BS12:2189571642 PA_BS12:2189571642 or0735 Carbohydrate binding domain. [B. setacea BS12] 763 bp
; Fwd-Rev SPI Spectrum MH*
# Filename z Score Score (%) Intensity Sequence Mz?g::)ed
1 067-0702.3901.3901.0 2 13.09 4.05 78.4 1.16e+008 (R)ISLTIPQESGSGGVAAWR(V) 1828.955
2 067-0301.2740.2751.2 2  9.30 9.30 61.5 4.11e+007 (K)GAIVVGAFDER(I) 1133.595
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Results Shown Filtered by Validation Category: valid
Data Directory: msdataSM\051111_OGL_BS21_10fracs
hit table read - SpecFeatures read
valid hits read from tagSummary file - Files: 481 Hits: 977
beginning to assemble proteins .... proteins assembled 0.155937 sec
proteins filtered by unique peptides 0.018474 sec
proteins filtered by score
calculated protein coverage maps 0.104152 sec
beginning to roll up proteins into groups ... . proteins rolled up into groups 0.017317 sec
protein groups ready for display
proteinGroupingMethod: oneSharedPeptideSubgrouped 28 Proteins listed

Distinct

Distinct Summed Tota_l Protein
Group Subgroup Spectra Peptides MS/MS % AA Protein MW Databgse
#) #) #) ) Search Coverage E]E:r?;ri?l (Da) Accession #
Score y

1 1.1 168 16 281.49 34 2.93e+011 77520.7 PA_Bse02:2503999400
1 1.1 165 14 257.91 53 2.93e+011 48452.4 PA_Bse_meta_comb:2073585167
2 2.1 65 9 162.87 24 8.78e+010 73729.2 PA_BS12:2189570195
2 2.1 65 9 162.87 41 8.78e+010 44290.5 PA _Bse_meta_comb:2073567998
3 3.1 47 10 160.39 22 6.95e+009 80610.8 PA_BS12:2189571642
3 3.1 47 10 160.39 49 6.95e+009 37625.9 PA_Bse_meta_comb:2073592708
3 3.2 12 6 97.14 13 1.68e+009 112354.2 PA_Bse_meta _comb:2073560170
3 3.2 12 6 97.14 13 1.68e+009 112173.0 PA_Bse02:2503998147
4 4.1 35 8 146.03 11 5.21e+010 104392.5 PA_BS12:2189569647
4 4.2 5 2 29.53 4 4.10e+009 99497.3 PA_Bse08:2503994382
5 51 18 10 132.34 15 1.81e+009 112508.2 PA_Bse_meta_comb:2073561919
5 5.1 15 9 112.46 14 1.30e+009 113016.6 PA_Bse02:2503999098
5 52 20 8 138.41 38 4.30e+009 43960.4 PA Bse_meta comb:2073561917
5 5.2 9 4 75.50 39 1.03e+009 23858.3 PA_Bse02:2504000230
5 5.2 6 3 48.77 5 7.45e+008 114184.0 PA_Bse_meta_comb:2073561915
5 52 5 2 34.57 15 7.35e+008 23855.3 PA_Bse02:2503999190
5 5.2 7 2 29.21 7 5.35e+008 38604.4 PA_Bse02:2503998988
6 6.1 9 6 90.95 17 7.87e+008  74714.6 PA_Bse08:2503995453
7 7.1 11 6 78.64 16 1.26e+009 77470.6 PA_Bse08:2503996278
8 8.1 4 3 48.52 10 6.20e+008 56911.4 PA_Bse08:2503996762
9 9.1 10 4 45.81 2 1.22e+009 224278.3 PA_BS12:2189569050
9 9.1 10 4 45.81 2 1.22e+009 223963.9 PA_Bse_meta_comb:2073579605
10 10.1 15 3 43.06 47 8.04e+009 13375.7 PA_Bse_meta_comb:2073565643
11 11.1 5 2 33.62 6 7.22e+008 42518.1 PA_Bse02:2503998249
11 11.1 5 2 33.62 6 7.22e+008 42082.7 PA_Bse_meta_comb:2073581124
11 11.2 6 2 28.96 6 9.42e+008 39939.7 PA_BS12:2189570962
12 12.1 6 2 32.34 4 1.06e+008 70938.0 PA_Bse02:2504000681
12 12.1 6 2 32.34 4 1.06e+008 70884.2 PA_Bse08:2503997525
13 13.1 5 3 31.68 5 3.06e+008 73439.4 PA_Bse08:2503994248
14 14.1 4 2 31.00 9 9.87e+008 40574.0 PA_Bse_meta_comb:2073563645
14 14.1 4 2 31.00 9 9.87e+008  40138.6 PA_BS12:2189567930
15 15.1 3 2 30.61 3 1.07e+008 90871.9 PA_Bse08:2503995091
15 15.1 3 2 30.61 3 1.07e+008 77941.2 PA_BS12:2189569979
15 15.1 3 2 30.61 4 1.07e+008 77103.2 PA_Bse_meta_comb:2073565540
16 16.1 5 2 29.85 8 2.99e+008 62134.7 PA_Bse08:2503996242

http://spectrummillxp/millscripts/summaryPP.pl

Protein Name

PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding
PA_Bse_meta_comb:2073585167 BaSeMet_00288230 Endoglucanase [Bankia setacea microbiome (Ct
PA_BS12:2189570195 or3426 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 709 b
PA_Bse_meta_comb:2073567998 BaSeMet_00116540 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_BS12:2189571642 or0735 Carbohydrate binding domain. [B. setacea BS12] 763 bp
PA_Bse_meta_comb:2073592708 BaSeMet_00363640 hypothetical protein [Bankia setacea microbiome
PA_Bse_meta_comb:2073560170 BaSeMet_00038260 esterase, PHB depolymerase family [Bankia set:
PA_Bse02:2503998147 BS02DRAFT_00013240 esterase, PHB depolymerase family [B. setacea BS02
PA_BS12:2189569647 0r2953 Beta-1,4-xylanase [B. setacea BS12] 986 bp

PA_Bse08:2503994382 BSO8DRAFT_00000020 Cellulose or protein binding domain./Glycosyl hydrolast
PA_Bse_meta_comb:2073561919 BaSeMet_00055750 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse02:2503999098 BS02DRAFT_00001060 Cellulose or protein binding domain./Glycosyl hydrolast
PA_Bse_meta_comb:2073561917 BaSeMet_00055730 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse02:2504000230 BS02DRAFT_00014530 Glycosyl hydrolases family 6. [B. setacea BS02 (Isolate
PA_Bse_meta_comb:2073561915 BaSeMet_00055710 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse02:2503999190 BS02DRAFT_00027250 Glycosyl hydrolases family 6. [B. setacea BS02 (Isolate
PA_Bse02:2503998988 BS02DRAFT_00026880 Cellulose or protein binding domain./Cellulose binding
PA_Bse08:2503995453 BSO8DRAFT_00039170 Cellulose or protein binding domain./Cellulose binding
PA_Bse08:2503996278 BSO8DRAFT_00001670 Cellulose or protein binding domain./Cellulose binding
PA_Bse08:2503996762 BSO8DRAFT_00004980 esterase, PHB depolymerase family [B. setacea BS08
PA_BS12:2189569050 0r2363 Gluconolactonase [B. setacea BS12] 2124 bp
PA_Bse_meta_comb:2073579605 BaSeMet_00232610 Gluconolactonase [Bankia setacea microbiome |
PA_Bse_meta_comb:2073565643 BaSeMet_00092990 Histone H2A [Bankia setacea microbiome (Com
PA_Bse02:2503998249 BS02DRAFT_00014250 Cellulose or protein binding domain./Chitin binding dorr
PA_Bse_meta_comb:2073581124 BaSeMet_00247800 Uncharacterized protein conserved in bacteria [
PA_BS12:2189570962 0r0231 Uncharacterized protein conserved in bacteria [B. setacea BS12] 383 bp
PA_Bse02:2504000681 BS02DRAFT_00022770 Cellulose or protein binding domain./Glycosyl hydrolast
PA_Bse08:2503997525 BSO8DRAFT_00020200 Cellulose or protein binding domain./Glycosyl hydrolast
PA_Bse08:2503994248 BSO8DRAFT_00028400 Cellulose or protein binding domain./Chitin binding dorr
PA_Bse_meta_comb:2073563645 BaSeMet_00073010 Lysophospholipase L1 and related esterases [Bi
PA_BS12:2189567930 or1254 Lysophospholipase L1 and related esterases [B. setacea BS12] 387 bp
PA_Bse08:2503995091 BSO8DRAFT_00035590 Cellulose or protein binding domain./Cellulose binding
PA_BS12:2189569979 0r3290 Glycosyl hydrolase family 9./Cellulose or protein binding domain./N-termii
PA_Bse_meta_comb:2073565540 BaSeMet_00091960 cellulose 1,4-beta-cellobiosidase (EC 3.2.1.91) [
PA_Bse08:2503996242 BSO8DRAFT_00001300 Cellulose or protein binding domain./Cellulose binding
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17 17.1 2 2 29.00
17 17.1 2 2 29.00
18 18.1 3 2 28.45
18 18.1 3 2 28.45
19 19.1 5 2 28.39
20 20.1 3 2 28.23
20 20.2 4 2 27.32
20 20.2 4 2 27.32
21 21.1 3 2 24.52
21 211 3 2 24.52
22 221 24 1 20.75
22 22.1 24 1 20.75
23 23.1 3 2 20.48
23 23.1 3 2 20.48
Totals: 901 205
o Distinct
Group Subgroup Spectra peliey uSs.
#) Search
Score
1 1.1 168 16 281.49
# Filename 7 Score TWd-Rev
Score
1 080-1601.6495.6540.0 3 22.88 15.43
2 079-1501.6920.6937.0 3 21.39 15.35
3 078-1101.6920.6995.0 3 20.94 11.78
4 079-1501.7330.7437.0 3 20.82 15.68
5 079-1501.6808.6884.0 3 20.29 20.29
6 079-1501.9113.9183.5 5 20.12 20.12
7 079-1501.7628.7678.2 2 19.97 11.43
8 079-1501.7474.7616.0 2 19.92 11.39
9 080-1601.5233.5317.0 3 19.90 10.13
10 080-1601.4248.4368.2 2 19.74 19.74
11 080-1601.8734.8809.0 3 19.72 19.72
12 078-1101.8007.8100.0 3 19.66 19.66
13 079-1501.8096.8212.3 3 19.65 12.07
14 072-0501.5019.5084.0 3 1931 19.31
15 080-1601.6722.6804.0 3 1931 9.57
16 080-1601.8350.8386.0 3 19.30 14.59
17 079-1501.7619.7649.2 2 19.23 19.23
18 079-1501.7861.7988.2 2 19.01 15.88
19 080-1601.5718.5753.3 3 19.00 10.59
20 080-1601.9183.9190.0 3 18.90 14.76
21 078-1101.7915.8040.2 2 18.84 18.84
22 079-1501.8103.8229.0 2 18.82 18.82
23 080-1601.7589.7604.2 2 18.68 18.68
24 078-1101.7663.7777.0 2 18.58 18.58

http://spectrummillxp/millscripts/summaryPP.pl
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1.94e+007 77517.5 PA_BS12:2189568391 PA_BS12:2189568391 0r1689 Endoglucanase [B. setacea BS12] 725 bp
1.94e+007 50621.3 PA_Bse_meta_comb:2073574943 PA_Bse_meta_comb:2073574943 BaSeMet_00185990 Endoglucanase [Bankia setacea microbiome (Ct
2.10e+008 46154.6 PA_ Bse02:2503998146 PA_Bse02:2503998146 BS02DRAFT_00013230 Glycosyl hydrolase family 10. [B. setacea BS02 (Isolate
2.10e+008 46141.6 PA_Bse_meta comb:2073560169 PA_Bse_meta_comb:2073560169 BaSeMet_00038250 Beta-1,4-xylanase [Bankia setacea microbiome
6.94e+008 55060.3 PA_BS12:2189568352 PA_BS12:2189568352 0r0169 Cellulose or protein binding domain./Cellulose binding domain. [B. setace
3.88e+008 43875.0 PA_ Bse08:2503995778 PA_Bse08:2503995778 Cellulose or protein binding domain./Cellulase (glycosyl hydrolase family 5). [B.
3.39e+008 60457.4 PA_BS12:2189569899 PA_BS12:2189569899 0r3204 Cellulase (glycosyl hydrolase family 5)./Cellulose or protein binding doma
3.39e+008 39020.2 PA_Bse_meta_comb:2073558688 PA_Bse_meta_comb:2073558688 BaSeMet_00023440 Cellulase (glycosyl hydrolase family 5). [Bankia
7.77e+007 58225.4 PA_BS12:2189570192 PA_BS12:2189570192 0r3423 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 560 by
7.77e+007 52443.2 PA_Bse_meta comb:2073587378 PA_Bse_meta_comb:2073587378 BaSeMet_00310340 Cobalamin biosynthesis protein CobN and relate
1.71e+009 43475.8 PA_BS12:2189567935 PA_BS12:2189567935 0r1258 Lysophospholipase L1 and related esterases [B. setacea BS12] 419 bp
1.71e+009 42177.2 PA_Bse_meta_comb:2073563649 PA_Bse_meta_comb:2073563649 BaSeMet_00073050 Predicted solute binding protein [Bankia setacez
6.24e+007 34086.6 PA_BS12:2189568629 PA_BS12:2189568629 0r1947 Cellulose or protein binding domain. [B. setacea BS12] 325 bp
6.24e+007 31845.8 PA_Bse_meta comb:2073564373 PA_Bse_meta_comb:2073564373 BaSeMet_00080290 Cellulose or protein binding domain. [Bankia set
Total .
ovnge ey w2 ot ame
Intensity
2.93e+011 77520.7 PA Bse02:2503999400 PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding domain./Cel
+
S“?tee(;]t;jt;] Sequence Ma,\fé-lhed
(Da)

2.03e+007 (R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N) 2670.410

1.66e+009 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562

4.33e+008 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562

1.59e+009 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050

6.21e+008 (R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N) 2670.410

1.70e+008 (R)AGWDEHFGYLRDQGYAMVIGEFGGNMDWPNGTR(A) 3746.655

1.49e+010 (R)EWQDALVDYMVEK(D) 1625.752

2.43e+010 (R)EWQDALVDYMVEK(D) 1625.752

3.87e+009 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562

7.72e+008 (R)LVLSPHTYGPSVFVQR(Q) 1799.981

1.20e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050

1.06e+009 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211

9.57e+009 (R)LVLSPHTYGPSVFVQR(Q) 1799.981

2.81e+006 (R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N) 2670.410

1.92e+008 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562

1.21e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050

2.39e+009 (R)TIQQTMTEITAQGINVVR(L) 2003.060

1.74e+010 (R)AGWDEHFGYLR(D) 1350.623

5.37e+009 (R)TIQQTMTEITAQGINVVR(L) 2003.060

2.52e+008 (R)AGWDEHFGYLRDQGYAMV IGEFGGNMDWPNGTR(A) 3746.655

1.55e+010 (R)LVLSPHTYGPSVFVQR(Q) 1799.981

1.02e+010 (R)LVLSPHTYGPSVFVQR(Q) 1799.981

4.60e+007 (R)TIQQTMTEITAQGINVVR(L) 2003.060

5.04e+009 (R)LVLSPHTYGPSVFVQR(Q) 1799.981

©
~
N

2/12/2014





Spectrum Mill - Protein Peptide/Summary

25 078-1101.8049.8172.2
26 078-1101.8178.8228.2
27 078-1101.7783.7909.2
28 078-1101.7294.7325.2
29 080-1601.10872.10937.2
30 080-1601.8435.8532.0
31 080-1601.5615.5734.2
32 079-1501.7471.7602.2
33 079-1501.9104.9106.0
34 080-1601.3876.3885.2
35 079-1501.8227.8323.3
36 078-1101.8009.8020.0
37 079-1501.7338.7438.0
38 080-1601.7923.8020.0
39 079-1501.7487.7487.2
40 079-1501.7735.7852.2
41 079-1501.7992.8090.2
42 071-0401.5766.5822.2
43 071-0401.6536.6573.2
44  080-1601.5594.5713.3
45 079-1501.7188.7293.3
46 072-0501.6523.6535.0
47 080-1601.7884.7943.0 17.06 11.73
48 080-1601.8164.8270.3 17.02 17.02

2 18.30 18.30
2
2
2
2
3
2
2
3
2
3
3
2
3
2
2
2
2
2
3
3
3
2
3
49 080-1601.5744.5754.2 2 16.95 13.81
3
3
2
3
2
2
3
3
3
3
3
5
2
2
2
3
2
3
3
3
3
3
3

18.30 18.30
18.24 18.24
18.20 13.19
18.20 14.25
18.16 13.65
18.10 14.85
18.04 14.16
17.89 17.89
17.63 14.55
17.62 10.07
17.61 12.22
17.55 11.73
17.48 12.13
17.40 11.82
17.40 14.31
17.39 17.39
17.34 12.90
17.32 14.26
17.27 7.57
17.17 9.59
17.10 17.10

50 080-1601.6537.6565.0 16.95 10.38
51 078-1101.8941.8945.0 16.82 16.82
52 079-1501.6871.6871.2 16.75 11.83
53 071-0401.6518.6570.3 16.73 16.73
54 079-1501.8234.8322.2 16.67 16.67
080-1601.3707.3744.2 16.67 16.67
079-1501.7435.7457.3 16.63 9.02
079-1501.7299.7400.3 16.62 7.94
079-1501.8190.8276.3 16.61 16.61
071-0401.4266.4284.0 16.60 8.57
071-0401.5488.5506.0 16.53 16.53
079-1501.9847.9876.5 16.43 16.43
078-1101.8072.8074.0 16.25 13.03
079-1501.7450.7458.2 16.14 16.14
078-1101.7434.7438.2 16.13 7.89
080-1601.8273.8343.3 15.99 15.99
080-1601.5960.6022.2 15.88 12.47
080-1601.7367.7465.3 15.87 8.46
078-1101.7106.7192.3 15.83 7.97
079-1501.6921.6929.0 15.78 11.17
072-0501.6289.6330.0 15.69 10.46
080-1601.11332.11344.0 15.68 15.68
078-1101.7446.7451.0 15.66 10.30
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1.69e+010
9.34e+009
1.18e+010
8.34e+007
1.54e+008
4.35e+008
4.42e+009
2.43e+009
6.68e+008
3.51e+008
1.03e+010
8.31e+008
9.92e+008
3.43e+008
6.25e+008
9.57e+009
1.29e+010
9.74e+006
1.65e+007
7.58e+009
4.53e+009
2.82e+007
1.23e+008
6.55e+009
1.80e+009
4.91e+007
4.36e+008
4.35e+007
1.94e+008
1.02e+010
8.50e+007
4.73e+009
8.37e+009
2.96e+009
1.00e+007
3.78e+006
2.93e+008
2.90e+008
3.05e+009
7.46e+007
7.00e+009
2.29e+008
1.91e+009
1.20e+009
5.74e+008
2.99e+006
7.16e+007
2.21e+008

(R)LVLSPHTYGPSVFVQR(Q)
(R)LVLSPHTYGPSVFVQR(Q)
(R)LVLSPHTYGPSVFVQR(Q)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)TIQQTMTEITAQGINVVR(L)
(R)TIQQTMTEITAQGINVVR(L)

(R)AGWDEHFGYLRDQGYAMV I GEFGGNMDWPNGTR(A)

(R)AGWDEHFGYLR(D)
(R)LVLSPHTYGPSVFVQR(Q)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)AGWDEHFGYLR(D)
(R)AGWDEHFGYLR(D)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)TIQQTMTEITAQGINVVR(L)
(R)AAEQEMWSHITPGVDR(E)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)TIQQTMTEITAQGINVVR(L)

(R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A)
(R)AGWDEHFGYLRDQGYAMV IGEFGGNMDWPNGTR(A)

(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)LVLSPHTYGPSVFVQR(Q)
(R)AAEQEMWSHITPGVDR(E)
(R)AAEQEMWSHITPGVDR(E)
(R)AAEQEMWSHITPGVDR(E)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)LVLSPHTYGPSVFVQR(Q)
(R)TIQQTMTEITAQGINVVR(L)

(R)EIAGLPAQLGVDNI IG 1DIFNEPWDYTWQEWK(T)

(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)AAEQEMWSHITPGVDR(E)
(R)EWQDALVDYMVEK (D)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)LVLSPHTYGPSVFVQR(Q)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)TIQQTMTEITAQGINVVR(L)

1799.981
1799.981
1799.981
2415.050
2415.050
2751.211
2003.060
2003.060
3746.655
1350.623
1799.981
2751.211
2415.050
2415.050
2415.050
1350.623
1350.623
2415.050
2751.211
2003.060
1826.850
2751.211
2415.050
2751.211
2003.060
3509.562
3746.655
2670.410
2751.211
1799.981
1826.850
1826.850
1826.850
2751.211
1799.981
2003.060
3730.843
2751.211
1826.850
1625.752
2751.211
2415.050
2415.050
1799.981
2670.410
2415.050
2415.050
2003.060
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73 079-1501.7325.7436.2 2 15.66 15.66
74 079-1501.9095.9179.4 4 15.66 6.90
75 072-0501.9918.9918.3 3 1561 15.61
76 077-1001.7673.7702.0 3 1552 7.66
77 080-1601.8044.8153.0 3 1552 10.15
78 079-1501.8002.8002.0 3 1543 5.39
79 079-1501.7601.7648.3 3 15.33 7.44
80 079-1501.8181.8261.0 2 1531 9.39
81 072-0501.6623.6659.0 3 15.10 15.10
82 079-1501.7207.7319.2 2 15.08 11.56
83 078-1101.7441.7445.2 2 1497 14.97
84 071-0401.3713.3743.0 3 14.91 7.39
85 078-1101.7063.7085.0 3 14.78 4.53
86 072-0501.6713.6713.0 3 14.75 14.75
87 080-1601.7474.7531.2 2 14.72 14.72
88 080-1601.7586.7592.0 3 14.68 9.31
89 078-1101.7157.7203.2 2 1451 14.51
90 078-1101.7576.7630.2 2 1450 11.25
91 071-0401.5212.5212.0 3 14.40 10.00
92 080-1601.6000.6085.3 3 14.37 8.13
93 080-1601.3687.3752.3 3 1431 8.35
94 080-1601.7271.7276.2 2 14.27 14.27
95 080-1601.7473.7530.3 3 14.22 8.31
96 071-0401.6628.6628.0 3 14.14 14.14
97 079-1501.7029.7029.0 3 14.07 4.21
98 078-1101.7289.7369.3 3 14.05 8.67
99 080-1601.7368.7466.2 2 14.03 14.03
100 080-1601.7695.7766.0 2 14.01 11.00
101 078-1101.7344.7363.2 2 14.00 14.00
102 080-1601.6870.6896.0 3 13.93 13.93
103 079-1501.11324.11324.0 3 13.88 13.88
104 080-1601.8681.8777.0 3 13.87 13.87
105 079-1501.5642.5666.0 2 13.86 7.39
106 075-0801.7694.7710.0 3 13.75 13.75
107 079-1501.7025.7071.0 3 13.20 6.07
108 073-0601.9844.9872.3 3 1311 7.84
109 072-0501.9640.9719.3 3 13.03 13.03
110 080-1601.10990.10990.0 2 13.03 9.99
111 079-1501.8500.8523.0 3 12.85 12.85
112 071-0401.10123.10123.0 2 12.81 7.92
113 073-0601.7043.7043.0 3 12.78 12.78
114 072-0501.5556.5556.0 3 1274 5.09
115 079-1501.10819.10819.2 2 12.48 12.48
116 073-0601.10007.10007.0 3 12.42 8.04
117 071-0401.6622.6622.0 3 12.32 9.04
118 072-0501.6725.6725.0 3 12.29 12.29
119 080-1601.10920.10920.0 3 12.16 8.13
120 072-0501.6665.6665.0 3 1212 12.12
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5.47e+009
1.80e+009
1.58e+007
1.57e+008
3.31e+008
2.06e+008
3.75e+009
9.48e+008
2.15e+007
3.26e+009
2.35e+008
7.73e+005
2.44e+007
5.84e+006
7.00e+008
8.40e+007
4.42e+008
1.53e+009
5.27e+006
2.67e+008
3.41e+008
4.56e+007
1.64e+009
2.67e+007
1.71e+007
1.29e+008
7.70e+008
1.26e+008
2.84e+007
2.31e+007
8.31e+007
1.80e+008
1.13e+006
2.19e+007
1.37e+008
2.18e+007
7.92e+007
1.07e+008
1.17e+008
3.08e+007
8.18e+006
1.37e+006
2.61e+008
9.68e+006
3.52e+007
5.62e+006
4.50e+007
9.00e+006

(R)AAEQEMWSH ITPGVDR(E)

(R)AGWDEHFGYLRDQGYAMV I GEFGGNMDWPNGTR(A)

(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)LVLSPHTYGPSVFVQR(Q)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)AGWDEHFGYLR(D)
(R)TIQQTMTEITAQGINVVR(L)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)AAEQEMWSHITPGVDR(E)
(R)TIQQTMTEITAQGINVVR(L)
(R)AAEQEMWSHITPGVDR(E)
(R)LDANPPYADADREGYEFTR(E)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)TIQQTMTEITAQGINVVR(L)
(R)LVLSPHTYGPSVFVQR(Q)
(R)AGWDEHFGYLR(D)

(R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A)

(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)AAEQEMWSHITPGVDR(E)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)LDANPPYADADREGYEFTR(E)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV IGEFGGNMDWPNGTR(A)
(R)AAEQEMWSHITPGVDR(E)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)LDANPPYADADR(E)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)LVLSPHTYGPSVFVQR(Q)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)ERLVLSPHTYGPSVFVQR(Q)
(R)DQGYAMV IGEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)TIQQTMTEITAQGINVVR(L)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)

1826.850
3746.655
2415.050
1799.981
2415.050
1350.623
2003.060
2751.211
2751.211
1826.850
2003.060
1826.850
2199.995
2751.211
2415.050
2003.060
1799.981
1350.623
3509.562
2415.050
1826.850
2415.050
2415.050
2751.211
2199.995
2415.050
2415.050
2415.050
1826.850
2751.211
2415.050
2415.050
1317.608
2751.211
1799.981
2415.050
2415.050
2415.050
2085.124
2415.050
2751.211
2003.060
2415.050
2415.050
2751.211
2751.211
2415.050
2751.211
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121 079-1501.4672.4695.0
079-1501.6616.6631.2
123 080-1601.4081.4081.0
124 079-1501.10834.10854.2
125 072-0501.6507.6507.0
126 079-1501.11035.11035.0
127 072-0501.9990.9990.0
128 071-0401.10032.10105.2
129 080-1601.10843.10843.0
130 073-0601.9803.9803.2
131 071-0401.8615.8615.0
132 080-1601.10760.10760.0
133 076-0901.7551.7551.0
134 078-1101.8375.8380.0
135 072-0501.5062.5062.0
136 073-0601.10150.10150.2
137 080-1601.5229.5229.0
138 073-0601.9921.9958.2
139 072-0501.6582.6582.2
140 073-0601.10206.10206.0
141 080-1601.3887.3891.1
142 078-1101.7050.7065.2
143 079-1501.10916.10916.2 9.82 9.82
144 077-1001.7679.7679.0 9.80 9.80

2 12.03 5.39
2
2
2
3
2
3
2
2
2
3
2
2
3
3
2
3
2
2
2
1
2
2
2
145 079-1501.8286.8286.0 3 978 9.78
2
2
2
2
3
2
2
2
2
2
2
2
2
2
3
2
2
2
2
2
2
2
2

11.55 4.61
11.48 11.48
11.33 5.87
11.31 7.19
11.16 7.45
11.06 4.25
11.03 11.03
10.93 10.93
10.73 10.73
10.56 6.41
10.55 10.55
10.51 10.51
10.44 10.44
10.42 10.42
10.27 10.27
10.16 10.16
10.08 10.08
10.05 10.05
10.05 3.94

9.99 4.04

9.94 9.94

=
N
N

146 080-1601.6846.6900.2 9.72 9.72
147 079-1501.11041.11041.2 9.61 6.17
148 071-0401.10099.10099.0 9.56 9.56
149 072-0501.9942.9948.0 9.43 9.43
150 072-0501.8366.8366.0 9.39 3.20
151 080-1601.8070.8070.2 9.33 5.25
152 080-1601.5966.5966.2 9.32 9.32
153 079-1501.10825.10825.2 9.23 9.23
154 079-1501.10955.10955.2 9.06 9.06
155 080-1601.4046.4046.0 9.06 9.06
156 080-1601.10946.10946.0 9.04 9.04
157 071-0401.10197.10197.0 8.94 8.94
158 080-1601.11014.11014.0 8.91 8.91
159 072-0501.9760.9820.2 8.39 8.39
160 072-0501.6695.6695.0 8.21 8.21
161 080-1601.11347.11347.0 8.11 8.11
162 079-1501.4574.4647.0 7.81 2.68
163 071-0401.9896.9896.0 7.67 7.67
164 073-0601.9938.9938.2 7.57 2.81
165 073-0601.10231.10231.0 7.31 4.22
166 072-0501.6557.6557.2 7.19 7.19
167 080-1601.10855.10855.0 6.24 6.24
168 074-0701.10835.10835.0 6.02 2.50

http://spectrummillxp/millscripts/summaryPP.pl

e
=
IN

[es}
ey
[e2]

o]
o
o

ee]
N
[o%]

©
o
~

I~
I~
o

~
N
~

(o2}
~
N

~
Ny
o

~
(e8]
[o%]

~
~
o

I~
a1
o

o)
w
o

~
a1
[ee]

[e4}
[}
[e2]

(o]
g
©

~
iy
o

(e}
a1
W

[e<)
N
[e2}

~
w
~

[e¢}
a1
N

[¢4}
(=}
©

[ee]
g
{er]

o)
@
©

©
~
&1

[¢4]
o
N

~
(=}
[e2]

(o2}
©
]

(o]
=
[o%]

~
N
©

(o]
o
©

~
S
[63]

(%]
9]
o

~
iy
o

~
a1
[

(o]
00
[o%]

(o]
©
o

(o)}
(¢]
[ee]

(o)
S
©

[e5}
(=}
o

(9}
0
[63]

©
a1
IS

~
Ny
N

[e2]
©
[ee]

-
w
~

~
N
N

(9}
N
©

(o]
(o]
]

4.69e+005
8.55e+006
8.36e+006
1.93e+008
4.35e+006
9.28e+007
1.57e+007
5.83e+007
9.53e+007
2.30e+007
5.60e+008
8.15e+007
2.25e+007
1.71e+009
2.61e+006
5.06e+007
2.89e+009
3.83e+007
2.34e+006
1.85e+007
1.87e+008
6.53e+007
1.05e+008
1.51e+008
1.48e+009
2.53e+007
8.88e+007
3.27e+007
5.02e+007
4.68e+006
8.66e+007
1.25e+007
2.11e+008
7.64e+007
1.48e+007
8.77e+007
2.43e+007
9.81e+007
7.24e+007
6.43e+006
3.61e+007
6.05e+005
3.14e+007
2.48e+007
1.84e+007
2.21e+006
1.14e+008
1.98e+007

(RYVDSQGNITK(N)
(KINGSVFPVR(C)
(R)AGWDEHFGYLR (D)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)

(R)EIAGLPAQLGVDNI IG 1DIFNEPWDYTWQEWK(T)

(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)ERLVLSPHTYGPSVFVQR(Q)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)

(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)

(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)AGWDEHFGYLR(D)
(R)LVLSPHTYGPSVFVQR(Q)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)LVLSPHTYGPSVFVQR(Q)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)LVLSPHTYGPSVFVQR(Q)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV IGEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)TIQQTMTEITAQGINVVR(L)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV IGEFGGNMDWPNGTR(A)
(R)AGWDEHFGYLR(D)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)VDSQGNITK(N)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)

961.495

875.474
1350.623
2415.050
2415.050
2415.050
2415.050
2415.050
2415.050
2415.050
3730.843
2415.050
2415.050
2085.124
2670.410
2415.050
3509.562
2415.050
2751.211
2415.050
1350.623
1799.981
2415.050
1799.981
2751.211
1799.981
2415.050
2415.050
2415.050
2415.050
2415.050
2003.060
2415.050
2415.050
1350.623
2415.050
2415.050
2415.050
2415.050
2751.211
2415.050

961.495
2415.050
2415.050
2415.050
2751.211
2415.050
2415.050
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Group Subgroup Spectra

#) (#) (#)
2.1 65
Filename

F*

ERbB e RG]

‘b‘w‘OJ‘w‘w‘w‘w‘w‘w‘w‘w‘N‘N‘N‘N‘N‘N‘N‘N‘N‘N‘H‘HHl—‘l—‘l—‘HH‘P‘l—‘\@\m\\l\@\m\b\w\l\)\l—‘
O © |0 N & 0 & jw N Pk O 0o N o 0| jw N - oo N =

http://spectrummillxp/millscripts/summaryPP.pl

080-1601.9058.9160.3
080-1601.8700.8744.2
079-1501.6948.6951.0
080-1601.3159.3192.0
078-1101.8850.8856.0
080-1601.8696.8748.0
080-1601.9065.9148.2
080-1601.3883.3905.3
074-0701.8782.8799.2
078-1101.8730.8845.0
079-1501.8541.8545.2
073-0601.7794.7847.0
078-1101.7003.7032.2
079-1501.8908.8968.3
079-1501.8818.8928.2
080-1601.9130.9149.2
078-1101.8859.8864.2
080-1601.9019.9121.2
077-1001.8478.8519.2
079-1501.6626.6636.2
079-1501.8204.8210.3
078-1101.7054.7060.0
079-1501.6649.6673.3
080-1601.8759.8759.4
078-1101.7943.7996.2
078-1101.7902.8005.3
073-0601.7326.7326.0
078-1101.6661.6680.2
072-0501.7373.7375.3
079-1501.8189.8231.2
079-1501.8914.8944.2
073-0601.7799.7799.0
076-0901.8757.8764.2
080-1601.3762.3777.0
078-1101.8854.8854.0
080-1601.6201.6294.2
079-1501.8065.8191.3
080-1601.8091.8152.0
080-1601.8135.8180.2
073-0601.7873.7873.2

NN W WNNDWNWNDNDWNWWNDRSWWWNNDNNDNDNDDNDOWNWOWNDNDNWNW®WWWDNDW

Distinct
Distinct Summed
Peptides MS/MS
#) Search
Score
9 162.87
Seore PR
22.80 17.01
21.47 14.29
21.33 11.19
21.18 9.57
20.42 15.20
20.35 20.35
20.27 20.27
19.92 14.37
19.67 19.67
19.40 10.96
19.38 13.13
19.26 9.01
19.00 19.00
18.84 14.27
18.37 10.42
18.30 9.26
17.61 17.61
17.32 9.55
17.18 10.33
16.82 8.89
16.82 12.16
16.56 16.56
16.39 11.86
16.31 12.92
16.29 10.59
16.21 10.08
15.93 15.93
15.90 7.61
15.81 9.16
15.75 10.13
15.74 15.74
15.66 8.59
15.40 15.40
15.34 8.53
15.28 9.38
15.26 9.80
15.25 8.95
15.21 9.24
15.20 9.66
14.94 14.94

TOta.I Protein

% AA Protein MW Databgse

Coverage ISpectr_al (Da) Accession #
ntensity

24 8.78e+010 73729.2 PA_BS12:2189570195
?’}Z)l Slr?teecr::ijt;] Sequence
97.8 2.14e+009 (K)SSDFYEFNSYLDELSFVQDWR(S)
99.1 3.85e+008 (R)YQDEYIAPIAEILSDPAYNNIR(I)
97.3 1.82e+008 (R)YADEGSGIMTGAMDNAPHAGR(W)
98.1 4.94e+007 (R)YADEGSGIMTGAMDNAPHAGR(W)
92.2 2.49e+008 (K)SSDFYEFNSYLDELSFVQDWR(S)
92.5 2.05e+009 (R)YQDEYIAPIAEILSDPAYNNIR(I)
96.3 1.09e+009 (K)SSDFYEFNSYLDELSFVQDWR(S)
98.7 4.77e+007 (K)ANGESNGSSISGYNTAVWMDR(I)
95.5 2.41e+007 (K)SSDFYEFNSYLDELSFVQDWR(S)
76.4 1.69e+010 (R)WFPEAFQTLVENAYPAL(-)
96.5 1.55e+008 (R)YQDEYIAPIAEILSDPAYNNIR(I)
89.7 1.93e+007 (K)SSDFYEFNSYLDELSFVQDWR(S)
83.4 5.73e+007 (R)YADEGSGIMTGAMDNAPHAGR(W)
87.7 9.97e+008 (K)SSDFYEFNSYLDELSFVQDWR(S)
75.0 1.10e+010 (R)WFPEAFQTLVENAYPAL(-)
93.4 2.49e+009 (R)WFPEAFQTLVENAYPAL(-)
93.7 1.61e+008 (K)SSDFYEFNSYLDELSFVQDWR(S)
75.4 4.88e+009 (R)WFPEAFQTLVENAYPAL(-)
69.4 9.97e+008 (R)WFPEAFQTLVENAYPAL(-)
95.7 3.07e+007 (R)IGAIEGPADGDGMGLR(E)
91.3 1.47e+009 (R)SSMINNGFPNSLGMLIDTGR(N)
85.1 2.77e+008 (R)NGWGGAARPSGASSSDDLETYVNESR(V)
93.0 9.44e+006 (K)ANGESNGSSISGYNTAVWMDR(I)
97.7 2.43e+007 (R)YQDEYIAPIAEILSDPAYNNIR(I)
90.5 7.98e+008 (R)SSMINNGFPNSLGMLIDTGR(N)
93.0 6.76e+008 (R)SSMINNGFPNSLGMLIDTGR(N)
75.4 5.14e+006 (R)YQDEYIAPIAEILSDPAYNNIR(I)
92.0 3.64e+006 (R)IGAIEGPADGDGMGLR(E)
83.8 1.27e+008 (K)SSDFYEFNSYLDELSFVQDWR(S)
89.4 3.05e+009 (R)SSMINNGFPNSLGMLIDTGR(N)
88.4 7.16e+008 (K)SSDFYEFNSYLDELSFVQDWR(S)
88.5 1.06e+007 (K)SSDFYEFNSYLDELSFVQDWR(S)
90.5 1.49e+007 (K)SSDFYEFNSYLDELSFVQDWR(S)
80.1 1.58e+007 (R)NGWGGAARPSGASSSDDLETYVNESR(V)
71.8 1.13e+010 (R)WFPEAFQTLVENAYPAL(-)
89.4 3.75e+009 (R)SSMINNGFPNSLGMLIDTGR(N)
90.2 2.57e+009 (R)SSMINNGFPNSLGMLIDTGR(N)
89.9 2.04e+008 (R)SSMINNGFPNSLGMLIDTGR(N)
87.7 1.46e+008 (R)SSMINNGFPNSLGMLIDTGR(N)
84.9 6.15e+006 (K)SSDFYEFNSYLDELSFVQDWR(S)

Protein Name

MH*
Matched
(Da)
2647.163
2568.262
2120.913
2120.913
2647.163
2568.262
2647.163
2215.968
2647.163
1995.986
2568.262
2647.163
2120.913
2647.163
1995.986
1995.986
2647.163
1995.986
1995.986
1528.743
2124.022
2683.198
2215.968
2568.262
2124.022
2124.022
2568.262
1528.743
2647.163
2124.022
2647.163
2647.163
2647.163
2683.198
1995.986
2124.022
2124.022
2124.022
2124.022
2647.163
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PA_BS12:2189571642 or0735 Carbohydrate binding domain. [B. setacea BS12] 763 bp

MH*
Matched
(Da)

1660.884
2418.142
1884.924
1828.956
2418.142
1828.956
1660.884
1660.884
2418.142
1660.884
1884.924
2076.952
1828.956

41 078-1101.8761.8761.3 3 14.93 14.93 79.0 2.95e+009 (R)WFPEAFQTLVENAYPAL(-) 1995.986
42 072-0501.7344.7344.2 2 14.85 14.85 83.1 3.54e+007 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
43 080-1601.6295.6300.3 3 14.45 11.10 88.9 1.82e+009 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
44 079-1501.8061.8177.2 2 14.22 8.99 88.2 3.97e+009 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
45 071-0401.7332.7380.3 3 14.15 9.39 75.8 3.28e+008 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
46 080-1601.9028.9102.3 3 14.08 14.08 74.3 1.28e+009 (R)WFPEAFQTLVENAYPAL(-) 1995.986
47 080-1601.3889.3895.0 2 13.94 7.23 87.3 5.37e+007 (K)ANGESNGSSISGYNTAVWMDR(I) 2215.968
48 077-1001.8473.8534.2 2 13.83 756 68.5 1.01e+009 (R)WFPEAFQTLVENAYPAL(-) 1995.986
49 080-1601.3962.4041.2 2 13.80 10.75 84.6 4.89e+007 (K)ANGESNGSSISGYNTAVWMDR(I) 2215.968
50 080-1601.6200.6289.3 3 13.71 7.01 79.9 2.14e+009 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
51 076-0901.8750.8750.0 3 13.69 6.84 78.2 2.48e+007 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
52 071-0401.7426.7426.0 3 13.19 9.23 785 4.33e+007 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
53 080-1601.6299.6360.2 2 13.13 8.26 85.6 2.99e+009 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
54 072-0501.7349.7349.2 2 13.07 13.07 83.5 4.03e+007 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
55 071-0401.7333.7376.2 2 12.56 1256 76.2 1.25e+008 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
56 078-1101.8447.8462.2 2 12.52 8.73 75.4 1.21e+008 (R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
57 074-0701.8786.8786.0 3 11.62 11.62 71.9 3.86e+007 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
58 080-1601.3178.3178.2 2 11.00 11.00 100.0 4.76e+006 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
59 080-1601.3183.3183.2 2 10.82 10.82 73.8 4.12e+006 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
60 080-1601.9016.9016.0 2 10.76 10.76 67.6 1.64e+009 (R)WFPEAFQTLVENAYPAL(-) 1995.986
61 080-1601.3423.3423.0 2 8.75 2.93 92.6 8.40e+006 (R)IGAIEGPADGDGMGLR(E) 1528.743
62 080-1601.3579.3579.0 3  8.06 8.06 76.3 2.01e+007 (R)NGWGGAARPSGASSSDDLETYVNESR(V) 2683.198
63 078-1101.7088.7088.2 2  7.75 474 74.4 881e+006 (R)NGWGGAARPSGASSSDDLETYVNESR(V) 2683.198
64 079-1501.6065.6065.0 2  7.75 1.97 100.0 2.70e+005 (R)IADGGFQR(Y) 863.438
65 078-1101.7105.7105.2 2 6.78 6.78 85.7 8.74e+006 (R)NGWGGAARPSGASSSDDLETYVNESR(V) 2683.198
Distinct
Distinct Summed Total Protein
Gr((;;Jp Subg#r)oup Sp&c)tra Pep(g)des gles;:\gﬁ Coérggge lSP[;g(t:ltEII:EI (Il\g\g AE?;?Z?;?# Protein Name
Score ntensity

3 3.1 a7 10 160.39 22 6.95e+009 80610.8 PA_BS12:2189571642
# Filename z Score Fvg/g(-)lie:v ?,Z)l Slrr])ticntgi.lt;] Sequence
1 079-1501.8315.8332.2 2 20.17 20.17 95.5 4.65e+008 (K)LPVDNHELLGMVAPR(G)
2 079-1501.6869.6896.2 2 19.79 19.79 96.5 1.19e+008 (K)FLLGNSSANTTIESTDGSFSVDR(N)
3 079-1501.7143.7215.3 3 19.05 10.97 92.6 6.18e+008 (R)MIDVLQQTSGHNLDASR(I)
4 078-1101.6999.7019.2 2 18.85 10.02 91.9 1.26e+008 (R)ISLTIPQESGSGGVAAWR(V)
5 080-1601.4638.4705.2 2 18.77 18.77 96.3 2.66e+008 (K)FLLGNSSANTTIESTDGSFSVDR(N)
6 080-1601.4751.4810.2 2 18.53 7.75 89.3 1.36e+008 (R)ISLTIPQESGSGGVAAWR(V)
7 078-1101.8236.8236.0 3 18.01 10.05 88.6 1.03e+008 (K)LPVDNHELLGMVAPR(G)
8 080-1601.4619.4622.2 2 17.71 17.71 89.7 1.89e+007 (K)LPVDNHELLGMVAPR(G)
9 080-1601.6365.6435.2 2 17.67 17.67 94.5 4.06e+007 (K)FLLGNSSANTTIESTDGSFSVDR(N)
10 079-1501.8299.8326.3 3 17.59 10.87 89.7 5.36e+008 (K)LPVDNHELLGMVAPR(G)
11 079-1501.7153.7231.2 2 17.48 17.48 87.3 3.24e+008 (R)MIDVLQQTSGHNLDASR(I)
12 080-1601.6395.6444.0 3 17.43 12.80 91.3 1.44e+007 (K)GVAVVNFSNSEMGAHNGSGSR(G)
13 080-1601.6515.6566.2 2 17.37 9.80 92.5 2.44e+007 (R)ISLTIPQESGSGGVAAWR(V)
14 079-1501.7034.7038.0 3 16.78 5.70 86.6 2.15e+008 (K)GVAVVNFSNSEMGAHNGSGSR(G)
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15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47

078-1101.7148.7148.3
080-1601.4594.4661.3
079-1501.6967.6973.2
080-1601.3469.3493.2
078-1101.6797.6803.2
080-1601.6522.6522.0
080-1601.6531.6531.2
079-1501.6762.6768.0
080-1601.6315.6373.0
079-1501.7242.7361.0
071-0401.5754.5754.0
078-1101.7278.7283.0
079-1501.7369.7404.0
078-1101.6998.7057.3
080-1601.3383.3433.2
079-1501.7047.7053.0
079-1501.6868.6930.3
071-0401.4573.4602.3
080-1601.4742.4742.0
072-0501.4631.4631.0
080-1601.6419.6419.0
080-1601.3319.3325.0
080-1601.6519.6519.0
078-1101.7332.7332.2
072-0501.5759.5759.0
080-1601.3160.3160.2
072-0501.5765.5765.0
080-1601.6330.6332.0
078-1101.7049.7049.0
071-0401.5369.5369.0
080-1601.3155.3155.2
080-1601.3665.3665.2
071-0401.4590.4590.2

N NN W W W WwNWNNWNWNWWNDNWDNDNDWNDNNDNDDNDWNDNDNWW

Group Subgroup Spectra

#) (#) (#)
3.2 12
Filename

F*

@ o & W N =

079-1501.8315.8332.2
080-1601.7775.7839.0
078-1101.7427.7450.0
078-1101.8236.8236.0
080-1601.4619.4622.2
079-1501.8299.8326.3

W N W W wN

16.67 440 82.1 2.77e+007 (K)GVAVVNFSNSEMGAHNGSGSR(G) 2076.952
16.47 9.90 87.7 9.91e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
16.28 8.59 88.8 3.82e+008 (R)ISLTIPQESGSGGVAAWR(V) 1828.956
15.56 10.39 94.2 1.92e+007 (K)GAIVVGAFDER(I) 1133.595
15.54 8.09 93.7 2.35e+007 (K)GAIVVGAFDER(I) 1133.595
15.37 1537 83.0 1.36e+007 (K)FLLGNSSANTTIESTDGSFSVDR(N) 2418.142
15.33 7.27 902 1.53e+007 (R)ISLTIPQESGSGGVAAWR(V) 1828.956
15.06 6.05 94.0 4.24e+007 (K)GAIVVGAFDER(I) 1133.595
14.91 8.68 94.4 1.69e+008 (RYWIPWNTPILQ(-) 1267.684
14.90 9.88 94.4 1.27e+009 (ROWIPWNTPILQ(-) 1267.684
14.79 10.22 83.2 5.47e+006 (K)DAGANVQTASQIVGENPWMSANLDQFANNGTVTK(L) 3548.672
14.70 10.03 91.6 1.52e+008 (RY)WIPWNTPILQ(-) 1267.684
14.41 8.11 94.2 9.16e+008 (R)WIPWNTPILQ(-) 1267.684
14.18 4.80 87.6 9.91e+007 (R)ISLTIPQESGSGGVAAWR(V) 1828.956
14.02 7.46 92.5 1.70e+007 (K)GAIVVGAFDER(I) 1133.595
13.93 13.93 83.0 7.77e+007 (K)GVAVVNFSNSEMGAHNGSGSR(G) 2076.952
13.18 13.18 75.8 2.63e+008 (K)FLLGNSSANTTIESTDGSFSVDR(N) 2418.142
13.15 13.15 75.2 6.88e+006 (K)FLLGNSSANTTIESTDGSFSVDR(N) 2418.142
12.25 3.67 85.6 9.96e+007 (R)ISLTIPQESGSGGVAAWR(V) 1828.956
11.98 11.98 70.6 2.91e+006 (K)FLLGNSSANTTIESTDGSFSVDR(N) 2418.142
11.75 8.16 88.8 2.02e+007 (RYWIPWNTPILQ(-) 1267.684
11.60 248 83.2 4.68e+006 (K)GVAVVNFSNSEMGAHNGSGSR(G) 2076.952
11.20 259 82.6 1.42e+007 (R)ISLTIPQESGSGGVAAWR(Y) 1828.956
10.89 10.89 67.1 1.95e+007 (RYNGKGAIVVGAFDER(I) 1432.755
10.59 370 83.0 2.84e+006 (K)DAGANVQTASQIVGENPWMSANLDQFANNGTVTK(L) 3548.672
10.00 10.00 100.0 1.08e+007 (K)GVAVVNFSNSEMGAHNGSGSR(G) 2076.952
9.78 6.44 95.6 3.04e+006 (K)DAGANVQTASQIVGENPWMSANLDQFANNGTVTK(L) 3548.672
9.73 9.73 72.1 5.35e+007 (K)FLLGNSSANTTIESTDGSFSVDR(N) 2418.142
9.38 5.01 71.4 8.96e+007 (R)ISLTIPQESGSGGVAAWR(Y) 1828.956
8.95 8.95 79.4 6.65e+006 (K)FYDIYGSNHSAGSTVAWAWGVSR(M) 2531.174
7.92 7.92 82.2 1.08e+007 (K)GVAVVNFSNSEMGAHNGSGSR(G) 2076.952
7.64 7.64 69.7 2.49e+006 (K)GAIVVGAFDER(I) 1133.595
6.01 6.01 73.9 2.33¢+006 (K)FLLGNSSANTTIESTDGSFSVDR(N) 2418.142
o Distinct Total .
pepides MOS o 6AA - Proten U Database Protein Name
#) Search Intensity (Da)
Score
6 97.14 13 1.68e+009 112354.2 PA_Bse_meta_comb:2073560170
s Fwd-Rev SPI Spectrum MH*
COT® " Score (%) Intensity Sequence Matched
(Da)
20.17 20.17 95.5 4.65e+008 (K)LPVDNHELLGMVAPR(G) 1660.884
19.88 19.88 82.2 6.49e+007 (R)DGGSDPVALMSMVNYVQSNYNVDANR(I) 2816.262
19.04 10.95 88.9 1.89e+008 (R)YGSSGANAQVEAISLQGVPHNLPVEEEEAIR(F) 3264.614
18.01 10.05 88.6 1.03e+008 (K)LPVDNHELLGMVAPR(G) 1660.884
17.71 17.71 89.7 1.89e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
17.59 10.87 89.7 5.36e+008 (K)LPVDNHELLGMVAPR(G) 1660.884
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080-1601.4893.4908.0
080-1601.4594.4661.3
080-1601.5066.5110.0
080-1601.7588.7602.0
080-1601.3674.3674.0
071-0401.5369.5369.0

k} ‘:: ‘»—\ [© oo |~

W W W w w w

Group Subgroup Spectra

#) (#) (#)
4 4.1 35
# Filename

079-1501.6513.6538.2
080-1601.8489.8574.3
079-1501.8427.8481.2
079-1501.7108.7113.0
078-1101.7199.7231.2
080-1601.5988.6055.3
080-1601.6671.6727.2
079-1501.7217.7217.2
078-1101.8314.8341.2
080-1601.6556.6666.2
080-1601.8446.8499.2
080-1601.5195.5234.3
080-1601.5176.5182.0
079-1501.7481.7510.0
078-1101.8324.8324.3
079-1501.7134.7210.3
079-1501.8420.8483.3
079-1501.8507.8509.2
080-1601.6728.6728.3
080-1601.8518.8536.2
080-1601.4052.4061.0
079-1501.8494.8497.0
080-1601.6588.6710.3
080-1601.4654.4660.0
080-1601.8465.8501.3
078-1101.7406.7439.2
078-1101.8910.8931.0
079-1501.6266.6285.0
080-1601.6966.6985.0
080-1601.6002.6056.2
079-1501.8967.9083.0
079-1501.6161.6194.2
078-1101.7381.7469.0
080-1601.9063.9084.0

BRe G IRE |

‘oo‘oo‘w‘w‘w‘N‘N‘N‘N‘N‘N‘N‘N‘N‘N‘H‘HHHH»—‘»—\»—\‘H‘H\@\m\\l\m\m\b\m\l\)\l—‘
A IOIN kP IS0l Nl & N kO ko N

W W N WNNDNOWNWOWOWWDNDNWNW®WWWDNDWNDNDDNDDNDNDWNDNDNDNDND®WDN

17.42 10.37 84.0 6.33e+007 (R) IQLWHGTNDETLNYNNFNEAIK(Q) 2634.259
16.47 9.90 87.7 9.91e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
14.33 8.04 73.3 1.06e+008 (R)YGSSGANAQVEAISLQGVPHNLPVEEEEAIR(F) 3264.614
13.04 13.04 72.2 2.57e+007 (R)YGSSGANAQVEAISLQGVPHNLPVEEEEAIR(F) 3264.614
11.68 6.95 82.5 4.87e+006 (K)QWTNVHGLSQTPTFTDQPSANATR(T) 2657.271
8.95 8.95 79.4 6.65e+006 (K)FYDIYGSNHSAGSTVAWAWGVSR(I) 2531.174
%;Eggg SDuI;tmgg % AA P-ll:gfsiln Protein MW Datab_ase

MS/MS Search Coverage Spectral (Da) Accession #
Score Intensity

8 146.03 11 5.21e+010 104392.5 PA_BS12:2189569647
s Fwd-Rev SPl Spectrum MH"

core Score (%) Intensity Sequence Matched

(Da)

21.94 15.33 98.9 5.57e+006 (R)DQYDWSGIDDAYNYAK(Q) 1923.804

21.80 15.23 97.4 1.22e+009 (K)QHTFVWGSQYPNWIDSLSASEK(A) 2580.216

21.14 12.44 95.1 7.20e+009 (R)IAALGLPIYISEYDIEK(T) 1908.037

20.72 20.72 96.1 4.78e+008 (R)SDFGQYWDQITLENK(G) 1843.850

20.40 20.40 98.7 3.17e+008 (R)SDFGQYWDQITLENK(G) 1843.850

20.14 11.73 95.1 1.16e+009 (K)QHTFVWGSQYPNWIDSLSASEK(A) 2580.216

20.12 12.40 94.4 1.17e+010 (R)IAALGLPIYISEYDIEK(T) 1908.037

19.40 19.40 92.4 7.91e+008 (R)SDFGQYWDQITLENK(G) 1843.850

19.10 11.43 93.6 7.93e+008 (R)IAALGLPIYISEYDIEK(T) 1908.037

19.10 11.39 93.7 1.45e+010 (R)IAALGLPIYISEYDIEK(T) 1908.037

19.08 10.43 93.2 2.04e+009 (R) IAALGLPIYISEYDIEK(T) 1908.037

18.27 18.27 90.1 6.76e+007 (R)SDFGQYWDQITLENK(G) 1843.850

18.00 18.00 92.4 4.17e+008 (R)SDFGQYWDQITLENK(G) 1843.850

17.20 8.64 88.4 4.26e+008 (K)WAQVEPQRDQYDWSGIDDAYNYAK(Q) 2918.302

16.63 7.85 89.9 1.38e+008 (R)IAALGLPIYISEYDIEK(T) 1908.037

16.43 16.43 85.8 3.05e+008 (R)SDFGQYWDQITLENK(G) 1843.850

15.93 6.16 82.0 1.20e+009 (R)IAALGLPIYISEYDIEK(T) 1908.037

15.43 15.43 90.7 9.93e+007 (K)QHTFVWGSQYPNWIDSLSASEK(A) 2580.216

15.32 5.44 88.4 6.71e+008 (R)IAALGLPIYISEYDIEK(T) 1908.037

14.93 14.93 89.8 1.11e+008 (K)QHTFVWGSQYPNWIDSLSASEK(A) 2580.216

14.90 6.81 91.8 9.18e+006 (K)AAEIEEWIR(D) 1116.569

14.84 7.76 83.0 4.44e+008 (K)QHTFVWGSQYPNWIDSLSASEK(A) 2580.216

14.63 5.43 81.6 2.65e+009 (R)IAALGLPIYISEYDIEK(T) 1908.037

14.57 1457 71.8 3.66e+007 (K)WAQVEPQRDQYDWSGIDDAYNYAK(Q) 2918.302

14.57 5.22 87.0 4.10e+008 (R)IAALGLPIYISEYDIEK(T) 1908.037

14.41 8.87 89.8 4.12e+007 (K)WAQVEPQRDQYDWSGIDDAYNYAK(Q) 2918.302

14.26 7.93 81.3 6.51e+008 (R)DGTGLIQSNGQHRPAMDWLMNYIGR(-) 2830.352

14.07 4,77 91.8 1.80e+006 (K)WAQVEPQR(D) 1013.517

13.89 13.89 77.4 2.29e+007 (R)SDFGQYWDQITLENK(G) 1843.850

13.75 9.04 85.7 1.68e+008 (K)QHTFVWGSQYPNWIDSLSASEK(A) 2580.216

13.37 4.82 73.3 2.86e+009 (R)DGTGLIQSNGQHRPAMDWLMNYIGR(-) 2830.352

13.21 5.93 90.4 1.24e+006 (K)WAQVEPQR(D) 1013.517

12.45 12.45 76.2 7.71e+008 (K)WAQVEPQRDQYDWSGIDDAYNYAK(Q)  2918.302

11.28 6.88 70.6 3.26e+008 (R)DGTGLIQSNGQHRPAMDWLMNYIGR(-) 2830.352

http://spectrummillxp/millscripts/summaryPP.pl

Protein Name

PA_BS12:2189569647 or2953 Beta-1,4-xylanase [B. setacea BS12] 986 bp
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35 079-1501.9008.9008.2 2  7.93

Distinct Summed TOta.I Protein
Group Subgroup Spectra Peptides MS/MS % AA Protein MW Databgse Protein Name
#) #) #) ) Search Coverage Iilt):r(l:;rifl (Da) Accession #
Score y
4 4.2 5 2 29.53 4 4.10e+009 99497.3 PA_Bse08:2503994382
# Fi Fwd-Rev SPI Spectrum MH"
ilename z Score Score (%) Intensity Sequence Mezg::)ed
1 080-1601.6554.6576.2 2 15.27 11.77 92.7 1.09e+008 (R)DQYNWGPLDAIYDYAR(A) 1959.888
2 078-1101.8910.8931.0 3 14.26 7.93 81.3 6.51e+008 (R)DGTGLIQSNGQHRPAMDWLMNYLGR(-) 2830.352
3 079-1501.8967.9083.0 3 13.37 4.82 73.3 2.86e+009 (R)DGTGLIQSNGQHRPAMDWLMNYLGR(-) 2830.352
4 080-1601.9063.9084.0 3 11.28 6.88 70.6 3.26e+008 (R)DGTGLIQSNGQHRPAMDWLMNYLGR(-) 2830.352
5 079-1501.9008.9008.2 2  7.93 4.01 75.2 1.60e+008 (R)DGTGLIQSNGQHRPAMDWLMNYLGR(-) 2830.352
Distinct
Group Subgroup Spectra IE);[SJE:S;; S“tjrglnh;lgd % AA P-{gtt:iln Pr&:ﬁn Databgse Protein Name
#) #) #) ) Search Coverage Ii;t):rcl:;rifl (Da) Accession #
Score y
5 5.1 18 10 132.34 15 1.81e+009 112508.2 PA_Bse_meta_comb:2073561919
# Fi Fwd-Rev SPI  Spectrum MH*
ilename z Score Score %) Intensity Sequence Mz?g::)ed
1 080-1601.8754.8819.2 2 19.88 19.88 97.6 2.06e+008 (R)VDNPFVGANWY IDPIWSAK(A) 2192.082
2 080-1601.8765.8788.3 3 19.21 9.76 94.3 1.05e+008 (R)VDNPFVGANWY IDPIWSAK(A) 2192.082
3 079-1501.8567.8599.2 2 18.21 1491 93.9 2.03e+008 (R)VDNPFVGANWY IDPIWSAK(A) 2192.082
4 080-1601.5478.5478.0 3 18.21 14.02 88.4 8.54e+007 (R)GQEDYVIINIANEPVGNNQPSSMWINDHR(S) 3310.555
5 079-1501.7414.7459.0 2 15.64 10.56 92.0 4.44e+008 (R)GLPSNIGMLIDTGR(N) 1443.763
6 080-1601.4641.4656.0 3 15.19 15.19 85.0 7.74e+007 (R)NGWGGPGRPTAVSTSTDLETYINESR(L) 2765.313
7 080-1601.5153.5187.0 2 14.52 10.35 89.1 6.07e+007 (R)GLPSNIGMLIDTGR(N) 1443.763
8 080-1601.3778.3789.2 2 13.33 9.44 88.7 8.23e+006 (R)IGAIAGPADGDGLGLR(G) 1452.781
9 079-1501.6774.6780.2 2 12.79 8.87 88.2 1.98e+007 (R)IGAIAGPADGDGLGLR(G) 1452.781
10 079-1501.9205.9213.0 2 12.46 6.69 78.2 7.36e+007 (R)YQNEYIAPIVEILSDPAYANIR(I) 2552.304
11 078-1101.7328.7349.0 2 12.15 7.22 80.9 3.91e+007 (R)GLPSNIGMLIDTGR(N) 1443.763
12 080-1601.2775.2802.2 2 11.49 11.49 73.2 4.20e+006 (R)HSLIELGR(L) 924.527
13 071-0401.7526.7526.0 3 11.38 11.38 74.4 7.31e+006 (K)SSDFYEFNGYFDELSFVTDWR(N) 2624.126
14 080-1601.7235.7235.0 3 10.12 10.12 71.2 3.06e+007 (R)NGWGGPGRPTAVSTSTDLETYINESR(L) 2765.313
15 079-1501.7516.7542.0 2 10.06 10.06 66.5 4.06e+008 (R)HSLIELGR(L) 924.527
16 080-1601.7244.7244.0 2 9.31 3.60 67.8 7.06e+006 (R)GLPSNIGMLIDTGR(N) 1443.763
17 078-1101.7361.7366.0 2 7.76 2.76 77.6 3.08e+007 (R)WFPEAFR(V) 952.468
18 080-1601.2694.2694.2 2 7.00 3.01 100.0 1.12e+006 (R)VVLSNGDQWTR(N) 1274.649
Distinct
Group Subgroup Spectra IE);[SJE:S;; S“tjrglnh;lgd % AA P-:—gtt:iln Pr’a{;\alm Databfase Protein Name
#) #) #) ) Search Coverage Ii;t):rcl:;rifl (Da) Accession #
Score y
5 5.2 20 8 138.41 38 4.30e+009 43960.4 PA_Bse_meta_comb:2073561917

4,01 75.2 1.60e+008 (R)DGTGLIQSNGQHRPAMDWLMNYIGR(-) 2830.352

Distinct

http://spectrummillxp/millscripts/summaryPP.pl
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PA_Bse08:2503994382 BS08DRAFT_00000020 Cellulose or protein binding domain./Glycosyl hydrolase family 10./

PA_Bse_meta_comb:2073561919 BaSeMet_00055750 Cellobiohydrolase A (1,4-beta-cellobiosidase A)

PA_Bse_meta_comb:2073561917 BaSeMet_00055730 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [I
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.
# Filename z Score Fvgg(—)l?gv 22; Slr?tzcr;[glijt? Sequence M%E)ed
1 080-1601.5977.6015.2 2 21.37 21.37 97.7 1.35e+008 (R)YQNEYIAGITEIIGDSK(Y) 1913.950
2 080-1601.6812.6864.0 3 19.56 19.56 88.2 2.06e+007 (K)GANSIAGFASNSANYTPVTEPYLQDPNLQVGGNPIR(S) 3732.826
3 079-1501.9309.9368.0 2 19.50 10.44 100.0 2.14e+009 (R)WFPEAFQTLLENAYPPL(-) 2036.017
4 080-1601.5831.5897.2 2 17.99 17.99 95.1 3.06e+008 (K)GFPSTLGMLIDTGR(N) 1464.752
5 079-1501.8279.8310.2 2 17.06 17.06 91.4 3.77e+008 (K)GFPSTLGMLIDTGR(N) 1464.752
6 071-0401.7785.7785.2 2 16.58 16.58 89.3 6.75e+006 (R)SSDFYEWTQYLEELQFVQAWR(Q) 2725.258
7 080-1601.7286.7363.2 2 15.88 15.88 86.7 1.13e+008 (K)IAYESTFVWMDR(I) 1517.710
8 080-1601.9425.9442.2 2 15.42 15.42 84.6 4.25e+007 (R)SSDFYEWTQYLEELQFVQAWR(Q) 2725.258
9 080-1601.7381.7477.2 2 15.35 15.35 86.1 2.01e+008 (K)IAYESTFVWMDR(I) 1517.710
10 080-1601.5119.5122.2 2 15.34 15.34 85.9 6.83e+007 (K)IAYESTFVWMDR(I) 1517.710
11 080-1601.3409.3409.0 3 14.20 8.65 80.3 9.33e+006 (R)NGWGGANRPSGASSSTDLNTYVDESR(I) 2698.209
12 080-1601.3778.3789.2 2 13.33 9.44 88.7 8.23e+006 (R)IGAIAGPADGDGLGLR(G) 1452.781
13 080-1601.6839.6839.0 3 13.33 13.33  74.2 1.45e+007 (K)GANSIAGFASNSANYTPVTEPYLQDPNLQVGGNPIR(S) 3732.826
14 080-1601.7624.7631.2 2 13.10 13.10 82.7 2.84e+007 (K)IAYESTFVWMDR(I) 1517.710
15 079-1501.6774.6780.2 2 12.79 8.87 88.2 1.98e+007 (R)IGAIAGPADGDGLGLR(G) 1452.781
16 078-1101.9204.9209.0 2 11.97 6.00 62.2 5.50e+008 (R)WFPEAFQTLLENAYPPL(-) 2036.017
17 077-1001.8905.8905.0 3 11.74 7.21 78.0 2.93e+007 (R)WFPEAFQTLLENAYPPL(-) 2036.017
18
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Results Shown Filtered by Validation Category: valid
Data Directory: msdataSM\051111_OGL_BS21_15fracs
hit table read - SpecFeatures read
valid hits read from tagSummary file - Files: 726 Hits: 1510
beginning to assemble proteins .... proteins assembled 0.246512 sec
proteins filtered by unique peptides 0.026161 sec
proteins filtered by score
calculated protein coverage maps 0.096897 sec
beginning to roll up proteins into groups ... . proteins rolled up into groups 0.018022 sec
protein groups ready for display
proteinGroupingMethod: oneSharedPeptideSubgrouped 27 Proteins listed

Distinct

Distinct Summed Tota_l Protein
Group Subgroup Spectra Peptides MS/MS % AA Protein MW Databgse
#) #) #) ) Search Coverage E]E:r?;ri?l (Da) Accession #
Score y

1 1.1 253 17 286.52 34 4.24e+011  77520.7 PA_Bse02:2503999400
1 11 252 16 277.40 56 4.24e+011 48452.4 PA_Bse_meta_comb:2073585167
2 2.1 106 10 182.05 27 1.77e+011 73729.2 PA_BS12:2189570195
2 2.1 106 10 182.05 47 1.77e+011 44290.5 PA_Bse_meta_comhb:2073567998
3 3.1 56 9 161.19 14 5.27e+010 104392.5 PA_BS12:2189569647
3 3.2 3 2 28.37 4 2.86e+009 99497.3 PA_Bse08:2503994382
4 4.1 58 9 153.51 22 5.49e+009 80610.8 PA_BS12:2189571642
4 4.1 58 9 153.51 48 5.49e+009 37625.9 PA_Bse_meta_comb:2073592708
4 4.2 30 7 110.10 13 2.41e+009 112354.2 PA_Bse_meta_comb:2073560170
4 4.2 30 7 110.10 13 2.41e+009 112173.0 PA_Bse02:2503998147
5 51 35 9 152.55 44 9.01e+009 43960.4 PA Bse_meta comb:2073561917
5 5.1 10 4 70.28 39 2.50e+009 23858.3 PA_Bse02:2504000230
5 51 19 4 66.43 7 2.33e+009 114184.0 PA_Bse_meta_comb:2073561915
5 5.1 12 3 48.83 13 1.57e+009 38604.4 PA_Bse02:2503998988
5 5.1 8 2 32.36 15 1.92e+009 23855.3 PA_Bse02:2503999190
5 52 32 9 141.60 14 3.07e+009 112508.2 PA_Bse_meta_comb:2073561919
5 5.2 28 8 123.33 12 2.06e+009 113016.6 PA_Bse02:2503999098
6 6.1 11 5 81.06 12 3.96e+008 74714.6 PA_Bse08:2503995453
6 6.2 2 2 23.42 3 2.46e+007 75758.3 PA_Bse_meta_comb:2073585828
6 6.2 2 2 23.42 3 2.46e+007 75690.3 PA_BSC2:2534572481
7 7.1 15 5 63.54 14 5.05e+008  70938.0 PA_Bse02:2504000681
7 7.1 12 2 22.55 4 1.89e+008 70884.2 PA_Bse08:2503997525
8 8.1 6 4 56.78 16 3.24e+008 56911.4 PA_Bse08:2503996762
9 9.1 11 3 53.35 11 1.09e+008 58225.4 PA_BS12:2189570192
9 9.1 11 3 53.35 12 1.09e+008 52443.2 PA_Bse_meta_comb:2073587378
10 10.1 7 3 49.74 11 5.96e+008 46154.6 PA_Bse02:2503998146
10 10.1 7 3 49.74 11 5.96e+008 46141.6 PA_ Bse_meta comb:2073560169
11 11.1 6 3 43.13 4 2.45e+008 77470.6 PA_Bse08:2503996278
12 12.1 12 2 41.68 8 1.93e+009 62134.7 PA_Bse08:2503996242
13 13.1 14 2 41.23 41 2.90e+009 13375.7 PA_Bse_meta_comb:2073565643
14 14.1 5 3 40.38 6 1.47e+008 77517.5 PA_BS12:2189568391
14 14.1 5 3 40.38 10 1.47e+008 50621.3 PA_Bse_meta_comb:2073574943
15 15.1 7 3 40.27 1 2.73e+008 224278.3 PA_BS12:2189569050
15 15.1 7 3 40.27 1 2.73e+008 223963.9 PA Bse_meta_comb:2073579605
16 16.1 7 2 36.62 9 6.32e+008 43875.0 PA_Bse08:2503995778

http://spectrummillxp/millscripts/summaryPP.pl

Protein Name

PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding
PA_Bse_meta_comb:2073585167 BaSeMet_00288230 Endoglucanase [Bankia setacea microbiome (Ct
PA_BS12:2189570195 or3426 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 709 b
PA_Bse_meta_comb:2073567998 BaSeMet_00116540 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_BS12:2189569647 0r2953 Beta-1,4-xylanase [B. setacea BS12] 986 bp

PA_Bse08:2503994382 BSO8DRAFT_00000020 Cellulose or protein binding domain./Glycosyl hydrolast
PA_BS12:2189571642 or0735 Carbohydrate binding domain. [B. setacea BS12] 763 bp
PA_Bse_meta_comb:2073592708 BaSeMet_00363640 hypothetical protein [Bankia setacea microbiome
PA_Bse_meta_comb:2073560170 BaSeMet_00038260 esterase, PHB depolymerase family [Bankia set:
PA_Bse02:2503998147 BS02DRAFT_00013240 esterase, PHB depolymerase family [B. setacea BS02
PA_Bse_meta_comb:2073561917 BaSeMet_00055730 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse02:2504000230 BSO2DRAFT_00014530 Glycosyl hydrolases family 6. [B. setacea BS02 (Isolate
PA_Bse_meta_comb:2073561915 BaSeMet_00055710 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse02:2503998988 BS02DRAFT_00026880 Cellulose or protein binding domain./Cellulose binding
PA_Bse02:2503999190 BS02DRAFT_00027250 Glycosyl hydrolases family 6. [B. setacea BS02 (Isolate
PA_Bse_meta_comb:2073561919 BaSeMet_00055750 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse02:2503999098 BS02DRAFT_00001060 Cellulose or protein binding domain./Glycosyl hydrolast
PA_Bse08:2503995453 BSO8DRAFT_00039170 Cellulose or protein binding domain./Cellulose binding
PA_Bse_meta_comb:2073585828 BaSeMet_00294840 Endoglucanase [Bankia setacea microbiome (Ct
PA_BSC2:2534572481 Bsc2_00165 Endoglucanase [Alteromonadacea bacterium Bsc2]
PA_Bse02:2504000681 BS02DRAFT_00022770 Cellulose or protein binding domain./Glycosyl hydrolast
PA_Bse08:2503997525 BSO8DRAFT_00020200 Cellulose or protein binding domain./Glycosyl hydrolast
PA_Bse08:2503996762 BSO8DRAFT_00004980 esterase, PHB depolymerase family [B. setacea BS08
PA_BS12:2189570192 or3423 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 560 b
PA_Bse_meta_comb:2073587378 BaSeMet_00310340 Cobalamin biosynthesis protein CobN and relate
PA_Bse02:2503998146 BS02DRAFT_00013230 Glycosyl hydrolase family 10. [B. setacea BS02 (Isolate
PA_Bse_meta_comb:2073560169 BaSeMet_00038250 Beta-1,4-xylanase [Bankia setacea microbiome
PA_Bse08:2503996278 BSO8DRAFT_00001670 Cellulose or protein binding domain./Cellulose binding
PA_Bse08:2503996242 BSO8DRAFT_00001300 Cellulose or protein binding domain./Cellulose binding
PA_Bse_meta_comb:2073565643 BaSeMet_00092990 Histone H2A [Bankia setacea microbiome (Com
PA_BS12:2189568391 or1689 Endoglucanase [B. setacea BS12] 725 bp
PA_Bse_meta_comb:2073574943 BaSeMet_00185990 Endoglucanase [Bankia setacea microbiome (Ct
PA_BS12:2189569050 0r2363 Gluconolactonase [B. setacea BS12] 2124 bp
PA_Bse_meta_comb:2073579605 BaSeMet_00232610 Gluconolactonase [Bankia setacea microbiome |
PA_Bse08:2503995778 Cellulose or protein binding domain./Cellulase (glycosyl hydrolase family 5). [B.
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16 16.2 5 2 35.30
16 16.2 5 2 35.30
17 171 10 3 35.31
18 18.1 15 2 34.08
18 18.1 15 2 34.08
18 18.2 13 2 30.50
19 19.1 11 2 31.78
20 20.1 10 2 28.96
20 20.1 10 2 28.96
21 21.1 20 1 21.88
21 21.1 20 1 21.88
Totals: 1377 209
Distinct

Distinct Summed

Group Subgroup Spectra Peptides MS/MS

*) *) ) #) Search
Score
1 1.1 253 17 286.52
# Filename 7 Score TWd-Rev
Score
083-1901.5201.5201.0 21.86 15.44
081-1701.6966.7001.0 21.45 13.22

084-2001.5335.5375.0
085-2101.5336.5374.0
082-1801.6705.6775.0
085-2101.5181.5181.0
083-1901.5572.5572.2
082-1801.8017.8133.2
082-1801.8420.8543.3
082-1801.6590.6700.0
082-1801.6475.6580.0
085-2101.5049.5170.3

21.00 12.82
20.96 11.61
20.94 13.61
20.71 13.78
20.50 12.38
20.42 20.42
20.13 20.13
19.89 11.36
19.87 19.87
19.64 14.34

N N W N WN WNDNDNWDNDNDWWWWWWDNDDNDNWWWWWww

N NN ININNNNERERERFPERRERERRIERIRIERIOIRIN©O IO W IN -
REBRRBRRE S e [5

13 083-1901.5359.5426.0 19.42 11.40
14 085-2101.9601.9716.3 19.40 19.40
15 082-1801.8141.8259.2 19.36 19.36
16 084-2001.4275.4397.2 19.34 19.34
17 084-2001.10422.10489.0 19.32 19.32
18 082-1801.3883.3962.2 19.20 19.20
9 082-1801.4311.4428.2 19.04 19.04
082-1801.3972.3996.2 19.02 19.02
083-1901.6957.7055.3 19.00 19.00
082-1801.8263.8378.2 18.85 18.85
081-1701.6874.6958.0 18.83 9.93
081-1701.7355.7361.2 18.81 10.36
082-1801.6351.6465.0 18.80 8.54
082-1801.7106.7200.2 18.76 11.35
081-1701.7352.7356.2 18.69 14.75
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2.62e+008 60457.4 PA_BS12:2189569899 PA_BS12:2189569899 0r3204 Cellulase (glycosyl hydrolase family 5)./Cellulose or protein binding doma
2.62e+008 39020.2 PA_Bse_meta_comb:2073558688 PA_Bse_meta_comb:2073558688 BaSeMet_00023440 Cellulase (glycosyl hydrolase family 5). [Bankia :
1.83e+009 73439.4 PA_Bse08:2503994248 PA_Bse08:2503994248 BSO8DRAFT_00028400 Cellulose or protein binding domain./Chitin binding dorr
4.04e+009 42518.1 PA Bse02:2503998249 PA_Bse02:2503998249 BS02DRAFT_00014250 Cellulose or protein binding domain./Chitin binding dorr
4.04e+009 42082.7 PA_Bse_meta_comb:2073581124 PA_Bse_meta_comb:2073581124 BaSeMet_00247800 Uncharacterized protein conserved in bacteria [E
1.90e+009 39939.7 PA_BS12:2189570962 PA_BS12:2189570962 0r0231 Uncharacterized protein conserved in bacteria [B. setacea BS12] 383 bp
6.58e+007 55060.3 PA_BS12:2189568352 PA_BS12:2189568352 0r0169 Cellulose or protein binding domain./Cellulose binding domain. [B. setace
1.01e+009 33117.2 PA_BS12:2189570963 PA_BS12:2189570963 0r0232 Uncharacterized protein conserved in bacteria [B. setacea BS12] 320 bp
1.01e+009 31752.7 PA_Bse_meta_comb:2073593368 PA_Bse_meta_comb:2073593368 BaSeMet_00370240 Uncharacterized protein conserved in bacteria [
3.97e+009 43475.8 PA_BS12:2189567935 PA_BS12:2189567935 0r1258 Lysophospholipase L1 and related esterases [B. setacea BS12] 419 bp

3.97e+009 42177.2 PA_Bse_meta_comb:2073563649 PA_Bse_meta_comb:2073563649 BaSeMet_00073050 Predicted solute binding protein [Bankia setacez

Total

) Protein
Protein MwW Databfise Protein Name
Coverage Spectral (Da) Accession #
Intensity

4.24e+011 77520.7 PA_Bse02:2503999400 PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding domain./Cel

Spectrum

Intensity Sequence

2.93¢+009 (R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N)
1.30e+009 (R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
3.13e+009 (R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
2.56e+009 (R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
3.20e+009 (R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
4.79e+009 (R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N)
8.76e+008 (R)EWQDALVDYMVEK(D)

2.76e+009 (R)LVLSPHTYGPSVFVQR(Q)

5.12e+009 (K)DADNNADGAPLELYVGNMWWADTGR(T)
5.05e+009 (R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
4.09e+009 (R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
8.43e+009 (R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N)
3.26e+009 (R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
1.67e+010 (R)EIAGLPAQLGVDNI I1GIDIFNEPWDYTWQEWK(T)
5.03e+009 (R)LVLSPHTYGPSVFVQR(Q)

1.04e+009 (R)LVLSPHTYGPSVFVQR(Q)

4.30e+007 (K)DADNNADGAPLELYVGNMWWADTGR(T)
1.01e+009 (R)AGWDEHFGYLR(D)

5.12¢+008 (R)LVLSPHTYGPSVFVQR(Q)

5.71e+008 (R)AGWDEHFGYLR(D)

5.31e+009 (K)DADNNADGAPLELYVGNMWWADTGR(T)
7.87e+009 (R)LVLSPHTYGPSVFVQR(Q)

1.38e+009 (R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
5.03e+007 (R)EWQDALVDYMVEK(D)

1.37¢+009 (R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
2.36e+009 (R)EWQDALVDYMVEK (D)

1.346+008 (R)TIQQTMTEITAQGINVVR(L)

MH*
Matched
(Da)
2670.410
3509.562
3509.562
3509.562
3509.562
2670.410
1625.752
1799.981
2751.211
3509.562
3509.562
2670.410
3509.562
3730.843
1799.981
1799.981
2751.211
1350.623
1799.981
1350.623
2751.211
1799.981
3509.562
1625.752
3509.562
1625.752
2003.060
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082-1801.7912.8002.0
082-1801.7123.7222.2
082-1801.10415.10455.3
081-1701.7540.7638.2
082-1801.8414.8537.3
083-1901.4367.4432.2
082-1801.6440.6536.4
083-1901.4229.4356.2
084-2001.4401.4445.2
083-1901.5678.5754.2
082-1801.7999.8007.2
085-2101.5725.5815.2
082-1801.7981.8006.3
082-1801.7324.7442.2
082-1801.7855.7973.3
085-2101.5724.5813.3
082-1801.7206.7319.2
081-1701.7824.7847.0
082-1801.7490.7609.3
085-2101.7053.7132.3
081-1701.7771.7844.2
082-1801.7507.7623.2
085-2101.5594.5719.2

083-1901.3766.3799.2
083-1901.8548.8565.0
082-1801.7615.7729.3
081-1701.7345.7397.3
082-1801.10153.10281.3
081-1701.7650.7762.2
082-1801.8384.8502.2
085-2101.4302.4416.2
082-1801.7629.7748.2
083-1901.7582.7655.0
082-1801.7874.7993.2
082-1801.7754.7868.2
082-1801.6370.6485.3
083-1901.7732.7797.0
082-1801.3679.3799.2
082-1801.7551.7559.0
082-1801.8669.8669.0
082-1801.7735.7849.3
084-2001.9682.9793.3
082-1801.8511.8592.2
083-1901.6030.6045.3
084-2001.6039.6044.2
081-1701.7296.7306.3

~N NN NN Y 9D e oo |G o oo oo (o oD RS R D W W W W W W W W W W NN
GREIREERBBREERBRRBEBERIEGRIIREEEEREEREEREEEBBLBEREBREREE R
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081-1701.10571.10571.0 3 18.67 11.92
3 18.63 12.08
2 18.44 15.30
3 18.39 14.03
2 18.27 18.27
3 18.27 18.27
2 18.27 18.27
4 18.23 11.93
2 18.22 18.22
2 1821 18.21
2 18.12 18.12
2 18.10 14.57
2 18.09 15.01
3 17.82 8.96
2 1781 11.39
3 1781 9.15
3 1781 8.84
2 1774 11.37
3 17.73 17.73
3 17.72 10.14
3 17.56 17.56
2 17.53 17.53
2 17.50 12.07
2 17.50 12.31

084-2001.5641.5733.2 2 1747 13.79
2 17.29 12.56
3 17.29 17.29
3 17.27 9.88
3 17.25 9.99
3 17.24 17.24
2 1719 17.19
2 1713 17.13
2 1712 17.12
2 17.06 13.32
3 17.02 17.02
2 17.00 13.87
2 16.96 13.34
3 16.95 11.61
3 16.89 16.89
2 16.67 16.67
2 16.65 16.65
3 16.65 11.78
3 16.63 9.96
3 16.56 11.98
2 16.48 16.48
3 16.45 11.37
2 16.41 12.93
3 16.39 8.87

©
o
[N}

©
o1
w

©
h
o

(]
©
N

©
o
N

©
e
©

©
.°"
w

[eq]
1
o

©
o1
&

©
o
4

©
o
~

©
o1
w

©
1
o

[e}
©
o

©
.0’
~

fos)
©
[o]

[ee]
My
[ee]

©
o
N}

0
©
-

]
~
[N}

0
0
[o]

©
.0’
N}

©
h
o

©
>
N

©
©
o

©
>
3]

[o
©
[o]

0
©
w

[e3}
©
[

0
©
w

©
a
N

©
w
i

©
>
i

©
B~
o

[ee]
My
(8]

©
>
i

©
@
o2}

[e}
N
w

0
o
&

©
1
N

©
b
o

0
o
[

fe3}
o
[

[ee]
|
w

©
o1
~

[oe)
0
©

~
©
w

00
e
3]

5.46e+007
1.11e+009
2.08e+008
1.20e+010
2.43e+009
5.06e+009
7.98e+008
3.29e+008
1.63e+009
4.83e+008
3.48e+009
1.29e+009
8.24e+009
2.98e+009
4.88e+009
6.21e+009
1.06e+010
5.28e+009
1.98e+008
5.48e+009
4.15e+009
3.46e+009
2.78e+009
1.65e+010
6.74e+009
9.59e+007
2.24e+008
4.93e+009
3.79e+008
2.24e+010
4.92e+009
9.20e+009
5.41e+008
2.39e+009
3.43e+008
2.94e+009
2.74e+009
5.36e+009
3.63e+008
2.14e+009
1.12e+008
3.61e+008
5.77e+009
2.23e+010
6.24e+009
5.61e+008
4.75e+008
3.71e+007

(R)LVLSPHTYGPSVFVQR(Q)
(R)LVLSPHTYGPSVFVQR(Q)
(R)AGWDEHFGYLR(D)
(R)EIAGLPAQLGVDNI 1G IDIFNEPWDYTWQEWK (T)
(R)LVLSPHTYGPSVFVQR(Q)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)LVLSPHTYGPSVFVQR(Q)
(R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N)
(R)LVLSPHTYGPSVFVQR(Q)
(R)LVLSPHTYGPSVFVQR(Q)
(R)TIQQTMTEITAQGINVVR(L)
(R)TIQQTMTEITAQGINVVR(L)
(R)TIQQTMTEITAQGINVVR(L)
(R)TIQQTMTEITAQGINVVR(L)
(R)EWQDALVDYMVEK (D)
(R)TIQQTMTEITAQGINVVR(L)
(R)TIQQTMTEITAQGINVVR(L)
(R)EWQDALVDYMVEK (D)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)TIQQTMTEITAQGINVVR(L)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)LVLSPHTYGPSVFVQR(Q)
(R)TIQQTMTEITAQGINVVR(L)
(R)TIQQTMTEITAQGINVVR(L)
(R)TIQQTMTEITAQGINVVR(L)
(R)AAEQEMWSH I TPGVDR(E)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)TIQQTMTEITAQGINVVR(L)
(R)TIQQTMTEITAQGINVVR(L)
(R)EIAGLPAQLGVDNI 1G IDIFNEPWDYTWQEWK (T)
(R)LVLSPHTYGPSVFVQR(Q)
(R)LVLSPHTYGPSVFVQR(Q)
(R)LVLSPHTYGPSVFVQR(Q)
(R)TIQQTMTEITAQGINVVR(L)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)TIQQTMTEITAQGINVVR(L)
(R)TIQQTMTEITAQGINVVR(L)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)AAEQEMWSH I TPGVDR(E)
(R)LVLSPHTYGPSVFVQR(Q)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)TIQQTMTEITAQGINVVR(L)
(RYEIAGLPAQLGVDN I 1G 1D IFNEPWDYTWQEWK (T)
(R)LVLSPHTYGPSVFVQR(Q)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)AAEQEMWSHITPGVDR(E)

1799.981
1799.981
1350.623
3730.843
1799.981
2751.211
1799.981
2670.410
1799.981
1799.981
2003.060
2003.060
2003.060
2003.060
1625.752
2003.060
2003.060
1625.752
2751.211
2003.060
2751.211
1799.981
2003.060
2003.060
2003.060
1826.850
2415.050
2003.060
2003.060
3730.843
1799.981
1799.981
1799.981
2003.060
2751.211
2003.060
2003.060
2670.410
2751.211
1826.850
1799.981
2751.211
2003.060
3730.843
1799.981
2415.050
2415.050
1826.850
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76 085-2101.5589.5718.3
77 084-2001.5636.5732.3
78 083-1901.6049.6053.2

16.24 10.18
16.21 10.24
16.13 16.13

79 084-2001.4631.4636.0 16.01 8.62
80 082-1801.6884.6944.2 15.97 15.97
81 082-1801.3789.3809.3 15.93 8.30

82 083-1901.6962.6962.0
83 083-1901.8540.8588.0
84 082-1801.7380.7497.2

15.93 11.55
15.91 15.91
15.90 12.43

85 083-1901.3756.3798.3 15.90 7.85
86 082-1801.9200.9221.0 15.87 15.87
87 081-1701.7096.7106.0 15.86 6.87

88 082-1801.11697.11749.0
89 084-2001.3764.3814.2

15.62 10.32
15.60 12.27

90 082-1801.8589.8680.0 15.56 9.10
91 085-2101.3778.3824.2 15.55 15.55
92 081-1701.6941.7034.0 15.53 9.36
93 083-1901.9351.9418.0 15.53 15.53

94 084-2001.11584.11584.0
95 083-1901.8055.8107.0
96 084-2001.6015.6092.3
97 082-1801.8548.8594.3
98 082-1801.11734.11734.0

15.52 15.52
15.49 15.49
15.45 8.41
15.36 15.36
15.32 15.32

99 085-2101.3771.3807.3 15.32 8.97
100 082-1801.4436.4469.2 15.17 15.17
101 082-1801.8161.8273.3 15.14 10.96
102 083-1901.5683.5776.3 15.03 6.93
103 083-1901.4803.4803.0 15.00 5.82

104 083-1901.7512.7551.0
105 083-1901.8986.9012.0
106 084-2001.3752.3813.3
107 082-1801.3806.3810.2
108 085-2101.11669.11669.0
109 085-2101.7068.7134.2
110 082-1801.9172.9172.0
111 083-1901.7948.8017.3

15.00 11.14
14.97 14.97
14.91 7.28
14.90 14.90
14.82 14.82
14.81 8.74
14.80 14.80
14.76 14.76

112 084-2001.7566.7610.2 14.74 14.74
113 081-1701.9633.9754.3 14.66 14.66
114 085-2101.6102.6203.0 14.65 9.65

115 085-2101.7638.7638.0
16 082-1801.11432.11474.0
17 082-1801.7240.7286.2

14.65 14.65
14.63 14.63
14.61 14.61

118 085-2101.11024.11029.0 14.59 8.06
119 085-2101.7916.7916.0 14.52 14.52
120 083-1901.11764.11820.0 14.42 8.01
121 083-1901.9269.9353.0 14.40 7.63
122 083-1901.7713.7806.2 14.38 14.38
123 082-1801.2266.2314.0 14.32 8.00

http://spectrummillxp/millscripts/summaryPP.pl
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1.68e+010
7.53e+009
6.27e+008
2.96e+007
7.28e+007
2.32e+009
2.52e+009
3.97e+008
2.17e+009
3.02e+008
1.18e+008
1.10e+007
1.64e+008
6.55e+007
4.25e+008
3.34e+007
8.02e+008
1.15e+008
1.22e+008
6.05e+008
7.24e+008
4.66e+009
8.34e+007
1.06e+008
1.59e+008
8.78e+008
4.68e+009
1.01e+007
2.64e+008
1.90e+008
2.70e+008
6.44e+008
7.35e+007
1.39e+009
1.53e+008
4.17e+008
1.88e+008
9.94e+009
7.37e+008
8.41e+007
4.61e+007
1.41e+008
5.05e+007
4.52e+007
1.41e+008
1.31e+008
1.61e+008
1.65e+007

(R)TIQQTMTEITAQGINVVR(L)
(R)TIQQTMTEITAQGINVVR(L)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)LVLSPHTYGPSVFVQR(Q)
(R)AAEQEMWSH I TPGVDR(E)
(R)AAEQEMWSH I TPGVDR(E)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)TIQQTMTEITAQGINVVR(L)
(R)AAEQEMWSHITPGVDR(E)
(R)AGWDEHFGYLRDQGYAMV I GEFGGNMDWPNGTR(A)
(R)LDANPPYADADREGYEFTR(E)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)AAEQEMWSH I TPGVDR(E)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)AAEQEMWSHITPGVDR(E)
(R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)EIAGLPAQLGVDNI 1G IDIFNEPWDYTWQEWK (T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)AAEQEMWSH I TPGVDR(E)
(R)LVLSPHTYGPSVFVQR(Q)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)TIQQTMTEITAQGINVVR(L)
(R)LVLSPHTYGPSVFVQR(Q)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)AAEQEMWSH I TPGVDR(E)
(R)AAEQEMWSH I TPGVDR(E)
(R)EIAGLPAQLGVDNI 1G IDIFNEPWDYTWQEWK (T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(RYEIAGLPAQLGVDNI 1G 1D IFNEPWDYTWQEWK (T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)AGWDEHFGYLR(D)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)LDANPPYADADR(E)

2003.060
2003.060
2415.050
1799.981
1826.850
1826.850
2751.211
2751.211
2003.060
1826.850
3746.655
2199.995
2415.050
1826.850
2415.050
1826.850
2670.410
2751.211
3730.843
2751.211
2415.050
2751.211
2751.211
1826.850
1799.981
2415.050
2003.060
1799.981
2415.050
2751.211
1826.850
1826.850
3730.843
2751.211
2751.211
2751.211
2751.211
3730.843
2415.050
2751.211
2751.211
1350.623
2415.050
2751.211
2415.050
2415.050
2751.211
1317.608
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124 082-1801.9171.9176.0
125 085-2101.9988.9988.0
126 082-1801.8969.9048.0

14.32 14.32
14.22 14.22
14.19 14.19

127 081-1701.6887.6932.2 14.14 9.15
128 083-1901.7843.7855.0 14.06 14.06
129 084-2001.6320.6420.0 14.03 14.03
130 083-1901.3948.3987.2 14.01 9.68
131 082-1801.7371.7484.3 13.91 7.33
132 082-1801.9163.9202.0 13.87 8.78
133 083-1901.11232.11250.0 13.86 13.86
134 083-1901.8007.8032.2 13.83 13.83
135 083-1901.10226.10351.3 13.76 6.57
136 081-1701.7474.7480.0 13.66 10.24
137 084-2001.11466.11501.0 13.66 6.08

138 084-2001.11860.11860.2
139 084-2001.11387.11393.0
140 085-2101.11210.11295.2

13.54 13.54
13.52 10.17
1351 13.51

141 082-1801.9397.9443.0 13.44 13.44
142 083-1901.10215.10341.3 13.44 8.59
143 084-2001.12094.12118.0 13.18 7.26

13.18 13.18
13.13 13.13
13.09 13.09

144 085-2101.7384.7436.0
145 085-2101.12057.12057.0
146 085-2101.11271.11337.2

147 082-1801.11329.11384.0 13.06 6.75
148 082-1801.8356.8356.2 13.05 13.05
149 085-2101.11991.12045.0 13.05 7.57

150 084-2001.7409.7451.2
151 083-1901.11120.11120.0

12.96 12.96
12.90 12.90

152 083-1901.7258.7263.2 12.74 8.58
153 082-1801.6410.6468.2 12.63 7.05
154 083-1901.8129.8218.2 12.58 12.58

155 083-1901.7810.7810.2
156 083-1901.11052.11131.2
157 084-2001.8039.8039.0
158 083-1901.11180.11246.0
159 083-1901.9340.9340.0

12.53 12.53
12.49 12.49
12.42 12.42
12.40 12.40
12.37 12.37

160 083-1901.9010.9010.0 12.30 8.38
161 085-2101.6308.6387.0 12.28 8.92
162 084-2001.3956.3980.2 12.25 8.80
163 083-1901.6291.6394.3 12.12 5.23

164 080-1601.7298.7298.2
165 082-1801.10931.11000.0
166 083-1901.6985.7070.0
167 083-1901.5365.5365.0
168 084-2001.11856.11856.0
169 085-2101.11615.11615.0
170 084-2001.11410.11432.2
171 082-1801.11096.11113.0

12.01 12.01
11.83 11.83
11.80 5.64
11.76 8.08
11.76 11.76
11.66 11.66
11.56 7.67
11.53 11.53

NN WN W W WNWNWNWNWDNDNDDNNDNDNDNWDNOWNWWWWWNWOWNWDNWNWWWDNWWNWWw
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1.73e+008
4.13e+008
1.29e+008
3.96e+007
1.75e+008
4.05e+008
1.21e+008
3.69e+009
2.56e+008
1.70e+008
1.61e+008
1.97e+010
1.18e+008
1.01e+008
4.97e+007
1.51e+008
1.93e+008
5.27e+007
1.92e+010
1.03e+008
2.40e+008
3.08e+007
2.24e+008
6.18e+007
1.91e+008
1.07e+008
2.43e+008
3.48e+007
2.71e+008
2.82e+008
1.83e+008
8.27e+007
1.73e+008
1.68e+008
9.20e+007
9.75e+007
1.15e+008
5.58e+008
1.01e+008
7.00e+008
2.43e+007
9.32e+007
4.05e+008
2.67e+009
5.18e+007
3.27e+007
1.64e+008
1.08e+008

(R)AAEQEMWSH I TPGVDREWQDALVDYMVEK (D)
(R)EIAGLPAQLGVDNIIGIDIFNEPWDYTWQEWK(T)

(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)LPIAPQTLDPNDPQG IGD IQNGGVLK (N)
(K) DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)AGWDEHFGYLR(D)
(R)TIQQTMTEITAQGINVVR(L)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)

(R)EIAGLPAQLGVDNI 1G IDIFNEPWDYTWQEWK (T)

(K)DADNNADGAPLELYVGNMWWADTGR(T)

(RYEIAGLPAQLGVDN I 1G 1DIFNEPWDYTWQEWK (T)

(R)AGWDEHFGYLR(D)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)

(R)EIAGLPAQLGVDNI 1G IDIFNEPWDYTWQEWK (T)

(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)

(R)EIAGLPAQLGVDNI IGIDIFNEPWDYTWQEWK(T)

(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)AGWDEHFGYLR(D)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)TIQQTMTEITAQGINVVR(L)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)

(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)

(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)

3433.583
3730.843
2751.211
2670.410
2751.211
2415.050
1350.623
2003.060
2415.050
3730.843
2751.211
3730.843
1350.623
2415.050
2751.211
3730.843
2415.050
2751.211
3730.843
2415.050
2751.211
2751.211
2415.050
2415.050
2415.050
2415.050
2751.211
2751.211
2751.211
2670.410
2751.211
2751.211
2415.050
2751.211
2415.050
2751.211
2415.050
2415.050
1350.623
2415.050
2003.060
2415.050
2415.050
3509.562
2751.211
2415.050
2415.050
2415.050
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172

083-1901.8114.8193.2

173 085-2101.7746.7758.0

085-2101.6526.6545.0

084-2001.10299.10333.0

085-2101.11509.11519.2

083-1901.9024.9024.0
085-2101.7057.7057.0

084-2001.11817.11817.0

085-2101.11673.11751.0

085-2101.10361.10361.0

084-2001.7920.7962.0

084-2001.11245.11245.0

082-1801.11225.11225.0

085-2101.11164.11250.2

083-1901.11242.11242.0

082-1801.11116.11116.0

083-1901.2031.2037.0
084-2001.7027.7046.0
085-2101.8128.8128.0
083-1901.11475.11522.2
082-1801.9294.9311.0
085-2101.7613.7613.0
085-2101.7690.7690.0

084-2001.11709.11709.2

083-1901.7502.7605.0
085-2101.7111.7111.0
083-1901.8545.8569.2

084-2001.11633.11633.0

085-2101.11138.11138.0

083-1901.7379.7379.0
082-1801.8823.8893.0

084-2001.11824.11854.2

083-1901.7009.7092.2
084-2001.4864.4885.0

083-1901.11390.11449.0

083-1901.7370.7370.0

082-1801.11275.11281.2

084-2001.6379.6476.2
085-2101.11323.11323.0

085-2101.11380.11477.0

084-2001.7541.7541.2

084-2001.11677.11677.0

084-2001.7537.7584.2
084-2001.8267.8267.2
082-1801.7113.7208.0

11.42
11.41
11.33
11.22
11.16
11.12
11.12
11.05
11.03
11.02
10.94
10.91
10.88
10.87
10.84
10.81
10.74
10.64
10.62
10.55
10.53
10.40
10.32
10.25
10.19
10.09
10.07
10.00
9.99
9.86
9.85
9.84
9.79
9.70
9.69
9.68
9.62
9.58
9.54
9.50
9.50
9.45
9.42
9.40
9.29
9.27
9.27
9.22

11.42
11.41
4.43
11.22
11.16
11.12
11.12
11.05
11.03
11.02
6.23
10.91
10.88
10.87
10.84
10.81
10.74
10.64
10.62
4.37
10.53
10.40
10.32
10.25
10.19
10.09
10.07
10.00
9.99
9.86
9.85
5.94
9.79
9.70
9.69
9.68
9.62
9.58
6.42
9.50
9.50
9.45
6.14
9.40
9.29
9.27
9.27
9.22

http://spectrummillxp/millscripts/summaryPP.pl
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2.77e+008
5.72e+007
1.19e+008
1.02e+008
1.21e+008
1.09e+008
2.11e+009
1.19e+008
1.60e+008
1.65e+008
3.12e+008
1.26e+008
1.11e+008
5.39e+007
2.27e+007
2.04e+009
1.67e+008
1.90e+007
4.18e+007
1.40e+005
3.22e+008
1.40e+008
4.83e+007
8.90e+007
1.67e+008
6.55e+007
6.11e+007
3.79e+008
1.94e+008
2.36e+008
5.13e+007
6.75e+007
1.53e+008
1.19e+008
1.42e+008
3.29e+008
4.56e+007
7.94e+007
1.46e+008
7.77e+007
3.75e+008
4.49e+007
3.08e+008
1.98e+008
1.69e+007
2.68e+008
1.52e+008
6.55e+008

(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)EIAGLPAQLGVDNI 1G IDIFNEPWDYTWQEWK (T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)AGWDEHFGYLR(D)
(RYEIAGLPAQLGVDN I 1G 1DIFNEPWDYTWQEWK (T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)EGYEFTR(E)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)CGSWFGLEGQHEPK (D)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)CGSWFGLEGQHEPK (D)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)

2415.050
2751.211
2415.050
2415.050
2415.050
2415.050
2751.211
3730.843
2415.050
2751.211
1350.623
3730.843
2751.211
2415.050
2751.211
2415.050
2415.050
2751.211
2751.211

901.406
2415.050
2751.211
2751.211
1574.706
2415.050
2415.050
2415.050
2415.050
2415.050
2415.050
2415.050
2415.050
2415.050
2415.050
2415.050
2415.050
1574.706
2415.050
2415.050
2415.050
2415.050
2751.211
2415.050
2415.050
2751.211
2415.050
2415.050
2415.050
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220 084-2001.7791.7791.0
221 085-2101.3965.4022.0
222 082-1801.2634.2634.2
223 083-1901.4838.4874.0
224 082-1801.11354.11354.0
225 084-2001.8755.8755.0
226 082-1801.9023.9073.0
227 085-2101.6329.6342.2
228 082-1801.7338.7428.0
229 084-2001.7685.7720.2

230 082-1801.11132.11132.2

231 083-1901.8900.8937.2
232 082-1801.8633.8697.0
233 082-1801.11297.11297.0

234 084-2001.11765.11765.0

235 084-2001.6531.6631.0
236 085-2101.11162.11162.0

237 084-2001.7068.7068.0
238 084-2001.11402.11402.0

239 084-2001.11644.11644.0

240 085-2101.7694.7694.0
241 082-1801.9281.9293.0
242 084-2001.8337.8337.0
243 082-1801.9232.9232.0
244 082-1801.9319.9319.0
245 085-2101.5522.5522.0
246 084-2001.8315.8315.0
247 082-1801.11078.11078.0

248 082-1801.11127.11127.0

249 082-1801.11744.11744.2

250 083-1901.9439.9439.0
251 084-2001.7729.7729.0
252 083-1901.8976.8976.0
253 084-2001.7085.7085.0

Group Subgroup Spectra
# ) #)

2 21 106

F*

Filename

082-1801.3205.3252.0
085-2101.3228.3233.0
081-1701.8214.8218.2
083-1901.8034.8105.3
083-1901.8023.8106.2

o I W IN e

NN N DN NN DNDNDNDDNDDNNDNDNDNDDNDDNDDNDNNDNDNDDNDDNDDNDDNNNDNDNDNDDNDDNDDNDNDNDNDNDNDN

9.19
9.14
9.12
9.12
9.10
9.10
9.09
9.08
8.90
8.75
8.70
8.65
8.49
8.48
8.17
7.99
7.96
7.90
7.72
7.53
7.28
7.26
7.10
6.95
6.94
6.59
6.57
6.54
6.54
6.42
6.38
6.27
6.09
6.07

Distinct
Peptides
#)

10

z Score

N W N W W

22.25
21.58
21.48
20.49
20.26

9.19
9.14
4.30
9.12
9.10
9.10
9.09
5.84
8.90
8.75
8.70
8.65
5.26
8.48
8.17
7.99
7.96
7.90
7.72
7.53
7.28
7.26
7.10
6.95
6.94
6.59
6.57
6.54
6.54
6.42
6.38
6.27
6.09
6.07

Distinct
Summed
MS/MS
Search

Score
182.05

Fwd-Rev
Score
10.50
10.54
16.14
15.12
20.26

http://spectrummillxp/millscripts/summaryPP.pl
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1.62e+008
1.21e+008
2.27e+005
5.59e+007
1.67e+007
1.24e+008
2.10e+008
4.41e+008
1.84e+009
2.01e+008
2.62e+007
1.08e+008
1.88e+008
2.15e+007
3.57e+007
3.17e+008
7.14e+007
2.06e+008
4.75e+007
4.49e+007
6.37e+007
8.76e+007
6.50e+007
8.39e+007
7.03e+007
3.81e+008
1.56e+008
3.88e+007
2.67e+007
1.17e+008
2.50e+007
9.05e+007
1.05e+008
2.08e+008

Total
Protein
Coverage Spectral (Da) Accession #

(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)AGWDEHFGYLR(D)
(KONGSVFPVR(C)
(R)CGSWFGLEGQHEPK (D)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNG TR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)EWQDALVDYMVEK (D)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)

Protein

MW Database

Intensity

1.77e+011 73729.2 PA_BS12:2189570195

Spectrum
Intensity
6.56e+007
2.57e+007
7.62e+007
5.27e+009
4.33e+009

Sequence

(R) YADEGSG IMTGAMDNAPHAGR (W)
(R) YADEGSG IMTGAMDNAPHAGR (W)
(R)YQDEY IAPIAEILSDPAYNNIR(I)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(K)SSDFYEFNSYLDELSFVQDWR(S)

Protein Name

MH*
Matched
(Da)
2120.913
2120.913
2568.262
2647.163
2647.163

2415.050
1350.623

875.474
1574.706
2751.211
2415.050
2415.050
2415.050
2415.050
2415.050
2751.211
2415.050
2415.050
2751.211
2751.211
2415.050
2415.050
2415.050
2751.211
2415.050
2415.050
2415.050
2751.211
2415.050
2415.050
1625.752
2415.050
2751.211
2751.211
2415.050
2415.050
2751.211
2415.050
2415.050
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081-1701.7040.7072.2
083-1901.8349.8462.0
081-1701.8638.8715.0
082-1801.9042.9139.0
081-1701.8707.8724.3
085-2101.8077.8141.2
081-1701.5819.5913.2

19.46 15.60
19.40 11.56
19.39 11.58
19.39 11.59
19.27 12.89
19.15 19.15
19.11 11.15

13 081-1701.8690.8696.3 18.99 18.99

14 081-1701.5723.5807.2 18.89 10.46

15 081-1701.5610.5658.2 18.88 11.31

16 083-1901.9190.9204.0 18.82 12.54

17 081-1701.8705.8709.2 18.77 18.77
8

085-2101.8091.8140.3
083-1901.3504.3550.2
082-1801.3454.3479.0
085-2101.7295.7339.2
083-1901.8466.8534.2
081-1701.8511.8630.0
084-2001.8424.8505.2
084-2001.8043.8060.2
084-2001.3262.3270.2
082-1801.9158.9158.0
081-1701.7714.7820.3
081-1701.6051.6105.2
083-1901.9296.9375.0
082-1801.9151.9201.3
081-1701.5917.6046.2
085-2101.8460.8530.2

18.71 10.74
18.60 10.01
18.59 10.14
18.42 13.92
18.37 10.44
18.36 11.93
18.36 12.66
18.33 18.33
18.27 18.27
18.22 10.36
18.09 11.88
17.87 10.34
17.67 12.24
17.61 11.77
17.59 10.10
17.31 10.07

084-2001.8672.8723.0 17.17 9.90
079-1501.7976.8002.2 17.16 9.36
084-2001.3507.3511.2 17.08 9.20

083-1901.9227.9244.0
082-1801.9165.9175.2
084-2001.3984.4008.3

16.72 10.02
16.71 16.71
16.61 11.91

084-2001.8538.8552.2 16.58 9.88
083-1901.9185.9207.2 16.28 16.28
082-1801.4008.4059.0 15.82 11.98
084-2001.3990.4067.2 15.58 12.37

15.55 15.55
15.38 15.38

079-1501.8011.8071.3
081-1701.5750.5821.2

NN N DN NN WNDNWRNWNDNWDNDNDDNDMNWOWNDNWWNWOWNDNDDNDDNDDNDMNNDNDNDNDWDNWNDNWDNDNDWNDNMNDNDNDN

W N P O © 00 N & [0 |h W N |- O 0o N & 0 s |wIN Pk O i N o U |h jwiIN |k o o N - O

080-1601.8312.8390.2 15.10 8.16
082-1801.5545.5617.0 14.96 9.44
083-1901.4000.4068.2 14.91 14.91
085-2101.6331.6451.2 14.70 9.04
085-2101.3507.3534.2 14.65 7.67
081-1701.3374.3447.0 14.47 5.01
081-1701.6065.6106.2 14.43 14.43
081-1701.7718.7821.2 14.19 8.64
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6.77e+007
2.21e+010
1.60e+010
8.14e+009
3.77e+008
3.82e+009
1.79e+009
2.55e+009
1.50e+008
1.61e+007
1.49e+008
2.41e+008
3.84e+009
2.05e+007
4.38e+007
8.45e+008
1.60e+010
1.89e+010
1.34e+010
3.37e+009
5.50e+006
6.45e+009
1.46e+009
1.63e+009
2.78e+008
4.73e+008
3.23e+009
7.73e+009
4.24e+008
1.11e+008
1.23e+007
3.06e+007
2.21e+008
3.30e+007
9.12e+009
1.29e+008
1.02e+007
7.35e+007
2.63e+007
6.75e+007
5.95e+008
5.93e+006
7.00e+007
5.55e+009
1.13e+007
1.16e+006
1.29e+008
1.49e+009

(R) YADEGSG IMTGAMDNAPHAGR (W)
(R)WFPEAFQTLVENAYPAL (-)
(R)WFPEAFQTLVENAYPAL (-)
(R)WFPEAFQTLVENAYPAL (-)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(R) IGAIEGPADGDGMGLR(E)
(R)WFPEAFQTLVENAYPAL (-)

(R) IGAIEGPADGDGMGLR(E)

(R) IGAIEGPADGDGMGLR(E)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(R) IGAIEGPADGDGMGLR(E)

(R) IGAIEGPADGDGMGLR(E)
(R)YQDEY 1APIAEILSDPAYNNIR(1)
(R)WFPEAFQTLVENAYPAL (-)
(R)WFPEAFQTLVENAYPAL (-)
(R)WFPEAFQTLVENAYPAL (-)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(R) YADEGSG IMTGAMDNAPHAGR (W)
(R)WFPEAFQTLVENAYPAL (-)

(R) SSMINNGFPNSLGML IDTGR(N)
(R) IGAIEGPADGDGMGLR(E)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(R) IGAIEGPADGDGMGLR(E)
(R)WFPEAFQTLVENAYPAL (-)
(R)EHLDETLAQGANLFMFVVYDLPNR (D)
(R)WFPEAFQTLVENAYPAL (-)

(R) IGAIEGPADGDGMGLR(E)
(R)WFPEAFQTLVENAYPAL (-)
(K)SSDFYEFNSYLDELSFVQDWR(S)
(K)ANGESNGSS I SGYNTAVWMDR (1)
(R)WFPEAFQTLVENAYPAL (-)

(K) SSDFYEFNSYLDELSFVQDWR(S)
(K)ANGESNGSS ISGYNTAVWMDR( 1)
(K)ANGESNGSS ISGYNTAVWMDR( 1)
(R)WFPEAFQTLVENAYPAL (-)
(K)ANGESNGSS I SGYNTAVWMDR (1)
(R)WFPEAFQTLVENAYPAL (-)
(K)ANGESNGSS I SGYNTAVWMDR (1)
(K)ANGESNGSS ISGYNTAVWMDR( 1)
(R)SSMINNGFPNSLGML IDTGR(N)
(R) IGAIEGPADGDGMGLR(E)

(R) 1ADGGFQR(Y)
(K)ANGESNGSS I SGYNTAVWMDR (1)
(R) SSMINNGFPNSLGML IDTGR(N)

2120.913
1995.986
1995.986
1995.986
2647.163
2647.163
1528.743
1995.986
1528.743
1528.743
2647.163
2647.163
2647.163
1528.743
1528.743
2568.262
1995.986
1995.986
1995.986
2647.163
2120.913
1995.986
2124.022
1528.743
2647.163
2647.163
1528.743
1995.986
2792.372
1995.986
1528.743
1995.986
2647.163
2215.968
1995.986
2647.163
2215.968
2215.968
1995.986
2215.968
1995.986
2215.968
2215.968
2124.022
1528.743

863.438
2215.968
2124.022
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54 084-2001.6258.6365.2 2 14.16 9.03 86.3 4.33e+009 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
55 083-1901.3988.4026.3 3 14.12 7.12 78.7 4.98e+007 (K)ANGESNGSSISGYNTAVWMDR(I) 2215.968
56 085-2101.3247.3255.2 2 14.07 10.12 85.7 4.12e+006 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
57 085-2101.3996.4077.2 2 13.98 13.98 87.7 7.93e+007 (K)ANGESNGSSISGYNTAVWMDR(I) 2215.968
58 081-1701.5850.5889.2 2 13.91 10.78 86.5 6.14e+007 (K)ANGESNGSSISGYNTAVWMDR(I) 2215.968
59 081-1701.3458.3501.0 2 13.74 520 99.5 1.64e+006 (R)IADGGFQR(Y) 863.438
60 083-1901.6269.6350.2 2 13.64 8.48 855 3.79e+009 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
61 080-1601.8319.8319.2 2 13.49 13.49 83.5 4.59e+007 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
62 084-2001.4090.4090.2 2 13.37 9.33 85.9 4.07e+007 (K)ANGESNGSSISGYNTAVWMDR(I) 2215.968
63 082-1801.8395.8456.2 2 13.13 7.70 852 5.80e+008 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
64 081-1701.6047.6107.3 3 13.11 8.90 84.2 1.64e+008 (K)ANGESNGSSISGYNTAVWMDR(I) 2215.968
65 085-2101.8340.8389.0 3 13.05 7.16 79.6 1.40e+008 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
66 081-1701.7086.7086.0 3 12.98 12.98 76.0 4.19e+007 (R)NGWGGAARPSGASSSDDLETYVNESR(V) 2683.198
67 082-1801.4009.4078.2 2 12.87 9.65 84.8 8.09e+006 (K)ANGESNGSSISGYNTAVWMDR(I) 2215.968
68 080-1601.8316.8316.0 2 12.82 12.82 76.9 4.72e+007 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
69 085-2101.8346.8372.2 2 12.78 12.78 81.3 1.18e+008 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
70 084-2001.8731.8731.0 2 12.39 12.39 76.4 9.70e+007 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
71 082-1801.3244.3244.2 2 12.27 12.27 95.4 5.61e+006 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
72 082-1801.9188.9188.2 2 11.85 11.85 74.1 2.51e+008 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
73 082-1801.8396.8490.3 3 11.84 11.84 79.7 4.75e+008 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
74 081-1701.10572.10572.0 2 11.58 467 75.8 7.29e+007 (R)WFPEAFQTLVENAYPAL(-) 1995.986
75 083-1901.9240.9240.0 2 11.51 252 74.9 2.47e+007 (R)WFPEAFQTLVENAYPAL(-) 1995.986
76  084-2001.7324.7330.2 2 11.50 7.70 73.5 2.10e+008 (R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
77 085-2101.8073.8073.2 2 11.33 11.33 63.5 2.51e+009 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
78 083-1901.6436.6442.2 2 11.08 6.55 70.9 9.09e+008 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
79 083-1901.7314.7320.2 2 11.00 6.50 66.0 1.26e+008 (R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
80 083-1901.9192.9192.0 2 10.72 10.72 77.9 9.96e+007 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
81 083-1901.9361.9361.2 2 10.60 10.60 68.9 6.03e+007 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
82 083-1901.7681.7740.2 2 10.28 10.28 64.5 9.55e+007 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
83 083-1901.11280.11280.0 3  9.99 6.65 86.3 8.69e+006 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
84 081-1701.5499.5510.2 2 9.98 6.19 88.1 3.60e+006 (R)IGAIEGPADGDGMGLR(E) 1528.743
85 081-1701.6205.6205.0 2 9.90 5.62 75.4 1.59e+007 (K)ANGESNGSSISGYNTAVWMDR(I) 2215.968
86 080-1601.6782.6790.2 2 9.71 9.71 62.9 5.65e+007 (R)YADEGSGIMTGAMDNAPHAGR (W) 2120.913
87 084-2001.6450.6486.2 2  9.59 547 69.8 1.04e+009 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
88 085-2101.3222.3222.0 3 9.45 5.86 84.7 2.22e+007 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
89 083-1901.8277.8295.2 2 9.43 9.43 70.1 3.15e+007 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
90 084-2001.8569.8569.0 3  9.32 9.32 71.0 1.09e+008 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
91 081-1701.3652.3700.0 2 9.25 3.75 100.0 2.93e+005 (R)IADGGFQR(Y) 863.438
92 083-1901.9390.9390.0 2 8.99 8.99 67.9 2.93e+007 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
93 083-1901.9451.9451.0 2 8.73 8.73 64.2 2.47e+007 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
94 085-2101.3263.3263.2 2 8.50 8.50 100.0 4.12e+006 (R)YADEGSGIMTGAMDNAPHAGR (W) 2120.913
95 085-2101.3243.3243.2 2 8.17 8.17 81.2 2.66e+006 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
96 083-1901.3298.3298.2 2 8.09 8.09 80.1 6.10e+006 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
97 082-1801.3255.3255.2 2  8.00 8.00 100.0 5.27e+006 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
98 082-1801.3221.3221.2 2 7.74 425 93.7 5.55e+006 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
99 083-1901.3266.3266.2 2 7.45 7.45 83.5 5.67e+006 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
100 082-1801.5305.5305.0 2 7.11 297 79.8 5.12e+006 (K)ANGESNGSSISGYNTAVWMDR(I) 2215.968
101 083-1901.3262.3262.2 2 7.00 7.00 100.0 5.67e+006 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
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102
103
104
105
106

081-1701.3627.3627.0
082-1801.5202.5202.0
082-1801.5554.5554.2
082-1801.1482.1482.0
083-1901.3565.3565.0

Group Subgroup Spectra
*) ) #

F*

EERG kR

‘w‘w‘w‘w‘w‘m‘m‘N‘N‘N‘N‘N‘N‘N‘N‘N‘HHH»—‘Hn—\HH‘H‘H\«D\OON\@\U‘I\&\OO\NM—\
AR IwIN Rk IBG 0Nl Is v NIk IS N e

3.1 56

Filename

084-2001.4380.4386.2
085-2101.5243.5249.2
081-1701.7146.7152.2
081-1701.5748.5818.2
082-1801.5444.5448.0
081-1701.5848.5871.2
082-1801.8671.8677.0
081-1701.5629.5701.2
081-1701.8045.8056.0
080-1601.6274.6280.2
083-1901.7486.7504.3
085-2101.4366.4400.2
083-1901.5989.6022.3
083-1901.5257.5281.2
082-1801.8640.8667.2
084-2001.6680.6724.2
081-1701.7988.8047.2
081-1701.5767.5851.3
081-1701.5672.5752.3
082-1801.5434.5481.3
082-1801.6979.7007.2
082-1801.6892.6897.2
083-1901.6683.6747.2
081-1701.7324.7330.0
085-2101.6023.6057.3
083-1901.6699.6709.3
084-2001.5951.6024.3
081-1701.7990.8048.3
083-1901.4116.4116.0
082-1801.6901.6955.3
085-2101.4150.4173.0
083-1901.7418.7505.4
083-1901.4105.4124.0
083-1901.5270.5270.3
084-2001.5267.5267.3

W W N BN WNWWWWWNDNNDWWWNNNDDNDWOWNOWNWNWNNDNDNDDNDDNDNDN

2 675 1.14 100.0 4.05e+005 (R)IADGGFQR(Y) 863.438

2 674 369 80.4 1.91e+006 (R)IGAIEGPADGDGMGLR(E) 1528.743

2 6.47 6.47 61.8 2.52e+006 (K)ANGESNGSSISGYNTAVWMDR(I) 2215.968

2 625 2.65 100.0 1.20e+005 (R)IADGGFQR(Y) 863.438

2 6.06 2.03 69.9 1.31e+007 (R)IGAIEGPADGDGMGLR(E) 1528.743
Distinct Distinct Tota_l )
Peptides Summed % AA Protein  Protein MW Datab_ase Protein Name

) MS/MS Search Coverage Spectral (Da) Accession #

Score Intensity

9 161.19 14 5.27e+010 1043925 PA_BS12:2189569647
s Fwd-Rev SPI  Spectrum MH"
core Score (%)  Intensity Sequence Matched

(Da)

21.94 14.89 98.6 1.36e+008 (R)DQYDWSGIDDAYNYAK(Q) 1923.804
21.50 21.50 100.0 2.06e+008 (R)SDFGQYWDQITLENK(G) 1843.850
21.00 21.00 100.0 1.87e+008 (R)SDFGQYWDQITLENK(G) 1843.850
20.91 11.99 98.2 2.83e+008 (R)DQYDWSGIDDAYNYAK(Q) 1923.804
20.89 13.16 97.8 1.25e+007 (R)DQYDWSGIDDAYNYAK(Q) 1923.804
20.39 12.00 97.8 8.82e+007 (R)DQYDWSGIDDAYNYAK(Q) 1923.804
20.37 13.83 91.8 4.94e+008 (K)QHTFVWGSQYPNWIDSLSASEK(A) 2580.216
19.84 13.08 96.7 1.29e+008 (R)DQYDWSGIDDAYNYAK(Q) 1923.804
19.64 11.99 94.9 1.51e+008 (K)QHTFVWGSQYPNWIDSLSASEK(A) 2580.216
19.56 10.66 96.0 2.25e+007 (R)DQYDWSGIDDAYNYAK(Q) 1923.804
19.43 19.43 90.1 5.70e+009 (R)YPDTEIIDVVNEATPGHAPANFAQDAFGNDWIIK(S) 3728.787
19.28 10.28 95.2 2.54e+008 (R)DQYDWSGIDDAYNYAK(Q) 1923.804
19.27 12.95 89.1 3.56e+009 (K)QHTFVWGSQYPNWIDSLSASEK(A) 2580.216
19.21 19.21 96.0 1.90e+008 (R)SDFGQYWDQITLENK(G) 1843.850
19.09 11.43 93.3 1.47e+009 (R)IAALGLPIYISEYDIEK(T) 1908.037
19.09 11.47 93.4 8.22e+009 (R)IAALGLPIYISEYDIEK(T) 1908.037
19.08 11.46 93.1 4.43e+009 (R)IAALGLPIYISEYDIEK(T) 1908.037
18.70 12.53 94.2 3.61e+007 (R)DQYDWSGIDDAYNYAK(Q) 1923.804
18.67 1412 93.7 2.72e+007 (R)DQYDWSGIDDAYNYAK(Q) 1923.804
18.59 12.08 92.0 3.81e+006 (R)DQYDWSGIDDAYNYAK(Q) 1923.804
18.42 18.42 92.2 2.26e+008 (R)SDFGQYWDQITLENK(G) 1843.850
18.21 18.21 87.8 1.78e+008 (R)SDFGQYWDQITLENK(G) 1843.850
18.08 9.33 92.7 3.53e+009 (R)IAALGLPIYISEYDIEK(T) 1908.037
17.45 11.97 87.4 1.15e+008 (K)WAQVEPQRDQYDWSGIDDAYNYAK(Q) 2918.302
17.42 10.21 84.6 3.93e+009 (K)QHTFVWGSQYPNWIDSLSASEK(A) 2580.216
17.38 7.63 90.4 4.32e+008 (R)IAALGLPIYISEYDIEK(T) 1908.037
16.68 8.36 81.8 6.53e+009 (K)QHTFVWGSQYPNWIDSLSASEK(A) 2580.216
16.41 7.20 89.7 1.06e+009 (R)IAALGLPIYISEYDIEK(T) 1908.037
16.29 8.86 90.5 8.41e+006 (K)AAEIEEWIR(D) 1116.569
16.10 16.10 83.3 5.77e+007 (R)SDFGQYWDQITLENK(G) 1843.850
15.98 7.14 93.0 8.41e+006 (K)AAEIEEWIR(D) 1116.569
15.80 11.21 79.7 4.09e+009 (R)YPDTEIIDVVNEATPGHAPANFAQDAFGNDWIIK(S) 3728.787
15.42 7.90 91.9 8.85e+006 (K)AAEIEEWIR(D) 1116.569
15.16 15.16 79.1 2.92e+007 (R)SDFGQYWDQITLENK(G) 1843.850
14.89 14.89 86.1 2.53e+007 (R)SDFGQYWDQITLENK(G) 1843.850
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a1 o1 (o1 (o1 o1 o1 O SR S S DD D W W W |W

085-2101.5256.5256.3
084-2001.6694.6726.3
085-2101.6091.6091.4
084-2001.4125.4131.0
082-1801.8690.8704.2
084-2001.5957.6026.2
081-1701.3841.3847.2
085-2101.5227.5227.0
081-1701.7153.7182.3
085-2101.6037.6058.2
084-2001.5237.5260.0
082-1801.4069.4075.0
083-1901.5998.6024.2
081-1701.8840.8865.2
081-1701.8781.8805.0
082-1801.5392.5392.0
082-1801.1919.1919.2
082-1801.6880.6880.2
082-1801.5542.5542.3
082-1801.7017.7017.2
082-1801.5386.5386.0

NN W NNDNWNDNDNDNDDNDWNDNDNDDNDNNDNDW®

Group Subgroup Spectra

#) (#) (#)
3 3.2 3
# Filename

W N

081-1701.7806.7838.2
081-1701.8840.8865.2
081-1701.8781.8805.0

Group Subgroup Spectra
# #) #)

F*

@ o & W N =

4 4.1 58

Filename

081-1701.7923.7962.2
083-1901.5433.5496.2
085-2101.4708.4714.2
082-1801.8631.8651.2
085-2101.5414.5455.2
084-2001.5403.5436.2

Page 11 of 23

PA_Bse08:2503994382 BS08DRAFT_00000020 Cellulose or protein binding domain./Glycosyl hydrolase family 10./

PA_BS12:2189571642 or0735 Carbohydrate binding domain. [B. setacea BS12] 763 bp

14.55 1455 75.0 4.19e+007 (R)SDFGQYWDQITLENK(G) 1843.850
14.51 541 74.8 1.03e+009 (R)IAALGLPIYISEYDIEK(T) 1908.037
14.51 1451 78.7 6.74e+007 (K)QHTFVWGSQYPNWIDSLSASEK(A) 2580.216
14.22 6.78 87.9 6.57e+006 (K)AAEIEEWIR(D) 1116.569
13.92 13.92 87.5 6.62e+007 (K)QHTFVWGSQYPNWIDSLSASEK(A) 2580.216
13.76 10.47 85.6 1.06e+009 (K)QHTFVWGSQYPNWIDSLSASEK(A) 2580.216
13.60 5.94 92.4 2.64e+006 (K)WAQVEPQR(D) 1013.517
13.45 8.95 82.6 1.76e+008 (R)SDFGQYWDQITLENK(G) 1843.850
13.33 13.33  75.5 5.45e+007 (R)SDFGQYWDQITLENK(G) 1843.850
13.27 8.87 84.2 6.76e+008 (K)QHTFVWGSQYPNWIDSLSASEK(A) 2580.216
12.76 12.76 79.3 2.08e+008 (R)SDFGQYWDQITLENK(G) 1843.850
12.51 5.68 83.2 7.73e+006 (K)AAEIEEWIR(D) 1116.569
11.63 11.63 72.2 6.63e+008 (K)QHTFVWGSQYPNWIDSLSASEK(A) 2580.216
11.52 7.68 86.1 1.57e+008 (R)DGTGLIQSNGQHRPAMDWLMNY IGR(-) 2830.352
10.79 7.03 74.3 2.49e+009 (R)DGTGLIQSNGQHRPAMDWLMNY IGR(-) 2830.352
10.07 5.82 88.2 5.33e+006 (R)DQYDWSGIDDAYNYAK(Q) 1923.804
9.95 2.95 93.6 1.36e+006 (K)WAQVEPQR(D) 1013.517
8.38 8.38 62.0 1.04e+008 (R)SDFGQYWDQITLENK(G) 1843.850
8.37 8.37 86.5 1.32e+006 (R)DQYDWSGIDDAYNYAK(Q) 1923.804
7.95 7.95 64.6 8.61e+007 (R)SDFGQYWDQITLENK(G) 1843.850
7.56 208 717 4.67e+006 (R)DQYDWSGIDDAYNYAK(Q) 1923.804
o Distinct Total .
Pepides MOWS o 6AA - Proen PN patmbase i ane
#) Search Intensity (Da)
Score
2 28.37 4 2.86e+009 99497.3 PA_Bse08:2503994382
s Fwd-Rev SPl Spectrum MH*
core Score (%) Intensity Sequence Matched
(Da)
16.85 12.79 95.2 2.08e+008 (R)DQYNWGPLDAIYDYAR(A) 1959.888
11.52 7.68 86.1 1.57e+008 (R)DGTGLIQSNGQHRPAMDWLMNYLGR(-) 2830.352
10.79 7.03 74.3 2.49e+009 (R)DGTGLIQSNGQHRPAMDWLMNYLGR(-) 2830.352
Distinct SDulztmgtj % AA P-:—gtt:iln Protein Database )
Peptides MS/MS Coverage Spectral MwW Accession # Protein Name
#) Search Intensity (Da)
Score
9 153.51 22 5.49e+009 80610.8 PA_BS12:2189571642
Fwd-Rev SPI Spectrum MH*
z Score Score ) Intensity Sequence Mezg::)ed
2 2121 2121 96.7 1.35e+008 (K)FYDIYGSNHSAGSTVAWAWGVSR(M) 2531.174
2 2119 2119 95.9 2.84e+008 (K)FYDIYGSNHSAGSTVAWAWGVSR(M) 2531.174
2 20.92 20.92 98.8 1.14e+008 (K)FLLGNSSANTTIESTDGSFSVDR(N) 2418.142
2 20.70 20.70 96.1 1.44e+008 (K)FYDIYGSNHSAGSTVAWAWGVSR(M) 2531.174
2 20.63 20.63 95.5 1.44e+008 (K)FYDIYGSNHSAGSTVAWAWGVSR(M) 2531.174
2 19.48 19.48 93.4 2.68e+008 (K)FYDIYGSNHSAGSTVAWAWGVSR(M) 2531.174
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7 082-1801.6162.6246.2 2 19.21 19.21
8 083-1901.4702.4708.2 2 18.74 18.74
9 082-1801.4663.4680.0 3 18.60 11.22
10 084-2001.4685.4688.0 3 18.59 11.78
11 081-1701.6962.6962.2 2 1764 17.64
12 084-2001.4806.4809.2 2 1761 9.38
13 081-1701.7828.7846.3 3 17.59 10.10
14 082-1801.8596.8602.0 3 17.57 10.92
15 085-2101.4662.4666.0 3 17.55 11.02
16 083-1901.3599.3616.0 3 17.52 9.20
17 085-2101.3608.3614.0 3 1747 10.10
18 084-2001.4714.4720.2 2 16.98 16.98
19 081-1701.7033.7037.0 2 16.80 9.35
20 081-1701.6861.6884.2 2 16.58 16.58
21 082-1801.6383.6383.2 2 16.57 8.81
22 081-1701.6847.6859.0 3 16.48 16.48
23 084-2001.3595.3619.0 3 16.48 7.35
24 083-1901.4669.4684.0 3 16.43 8.23
25 082-1801.4676.4676.0 3 16.17 8.57
26 083-1901.3527.3568.2 2 16.07 9.37
27 081-1701.7340.7344.0 3 15.89 15.89
28 083-1901.4790.4841.2 2 15.64 7.81
29 082-1801.5389.5394.0 3 15.62 6.96
30 082-1801.5632.5677.2 2 15.58 9.09
31 084-2001.3523.3565.2 2 15.56 8.62
32 082-1801.3468.3524.0 2 1521 8.30
33 081-1701.7836.7839.2 2 15.19 15.19
34 085-2101.4786.4792.0 2 15.18 8.05
35 083-1901.4800.4805.3 3 14.93 5.50
36 081-1701.7230.7284.0 2 14.88 6.08
37 085-2101.6506.6524.0 2 1475 8.55
38 081-1701.6291.6337.2 2 1453 8.09
39 085-2101.3526.3602.2 2 1453 8.04
40 082-1801.8603.8603.0 2 1451 14.51
41 082-1801.5743.5743.2 2 1443 10.71
42 081-1701.6372.6444.0 2 1433 8.43
43 081-1701.7270.7275.0 2 1433 9.17
44 082-1801.7169.7216.0 2 14.28 10.05
45 083-1901.6468.6474.0 2 14.26 10.25
46 084-2001.6460.6464.0 2 1421 10.39
47 083-1901.4696.4701.3 3 13.84 13.84
48 081-1701.7026.7060.3 3 13.68 4.97
49 085-2101.4692.4763.3 3 13.64 13.64
50 082-1801.3482.3486.2 2 13.04 7.86
51 083-1901.4825.4845.0 2 1240 12.40
52 083-1901.4691.4691.2 2 11.62 11.62
53 084-2001.10344.10344.0 3 10.81 7.49
54 082-1801.3574.3574.2 2 978 6.55
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1.03e+008
1.85e+008
1.31e+006
6.58e+007
8.82e+007
1.15e+008
1.95e+008
7.19e+007
9.10e+007
9.65e+006
6.95e+006
1.18e+008
1.30e+008
6.12e+007
1.41e+008
6.91e+007
8.83e+006
7.03e+007
1.26e+006
2.16e+007
1.21e+007
1.26e+008
1.79e+007
2.93e+006
1.56e+007
3.90e+007
1.30e+008
1.55e+008
3.41e+007
5.85e+008
1.07e+008
1.93e+007
1.36e+007
7.52e+007
1.79e+006
4.20e+007
1.11e+008
1.00e+008
7.44e+007
8.63e+007
4.09e+008
6.71e+007
2.56e+008
1.92e+007
2.72e+007
2.04e+007
3.98e+007
3.59e+006

(K)FLLGNSSANTTIESTDGSFSVDR(N)
(K)FLLGNSSANTTIESTDGSFSVDR(N)
(K)LPVDNHELLGMVAPR(G)
(K)LPVDNHELLGMVAPR(G)
(K)FLLGNSSANTTIESTDGSFSVDR(N)
(R) ISLTIPQESGSGGVAAWR(V)
(K)LPVDNHELLGMVAPR(G)
(K)LPVDNHELLGMVAPR(G)
(K)LPVDNHELLGMVAPR(G)
(R)MIDVLQQTSGHNLDASR(1)
(R)MIDVLQQTSGHNLDASR(1)
(K)FLLGNSSANTTIESTDGSFSVDR(N)
(R) ISLTIPQESGSGGVAAWR(V)
(K)FLLGNSSANTTIESTDGSFSVDR(N)
(R) ISLTIPQESGSGGVAAWR(V)
(K)FLLGNSSANTTIESTDGSFSVDR(N)
(R)MIDVLQQTSGHNLDASR(1)
(K)LPVDNHELLGMVAPR(G)
(K)LPVDNHELLGMVAPR(G)
(K)GAIVVGAFDER(1)
(K)DKGVAVVNFSNSEMGAHNGSGSR(G)
(R) ISLTIPQESGSGGVAAWR (V)
(K)FYD1YGSNHSAGSTVAWAWGYSR(M)
(K)GAIVVGAFDER(1)
(K)GAIVVGAFDER(1)
(K)GAIVVGAFDER(1)
(K)LPVDNHELLGMVAPR(G)

(R) ISLTIPQESGSGGVAAWR(V)

(R) ISLTIPQESGSGGVAAWR (V)
(RYWIPWNTPILQ(-)
(RYWIPWNTPILQ(-)
(K)GAIVVGAFDER(1)
(K)GAIVVGAFDER(1)
(K)LPVDNHELLGMVAPR(G)
(K)GAIVVGAFDER(1)
(K)GAIVVGAFDER(1)
(R)MIDVLQQTSGHNLDASR(1)
(R)WIPWNTPILQ(-)
(RYWIPWNTPILQ(-)
(RYWIPWNTPILQ(-)
(K)FLLGNSSANTTIESTDGSFSVDR(N)
(R) ISLTIPQESGSGGVAAWR (V)
(K)FLLGNSSANTTIESTDGSFSVDR(N)
(K)GAIVVGAFDER(1)
(K)FLLGNSSANTTIESTDGSFSVDR(N)
(K)LPVDNHELLGMVAPR(G)

(R)GLLVIENTGQEWLGNESTYTASVAAHEVWK (A)

(R)MIDVLQQTSGHNLDASR(1)

2418.142
2418.142
1660.884
1660.884
2418.142
1828.956
1660.884
1660.884
1660.884
1884.924
1884.924
2418.142
1828.956
2418.142
1828.956
2418.142
1884.924
1660.884
1660.884
1133.595
2320.074
1828.956
2531.174
1133.595
1133.595
1133.595
1660.884
1828.956
1828.956
1267.684
1267.684
1133.595
1133.595
1660.884
1133.595
1133.595
1884.924
1267.684
1267.684
1267.684
2418.142
1828.956
2418.142
1133.595
2418.142
1660.884
3302.633
1884.924
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083-1901.3721.3721.0
082-1801.5836.5836.0

57 085-2101.4776.4776.0

081-1701.7326.7326.0

Group Subgroup Spectra

#) (#) (#)
4.2 30
Filename

H*

e R la R B |

‘M‘N‘N‘N‘N‘N‘N‘N‘N‘N‘N‘l—‘l—‘l—‘HHHI—‘I—“l—“lﬁ\@\m\\l\m\m\b\w\l\)\lﬂ
S © o N o o & W IN |k o N

081-1701.7923.7962.2
083-1901.5433.5496.2
082-1801.8631.8651.2
085-2101.5414.5455.2
084-2001.5403.5436.2
082-1801.4663.4680.0
084-2001.4685.4688.0
085-2101.5079.5096.0
081-1701.7828.7846.3
082-1801.8596.8602.0
085-2101.4662.4666.0
085-2101.4920.4932.2
083-1901.4669.4684.0
082-1801.4676.4676.0
082-1801.5389.5394.0
085-2101.4912.4912.0
081-1701.7836.7839.2
082-1801.8603.8603.0
083-1901.5097.5097.0
081-1701.7134.7165.0
079-1501.6831.6837.0
084-2001.3733.3733.0
081-1701.6414.6414.0
083-1901.3736.3736.0
083-1901.4691.4691.2
085-2101.3740.3740.0
081-1701.6453.6453.0
081-1701.5446.5446.2
081-1701.6440.6440.0
083-1901.3730.3730.0

Group Subgroup Spectra
*) (G #

2 9.02 4.26 83.7 2.90e+006 (K)GAIVVGAFDER(I) 1133.595
2 850 5.30 100.0 4.77e+005 (K)GAIVVGAFDER(I) 1133.595
2 743 7.43 67.6 3.77e+007 (K)FLLGNSSANTTIESTDGSFSVDR(N) 2418.142
2 717 7.17 79.3 2.15e+008 (R)WIPWNTPILQ(-) 1267.684
o Distinct Total _
I;.e:;i:ggg SI\L/jIg]/mgd Cct:/\?eAraAge Spgg(t:ﬁgl PrI\?I{I(\eIm A(I?(iteask;?osr?# Protein Name
#) Search Intensity (Da)
Score
7 110.10 13 2.41e+009 112354.2 PA Bse meta_comb:2073560170
Fwd-Rev SPl Spectrum MH"
SCore " seore (%) Intensity Sequence Mazg::)ed
21.21 21.21 96.7 1.35e+008 (K)FYDIYGSNHSAGSTVAWAWGVSR(I) 2531.174
21.19 21.19 95.9 2.84e+008 (K)FYDIYGSNHSAGSTVAWAWGVSR(I) 2531.174
20.70 20.70 96.1 1.44e+008 (K)FYDIYGSNHSAGSTVAWAWGVSR(I) 2531.174
20.63 20.63 95.5 1.44e+008 (K)FYDIYGSNHSAGSTVAWAWGVSR(I) 2531.174
19.48 19.48 93.4 2.68e+008 (K)FYDIYGSNHSAGSTVAWAWGVSR(I) 2531.174
18.60 11.22 90.9 1.31e+006 (K)LPVDNHELLGMVAPR(G) 1660.884
18.59 11.78 91.0 6.58e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
17.71 17.71 84.2 1.51e+008 (R)YGSSGANAQVEAISLQGVPHNLPVEEEEAIR(F) 3264.614
17.59 10.10 90.1 1.95e+008 (K)LPVDNHELLGMVAPR(G) 1660.884
17.57 10.92 89.4 7.19e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
17.55 11.02 89.2 9.10e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
16.84 16.84 89.2 1.78e+007 (R) IQLWHGTNDETLNYNNFNEAIK(Q) 2634.259
16.43 8.23 86.3 7.03e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
16.17 8.57 83.4 1.26e+006 (K)LPVDNHELLGMVAPR(G) 1660.884
15.62 6.96 91.3 1.79e+007 (K)FYDIYGSNHSAGSTVAWAWGVSR(I) 2531.174
15.37 6.86 80.9 1.48e+008 (R)IQLWHGTNDETLNYNNFNEAIK(Q) 2634.259
15.19 15.19 85.3 1.30e+008 (K)LPVDNHELLGMVAPR(G) 1660.884
14.51 14.51 82.5 7.52e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
14.07 9.68 78.2 2.32e+008 (R)YGSSGANAQVEAISLQGVPHNLPVEEEEAIR(F) 3264.614
13.29 6.17 83.3 5.19e+007 (K)QWTNVHGLSQTPTFTDQPSANATR(T) 2657.271
13.18 6.85 72.9 3.05e+007 (R)YGSSGANAQVEAISLQGVPHNLPVEEEEAIR(F) 3264.614
13.13 8.37 80.6 6.55e+006 (K)QWTNVHGLSQTPTFTDQPSANATR(T) 2657.271
12.54 12.54 80.2 1.50e+007 (K)FLLGNDSANTTIVNSSK(V) 1780.908
11.92 4.82 77.0 5.69e+006 (K)QWTNVHGLSQTPTFTDQPSANATR(T) 2657.271
11.62 11.62 73.8 2.04e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
11.15 11.15 72.3 5.85e+006 (K)QWTNVHGLSQTPTFTDQPSANATR(T) 2657.271
10.00 10.00 72.8 7.96e+006 (K)FLLGNDSANTTIVNSSK(V) 1780.908
9.91 551 96.8 7.51e+005 (K)GAIVVGAMDER(I) 1117.568
9.83 9.83 68.1 1.29e+007 (K)FLLGNDSANTTIVNSSK(V) 1780.908
8.36 5.08 84.2 5.58e+006 (K)QWTNVHGLSQTPTFTDQPSANATR(T) 2657.271
Distinct SDulsmtlrggrj Total Protein
Peptides MS/MS Ct:@eAraAge Spprgéfgl MW Agfézts’fjﬁ# Protein Name
@ Ssecaor;:: Intensity (®a)
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5 51 35

F*

Filename z

085-2101.5729.5751.0
083-1901.8026.8029.2
085-2101.6064.6105.2
082-1801.9541.9584.0
085-2101.5825.5873.2
081-1701.9080.9097.0
082-1801.8565.8569.2
082-1801.9675.9675.2
083-1901.5868.5913.2
081-1701.7829.7845.2
083-1901.5149.5202.2
084-2001.5837.5917.2
084-2001.5135.5196.2
085-2101.5137.5139.2
084-2001.8019.8032.0
085-2101.9061.9097.3
083-1901.3350.3350.0
083-1901.9544.9567.2
082-1801.9554.9585.3
083-1901.3521.3521.0
085-2101.3469.3475.0
082-1801.3823.3836.0
084-2001.8646.8651.2
081-1701.7375.7375.2
081-1701.6432.6438.2
085-2101.8670.8674.2
081-1701.6331.6408.2
084-2001.3334.3334.0
082-1801.7099.7132.2
081-1701.9085.9085.0
083-1901.3344.3344.0
084-2001.3573.3573.0
085-2101.3313.3313.0
082-1801.3301.3301.0
080-1601.6639.6639.2

N W W W WwWNNWNNDNNDNDNDW®WWNDWWWNDNDNDDNDNNDDNDDNDNNDNNDNDNDDNDDNDDNDOW
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AN wIN P I©WmINl s wiN kIO o N e

Group Subgroup Spectra

#) (#) (#)
5 5.2 32
# Filename z

9 152.55 44 9.01e+009 43960.4 PA_Bse_meta_comb:2073561917
Fwd-Rev SPI Spectrum MH*
Score Score (%) Intensity Sequence M;?g::)ed
19.26 19.26 87.1 3.04e+008 (K)GANSIAGFASNSANYTPVTEPYLQDPNLQVGGNPIR(S) 3732.826
19.10 19.10 86.6 5.49e+007 (R)GHLDEALAQGANLFQFVVYDLPNR(D) 2687.358
18.66 18.66 93.3 2.73e+008 (R)YQNEYIAGITEIIGDSK(Y) 1913.950
18.47 10.89 60.7 1.36e+009 (RYWFPEAFQTLLENAYPPL(-) 2036.017
18.03 13.27 94.4 3.58e+008 (K)GFPSTLGMLIDTGR(N) 1464.752
17.43 9.91 96.8 1.56e+009 (R)WFPEAFQTLLENAYPPL(-) 2036.017
17.16 17.16 93.4 2.23e+008 (K)GFPSTLGMLIDTGR(N) 1464.752
16.83 16.83 83.5 3.10e+007 (R)GHLDEALAQGANLFQFVVYDLPNR(D) 2687.358
16.67 16.67 91.6 1.68e+008 (K)GFPSTLGMLIDTGR(N) 1464.752
16.63 16.63 92.8 2.38e+008 (K)GFPSTLGMLIDTGR(N) 1464.752
16.36 16.36 87.1 4.10e+008 (K)IAYESTFVWMDR(I) 1517.710
15.90 15.90 89.9 2.08e+008 (K)GFPSTLGMLIDTGR(N) 1464.752
15.83 15.83 86.0 3.31e+008 (K)IAYESTFVWMDR(I) 1517.710
15.35 15.35 86.5 2.80e+008 (K)IAYESTFVWMDR(I) 1517.710
15.19 7.25 88.9 2.23e+008 (R)GHLDEALAQGANLFQFVVYDLPNR(D) 2687.358
15.07 11.14 85.0 5.85e+007 (RYWFPEAFQTLLENAYPPL(-) 2036.017
14.97 10.93 80.8 6.76e+006 (R)NGWGGANRPSGASSSTDLNTYVDESR(1) 2698.209
14.33 14.33 86.8 8.56e+007 (R)SSDFYEWTQYLEELQFVQAWR(Q) 2725.258
14.05 9.88 84.4 5.37e+008 (R)WFPEAFQTLLENAYPPL(-) 2036.017
13.84 13.84 78.0 3.47e+007 (R)NGWGGANRPSGASSSTDLNTYVDESR(I) 2698.209
13.68 5.95 78.7 2.75e+007 (R)NGWGGANRPSGASSSTDLNTYVDESR(I) 2698.209
13.37 8.32 90.8 6.96e+006 (R)IGAIAGPADGDGLGLR(G) 1452.781
12.89 12.89 77.1 4.19e+008 (R)SSDFYEWTQYLEELQFVQAWR(Q) 2725.258
12.51 8.87 68.8 1.98e+007 (K)IAYESTFVWMDR(I) 1517.710
12.45 12.45 82.3 5.07e+007 (R) IGAIAGPADGDGLGLR(G) 1452.781
10.77 10.77 69.9 2.22e+008 (R)SSDFYEWTQYLEELQFVQAWR(Q) 2725.258
10.70 10.70 72.2 5.43e+007 (R) IGAIAGPADGDGLGLR(G) 1452.781
10.49 10.49 91.6 7.61e+006 (RINGWGGANRPSGASSSTDLNTYVDESR(I) 2698.209
10.48 10.48 74.2 7.71e+007 (K)IAYESTFVWMDR(I) 1517.710
10.37 421 76.1 1.33e+009 (R)WFPEAFQTLLENAYPPL(-) 2036.017
9.86 6.81 81.1 6.53e+006 (R)NGWGGANRPSGASSSTDLNTYVDESR(I) 2698.209
9.82 9.82 73.8 4.10e+006 (R)NGWGGANRPSGASSSTDLNTYVDESR(I) 2698.209
8.74 5.43 73.7 8.01e+006 (R)NGWGGANRPSGASSSTDLNTYVDESR(I) 2698.209
8.36 8.36 77.9 3.88e+006 (R)NGWGGANRPSGASSSTDLNTYVDESR(I) 2698.209
6.89 6.89 67.1 2.64e+007 (R)IGAIAGPADGDGLGLR(G) 1452.781
Eisgzct S:L/j:sgt/:'aé& % AA PIgtt:iln Pr,as\a/in Database Protein N
ep(#l) es Search Coverage ﬁ?gr?;?;/ (Da) Accession # rotein Name
Score
9 141.60 14 3.07e+009 112508.2 PA_Bse meta_comb:2073561919
Fwd-Rev SPl Spectrum MH"

Score Score (%) Intensity Sequence Mazg:‘:)ed
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PA_Bse_meta_comb:2073561917 BaSeMet_00055730 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [I

PA_Bse_meta_comb:2073561919 BaSeMet_00055750 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
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ERbB &R
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N P IS [0 o N oo is w Nk o o N

082-1801.5960.5988.2
085-2101.4455.4461.0
084-2001.4479.4497.2
085-2101.7340.7410.2
083-1901.4469.4474.2
085-2101.8219.8219.2
084-2001.7311.7385.2
083-1901.7299.7390.2
083-1901.8142.8205.2
081-1701.5334.5340.0
085-2101.8161.8207.3
083-1901.5225.5246.0
083-1901.8119.8212.0
085-2101.5202.5236.0
082-1801.5970.5970.0
084-2001.5227.5232.2
083-1901.8292.8296.2
084-2001.5570.5570.0
082-1801.7052.7069.0
082-1801.3823.3836.0
081-1701.7301.7310.0
082-1801.2829.2859.2
081-1701.6432.6438.2
085-2101.8337.8360.0
084-2001.8321.8321.0
082-1801.5955.5955.0
083-1901.4523.4523.0
081-1701.6331.6408.2
082-1801.5947.5947.0
081-1701.6510.6510.0
085-2101.7430.7430.0
080-1601.6639.6639.2

NN NN NN DNDNDNDNDNDNDNMNDNDNDONNDDNDNNODNOWNDNDDNNMNDNDNDMDNDDNDDNDDNDN

Group Subgroup Spectra

#) (#) (#)
6.1 11
Filename

F*

N o 0w N

081-1701.6294.6300.0
081-1701.7243.7248.0
081-1701.8848.8925.2
082-1801.9264.9279.2
085-2101.3905.3930.0
081-1701.6283.6356.2
084-2001.3906.3911.0

W N W NN W
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PA_Bse08:2503995453 BS08DRAFT_00039170 Cellulose or protein binding domain./Cellulose binding domain./Cel

19.38 19.38 97.9 8.90e+006 (K)AAGEPGGSAIANYNTAVWMDR(I) 2150.993
19.33 19.33 97.1 4.44e+007 (K)AAGEPGGSAIANYNTAVWMDR(I) 2150.993
19.20 19.20 94.5 3.61e+007 (K)AAGEPGGSAIANYNTAVWMDR(I) 2150.993
18.27 18.27 86.5 2.14e+008 (R)VDNPFVGANWY IDPIWSAK(A) 2192.082
18.18 18.18 94.4 5.63e+007 (K)AAGEPGGSAIANYNTAVWMDR(I) 2150.993
18.04 12.17 88.1 2.67e+008 (R)YQNEYIAPIVEILSDPAYANIR(I) 2552.304
17.88 13.40 88.0 3.15e+008 (R)VDNPFVGANWY IDPIWSAK(A) 2192.082
17.73 12.84 84.8 3.58e+008 (R)VDNPFVGANWY IDPIWSAK(A) 2192.082
17.61 11.25 89.8 1.39e+008 (R)YQNEYIAPIVEILSDPAYANIR(I) 2552.304
15.84 10.24 91.3 5.02e+006 (R)VVLSNGDQWTR(N) 1274.649
15.73 9.69 72.5 2.52e+008 (R)YQNEYIAPIVEILSDPAYANIR(I) 2552.304
15.71 9.81 92.4 1.19e+008 (R)GLPSNIGMLIDTGR(N) 1443.763
15.71 6.85 80.1 4.26e+008 (R)YQNEYIAPIVEILSDPAYANIR(I) 2552.304
15.69 10.47 92.6 1.43e+008 (R)GLPSNIGMLIDTGR(N) 1443.763
15.57 15.57 92.5 6.35e+006 (K)AAGEPGGSAIANYNTAVWMDR(I) 2150.993
15.23 15.23 92.6 9.49e+007 (R)GLPSNIGMLIDTGR(N) 1443.763
14.41 14.41 72.6 2.50e+007 (K)SSDFYEFNGYFDELSFVTDWR(N) 2624.126
13.82 13.82 79.0 3.22e+007 (R)GQEDYVIINIANEPVGNNQPSSMWINDHR(S) 3310.555
13.43 8.07 86.0 6.05e+007 (R)GLPSNIGMLIDTGR(N) 1443.763
13.37 8.32 90.8 6.96e+006 (R)IGAIAGPADGDGLGLR(G) 1452.781
12.84 7.12 86.1 2.50e+007 (R)GLPSNIGMLIDTGR(N) 1443.763
12.76 12.76 73.7 3.45e+006 (R)HSLIELGR(L) 924.527
12.45 12.45 82.3 5.07e+007 (R) IGAIAGPADGDGLGLR(G) 1452.781
11.95 11.95 65.0 6.20e+007 (K)SSDFYEFNGYFDELSFVTDWR(N) 2624.126
11.81 11.81 71.4 7.80e+007 (K)SSDFYEFNGYFDELSFVTDWR(N) 2624.126
11.03 11.03 89.2 4.68e+006 (K)AAGEPGGSAIANYNTAVWMDR(I) 2150.993
10.91 10.91 81.5 2.75e+007 (K)AAGEPGGSAIANYNTAVWMDR(I) 2150.993
10.70 10.70 72.2 5.43e+007 (R)IGAIAGPADGDGLGLR(G) 1452.781
9.56 6.43 82.4 3.48e+006 (K)AAGEPGGSAIANYNTAVWMDR(I) 2150.993
9.25 9.25 79.9 5.75e+006 (K)AAGEPGGSAIANYNTAVWMDR(I) 2150.993
8.19 8.19 63.6 1.23e+008 (R)VDNPFVGANWY IDPIWSAK(A) 2192.082
6.89 6.89 67.1 2.64e+007 (R)IGAIAGPADGDGLGLR(G) 1452.781
Distinct SDulztmgtj % AA P-{gtt:iln Protein Database _
Peptides MS/MS Coverage Spectral MwW Accession # Protein Name

#) Search Intensity (Da)

Score
5 81.06 12 3.96e+008 74714.6 PA_Bse08:2503995453
Fwd-Rev SPI Spectrum MH*
Score " geore (%) Intensity Sequence Matched
(Da)

19.24 19.24 96.2 2.25e+007 (R)LPIAPQTLDPNDPQGTGNVLK(N) 2188.161
18.23 12.84 92.5 2.35e+007 (K)MFMDPAQPECEGLEGDEAGENDCNIVINATQLR(A) 3609.561
16.63 11.55 91.0 2.05e+008 (R)KWSLLELTW(-) 1175.647
16.36 11.34 91.0 5.75e+007 (RYKWSLLELTW(-) 1175.647
14.65 6.88 95.5 1.70e+007 (R)LVYSPHTYGPSVFVQK(M) 1821.954
14.12 9.31 89.6 1.16e+007 (R)LPIAPQTLDPNDPQGTGNVLK(N) 2188.161
13.14 6.63 94.6 1.22e+007 (R)LVYSPHTYGPSVFVQK(M) 1821.954
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8 083-1901.3904.3906.0 3 12.60 5.65 93.3 1.60e+007 (R)LVYSPHTYGPSVFVQK(M) 1821.954
9 081-1701.7549.7554.0 2 12.31 491 70.3 2.14e+007 (R)AGWEEHFGYLR(D) 1364.639
10 082-1801.5851.5851.0 3 11.62 7.38 87.3 1.16e+006 (R)LPIAPQTLDPNDPQGTGNVLK(N) 2188.161
11 081-1701.6290.6290.2 2  8.69 5.16 74.9 7.70e+006 (R)LPIAPQTLDPNDPQGTGNVLK(N) 2188.161
Distinct SDuISmtmg:j Tota_l Protein
Group Subgroup Spectra Peptides MS/MS % AA Protein MW Datab_ase Protein Name
#) #) #) ) Search Coverage I?];;gr?;ri?l (Da) Accession #
Score y
6 6.2 2 2 23.42 3 2.46e+007 75758.3 PA_Bse meta_comb:2073585828 PA_Bse_meta_comb:2073585828 BaSeMet_00294840 Endoglucanase [Bankia setacea microbiome (Cor
# Fi Fwd-Rev SPl Spectrum MH*
ilename z Score Score (%) Intensity Sequence Mazg::)ed
1 081-1701.7549.7554.0 2 12.31 4,91 70.3 2.14e+007 (R)AGWEEHFGYLR(D) 1364.639
2 083-1901.3907.3907.0 3 11.11 3.64 92.0 3.25e+006 (R)LVYSPHTYGPSVFVQR(M) 1849.960
Distinct
Group Subgroup Spectra IE);[SJE:S;; S“L;rglnh;lgd % AA P-{gtteailn Pr’a:;\alm Databgse Protein Name
#) #) #) ) Search Coverage Iilt):r(l:;rifl (Da) Accession #
Score y
7 7.1 15 5 63.54 14 5.05e+008 70938.0 PA Bse02:2504000681 PA_Bse02:2504000681 BS02DRAFT_00022770 Cellulose or protein binding domain./Glycosyl hydrolases family 11
# Fi Fwd-Rev SPI  Spectrum MH*
ilename z Score Score (%)  Intensity Sequence Mz?g::)ed
1 081-1701.7122.7128.0 3 16.93 16.93 82.5 4.70e+007 (R)YTSQWSNSTNNWVGGLGWNPGGR(K) 2538.155
2 081-1701.6101.6129.0 2 15.06 5.97 93.8 2.22e+007 (R)VITWDVDSR(D) 1090.553
3 082-1801.3225.3278.2 2 14.55 576 93.4 1.04e+007 (R)VITWDVDSR(D) 1090.553
4 083-1901.3256.3271.0 2 14.39 6.61 89.7 2.08e+007 (R)VITWDVDSR(D) 1090.553
5 084-2001.3247.3323.0 2 13.47 5.96 91.3 2.01e+007 (R)VITWDVDSR(D) 1090.553
6 081-1701.6278.6278.2 2 12.44 4.33 89.1 1.08e+007 (R)VITWDVDSR(D) 1090.553
7 083-1901.5510.5510.0 3 12.17 12.17 77.8 2.35e+008 (K)VVSYSGSYNVSNSQNSYLALYGWTK(N) 2787.327
8 082-1801.8685.8685.0 3 11.89 482 78.5 3.46e+007 (K)GFGNISGTITVGNHFDFWASK(G) 2255.088
9 080-1601.6568.6589.2 2 11.71 425 91.0 6.00e+007 (R)VITWDVDSR(D) 1090.553
10 085-2101.3241.3251.0 2 11.61 4.18 87.9 6.45e+006 (R)VITWDVDSR(D) 1090.553
11 083-1901.3442.3442.0 2 9.54 2.27 65.9 2.50e+006 (R)VITWDVDSR(D) 1090.553
12 084-2001.3375.3375.0 2 8.86 2.48 86.0 2.16e+006 (R)VITWDVDSR(D) 1090.553
13 084-2001.3345.3345.0 2  8.27 246 72.8 4.33e+006 (R)VITWDVDSR(D) 1090.553
14 084-2001.5808.5808.0 2  7.49 7.49 65.3 2.74e+007 (R)VQQPSIEGTQTFYQYFSVR(S) 2278.114
15 082-1801.5240.5240.0 2 7.25 1.40 100.0 1.36e+006 (R)VITWDVDSR(D) 1090.553
Distinct
Group Subgroup Spectra Eé;::ggts S’\L/Jg/n'\)'gd % AA PIgtt:iln Pr,\(;':;\a/m Database Protein Name
#) #) #) ) Search Coverage I?]?ect(al (Da) Accession #
Score ensity
8 8.1 6 4 56.78 16 3.24e+008 56911.4 PA Bse08:2503996762 PA _Bse08:2503996762 BSO8DRAFT_00004980 esterase, PHB depolymerase family [B. setacea BS08 (Isolate from
. Fwd-Rev SPl Spectrum MH"
# Filename z Score Score (%) Intensity Sequence Mezg::)ed
1 085-2101.4920.4932.2 2 16.84 16.84 89.2 1.78e+007 (R)LQLWHGTNDETLNYNNFNEAIK(Q) 2634.259
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2 081-1701.7850.7850.2 2 16.76 16.76 88.7 5.80e+007 (R)DGGSDPVSIMSMIDYVK(Q) 1813.835
3 081-1701.7087.7092.0 3 15.59 11.63 80.3 2.53e+007 (K)QWTNVHGVSQTAAYTDSPESGITR(T) 2605.228
4 085-2101.4912.4912.0 3 15.37 6.86 80.9 1.48e+008 (R)LQLWHGTNDETLNYNNFNEAIK(Q) 2634.259
5 084-2001.3363.3363.0 3 9.20 9.20 81.3 1.88e+006 (K)QWTNVHGVSQTAAYTDSPESGITR(T)  2605.228
6 081-1701.8954.8954.0 2  7.59 3.98 64.9 7.31e+007 (R)VFVTGVSSGAMMTNVMIGLYPDVFK(A) 2663.329
o Distinct Total _
Distinct Summed ; Protein
T ST R peotes wSve oiline Spervar MY accessons PO tame
Score ntensity
9 9.1 11 3 53.35 11 1.09e+008 58225.4 PA_BS12:2189570192 PA_BS12:2189570192 0r3423 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 560 bp
. Fwd-Rev SPI Spectrum MH"
# Filename z Score Score %) Intensity Sequence Mezg::)ed
1 083-1901.4141.4155.0 3 20.83 20.83 89.6 1.06e+007 (K)AEGSSIVQTGSAVSNWNDSDLTAAGR(L) 2593.213
2 084-2001.2636.2653.3 3 17.52 11.31 90.7 2.74e+006 (R)AALGADGEGSYSEDPSGNLSR(I) 2052.911
3 085-2101.2656.2656.3 3 16.17 9.59 83.3 2.38e+006 (R)AALGADGEGSYSEDPSGNLSR(I) 2052.911
4 081-1701.7475.7511.2 2 15.00 15.00 91.2 5.06e+007 (K)SFAGNSFFWSNTEWGQER(F) 2149.937
5 081-1701.7477.7498.3 3 13.07 8.47 83.4 2.86e+007 (K)SFAGNSFFWSNTEWGQER(F) 2149.937
6 085-2101.2668.2668.3 3 12.71 5.55 92.3 2.27e+006 (R)AALGADGEGSYSEDPSGNLSR(I) 2052.911
7 084-2001.2659.2659.2 2 9.91 6.35 96.3 2.74e+006 (R)AALGADGEGSYSEDPSGNLSR(I) 2052.911
8 084-2001.2641.2641.3 3 9.58 5.20 88.6 2.36e+006 (R)AALGADGEGSYSEDPSGNLSR(I) 2052.911
9 083-1901.2646.2646.3 3  9.49 4.17 84.3 2.37e+006 (R)AALGADGEGSYSEDPSGNLSR(I) 2052.911
10 085-2101.2657.2657.2 2  8.00 8.00 100.0 2.34e+006 (R)AALGADGEGSYSEDPSGNLSR(I) 2052.911
11 083-1901.2647.2647.2 2 7.29 3.91 90.9 2.09e+006 (R)AALGADGEGSYSEDPSGNLSR(I) 2052.911
Distinct
Group Subgroup Spectra Eé;:ggts S,\L/jlg]/mgd % AA PIgtt:iln Pr,\(zs\e/ln Database Protein Name
#) #) #) ) Search Coverage I?]?ect(al (Da) Accession #
Score ensity
10 10.1 7 3 49.74 11 5.96e+008 46154.6 PA Bse02:2503998146 PA _Bse02:2503998146 BS02DRAFT_00013230 Glycosyl hydrolase family 10. [B. setacea BS02 (Isolate from shipw
. Fwd-Rev SPl Spectrum MH*
# Filename z Score Score (%) Intensity Sequence Mezg::)ed
1 081-1701.6584.6611.3 3 18.10 13.18 90.5 6.53e+007 (R)SDFSQYWDQITPENEGK(W) 2043.894
2 081-1701.7806.7838.2 2 16.85 12.79 95.2 2.08e+008 (R)DQYNWGPLDAIYDYAR(A) 1959.888
3 081-1701.6498.6556.3 3 16.46 9.72 86.7 6.44e+007 (R)SDFSQYWDQITPENEGK(W) 2043.894
4 082-1801.7066.7085.0 2 14.79 7.74 89.3 2.88e+007 (R)NYPPFFVGNITTNGSVR(S) 1882.945
5 081-1701.6501.6585.2 2 11.52 8.09 68.4 1.26e+008 (R)SDFSQYWDQITPENEGK(W) 2043.894
6 081-1701.7315.7320.3 3 10.75 4.31 75.4 5.93e+007 (R)NYPPFFVGNITTNGSVR(S) 1882.945
7 084-2001.5243.5243.2 2  8.29 3.37 61.2 4.55e+007 (R)NYPPFFVGNITTNGSVR(S) 1882.945
Distinct
Distinct Summed Total Protein
O g e WS A%, Zonh W N, penvane
Score ntensity
11 11.1 6 3 43.13 4 2.45e+008 77470.6 PA Bse08:2503996278 PA_Bse08:2503996278 BSO8DRAFT_00001670 Cellulose or protein binding domain./Cellulose binding domain./Cel
Fwd-Rev SPI Spectrum MH*
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F*

Filename z

085-2101.4467.4502.0 3
082-1801.4471.4503.0 3
084-2001.4495.4500.0 3
082-1801.3096.3123.2 2
083-1901.4477.4508.0 3
082-1801.3037.3067.2 2

@ 0 & W N =

Group Subgroup Spectra
# ) #)

12 12.1 12

F*

Filename

N

083-1901.6711.6733.3 3
084-2001.3818.3822.0 3
083-1901.3822.3829.0 3
085-2101.6820.6836.3 3
084-2001.6734.6738.0 3
085-2101.3823.3831.0 3
083-1901.6717.6717.0 3
084-2001.3854.3854.0 3
084-2001.6754.6754.0 3
084-2001.6742.6753.0 2
085-2101.6835.6850.0 2
084-2001.3866.3866.0 3

= = 2 [© o N o (oS W IN e
[N=y

Group Subgroup Spectra
# #) #)

13 131 14

F*

Filename

082-1801.10908.10912.2
079-1501.7880.7903.0
083-1901.8950.9008.3
084-2001.7769.7769.0
083-1901.9065.9065.3
084-2001.11249.11249.2
085-2101.11124.11130.2
081-1701.10325.10325.2
083-1901.7641.7646.2
080-1601.8243.8243.3
085-2101.7742.7790.2

‘H ‘H © joo N o (o B N e
[l (=}

Protein Name

Score Score (%) Intensity Sequence Mezg::)ed
16.45 7.02 96.9 2.69e+007 (R)LIISPHTYGPSVFVQK(Q) 1785.990
15.69 6.21 97.2 1.05e+008 (R)LIITSPHTYGPSVFVQK(Q) 1785.990
15.05 6.73 91.6 4.28e+007 (R)LINISPHTYGPSVFVQK(Q) 1785.990
13.69 6.59 97.3 5.08e+005 (K)ALGINVVR(F) 841.526
13.06 3.29 91.5 6.69e+007 (R)LINISPHTYGPSVFVQK(Q) 1785.990
12.99 5.41 84.1 2.98e+006 (R)TIQQTMDEIK(A) 1206.604
. Distinct Total )
Popides NSNS o6AA - Proten PUIT patmbase i ane
#) Search Intensity (Da)
Score
2 41.68 8 1.93e+009 62134.7 PA_Bse08:2503996242
s Fwd-Rev SPI Spectrum MH"
core Score (%) Intensity Sequence Matched
(Da)
21.85 12.03 96.9 2.59e+008 (R)GMSSLGLQWSDAAPWMNYDSIK(W) 2457.122
19.83 13.64 95.0 9.24e+006 (R)LESSAALNPGASTTGDWSDSDLTQSGR(Y) 2723.240
18.83 12.87 95.1 1.07e+007 (R)LESSAALNPGASTTGDWSDSDLTQSGR(Y) 2723.240
18.75 12.79 94.5 2.43e+008 (R)GMSSLGLQWSDAAPWMNYDSIK(W) 2457.122
18.21 10.07 93.2 2.83e+008 (R)GMSSLGLQWSDAAPWMNYDSIK(W) 2457.122
17.16 11.35 90.9 1.19e+007 (R)LESSAALNPGASTTGDWSDSDLTQSGR(Y) 2723.240
13.53 8.59 91.3 2.55e+008 (R)GMSSLGLQWSDAAPWMNYDSIK(W) 2457.122
12.67 6.66 80.3 8.61e+006 (R)LESSAALNPGASTTGDWSDSDLTQSGR(Y) 2723.240
12.09 4.53 89.7 2.81e+008 (R)GMSSLGLQWSDAAPWMNYDSIK(W) 2457.122
11.42 2.99 78.7 3.37e+008 (R)GMSSLGLQWSDAAPWMNYDSIK(W) 2457.122
10.24 454 73.6 2.23e+008 (R)GMSSLGLQWSDAAPWMNYDSIK(W) 2457.122
9.48 5.54 89.8 6.13e+006 (R)LESSAALNPGASTTGDWSDSDLTQSGR(Y) 2723.240
Distinct SDulﬁ"ltmgzi Total Protein
Peptides MSIMS 0TRSOt MW Accession #
#) Search Intensity (Da)
Score
2 41.23 41 2.90e+009 13375.7 PA_Bse _meta_comb:2073565643
Fwd-Rev SPl Spectrum MH*
z Score Score (%) Intensity Sequence Mezg:;)ed
2 21.12 21.12 95.6 3.74e+007 (R)VGAGAPVYLAAVLEYLAAEVLELAGNAAR(D) 2871.562
3 2011 10.94 93.5 1.78e+007 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
3 19.00 10.58 92.1 1.57e+008 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
3 17.89 12.12 92.8 1.83e+008 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
3 17.36 9.04 85.7 3.01e+007 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
2 16.08 16.08 87.1 2.21e+007 (R)VGAGAPVYLAAVLEYLAAEVLELAGNAAR(D) 2871.562
2 16.08 16.08 83.6 5.32e+007 (R)VGAGAPVYLAAVLEYLAAEVLELAGNAAR(D) 2871.562
2 14.85 14.85 91.0 7.37e+008 (R)VGAGAPVYLAAVLEYLAAEVLELAGNAAR(D) 2871.562
2 14.07 8.70 87.2 6.85e+008 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
3 13.43 8.30 77.9 3.37e+007 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
2 11.82 5.35 82.1 3.64e+008 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
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PA_Bse08:2503996242 BSO08DRAFT_00001300 Cellulose or protein binding domain./Cellulose binding domain./Cel

PA_Bse_meta_comb:2073565643 BaSeMet_00092990 Histone H2A [Bankia setacea microbiome (Combi
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PA_BS12:2189568391 or1689 Endoglucanase [B. setacea BS12] 725 bp

PA_BS12:2189569050 0r2363 Gluconolactonase [B. setacea BS12] 2124 bp

12 083-1901.8943.9029.2 2 10.70 5.00 78.4 2.29e+008 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
13 082-1801.9001.9005.2 2 10.58 4.78 61.3 3.40e+008 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
14 079-1501.7913.7913.2 2 8.11 2.61 64.8 9.02e+006 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
Distinct Total
Distinct Summed ; Protein
G'(‘;;‘p S”bg)"“p Sp&")t’a Peptides MS/MS 0 eAraAge Spprgé‘t*;gl MW Achéigf‘;f . Protein Name
#) Search | . (Da)
ntensity
Score
14 14.1 5 3 40.38 6 1.47e+008 77517.5 PA_BS12:2189568391
# Filename z Score FWd-Rev SPI Spectrum Sequence M’\th+d
Score (%) Intensity a ‘?ga)e
1 081-1701.8220.8220.0 3 15.26 15.26 87.9 3.83e+007 (R)DQDRWDHISPGIDQEWQNAFVNYMSR(K) 3207.434
2 081-1701.9039.9039.0 2 14.10 7.86 88.7 2.32e+007 (R)KWSLLDML(-) 1005.544
3 081-1701.8203.8203.0 3 13.63 13.63 80.7 3.91e+007 (R)DQDRWDHISPGIDQEWQNAFVNYMSR(K) 3207.434
4 081-1701.8215.8215.0 3 12.40 12.40 78.6 3.95e+007 (R)DQDRWDHISPGIDQEWQNAFVNYMSR(K) 3207.434
5 081-1701.6445.6462.0 2 11.02 3.81 76.6 6.91e+006 (R)TIQQTMDEITAR(G) 1406.695
Distinct Total
Distinct Summed ; Protein
G'(‘;;‘p S”bg)"“p Sp&")t’a Peptides MS/MS 0 eAraAge Spprgé‘t*;gl MW Agfézgfjrf . Protein Name
#) Search . (Da)
Intensity
Score
15 15.1 7 3 40.27 1 2.73e+008 224278.3 PA_BS12:2189569050
# Filename z Score FWd-Rev SPI Spectrum Sequence M,\th+d
Score (%) Intensity a a(s:a)e
1 081-1701.6673.6690.0 2 16.93 7.27 95.3 7.25e+007 (R)ALPENLDQVYLK(A) 1402.758
2 081-1701.6576.6659.0 2 16.40 6.79 93.8 1.10e+008 (R)ALPENLDQVYLK(A) 1402.758
3 080-1601.6716.6722.0 2 13.24 5.33 86.2 4.75e+007 (R)ALPENLDQVYLK(A) 1402.758
4 082-1801.2433.2439.0 3 12.12 4.84 93.3 1.53e+006 (K)SLGNEAGDNHEHIIGVK(G) 1789.883
5 081-1701.7158.7164.0 2 11.22 11.22 78.3 3.46e+007 (R)AFTGTQSVHFK(G) 1222.622
6 083-1901.2537.2543.0 2 11.12 11.12 69.8 2.78e+006 (R)AFTGTQSVHFK(G) 1222.622
7 085-2101.2545.2551.0 2 10.34 10.34 75.8 3.36e+006 (R)AFTGTQSVHFK(G) 1222.622
Distinct
- Total .
Group Subgroup Spectra Eési:ggts S’\L/Jg/n'\)'gd % AA Protein Pr,\(;':/t\a/m Database Protein Name
#) #) #) P Coverage Spectral Accession #
#) Search Intensit (Da)
Score Y
16 16.1 7 2 36.62 9 6.32e+008 43875.0 PA_Bse08:2503995778
# Filename z Score Fwd-Rev  SPI Spectrum Sequence M'\:th+d
Score (%) Intensity q ?ga)e
1 084-2001.4465.4472.0 3 20.78 16.91 97.7 1.02e+008 (R)GVNHAHAWYSGETGSIADIANTGANTIR(V) 2883.377
2 083-1901.4463.4473.0 3 19.54 19.54 95.2 1.19e+008 (R)GVNHAHAWYSGETGSIADIANTGANTIR(V) 2883.377
3 085-2101.4439.4443.0 3 19.53 15.49 94.7 1.99e+008 (R)GVNHAHAWYSGETGSIADIANTGANTIR(V) 2883.377
4 085-2101.4452.4452.2 2 18.00 13.30 87.0 2.84e+007 (R)GVNHAHAWYSGETGSIADIANTGANTIR(V) 2883.377
5 082-1801.8617.8626.0 3 16.42 16.42 86.9 9.58e+007 (R)GVNHAHAWYSGETGSIADIANTGANTIR(V) 2883.377
6 081-1701.7895.7903.0 3 16.08 16.08 85.6 8.38e+007 (R)GVNHAHAWYSGETGSIADIANTGANTIR(V) 2883.377
7 081-1701.5334.5340.0 2 15.84 10.24 91.3 5.02e+006 (R)VVLSNGDQWTR(N) 1274.649
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PA_Bse08:2503995778 Cellulose or protein binding domain./Cellulase (glycosyl hydrolase family 5). [B. setacea BS(
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Group Subgroup Spectra

#) (#) (#)
16 16.2 5
# Filename

1 084-2001.4460.4460.0
2 083-1901.4475.4475.2
3 085-2101.4440.4440.2
4 081-1701.5334.5340.0
5 083-1901.4462.4465.0

Group Subgroup Spectra

@] (@) )

17 17.1 10

F*

Filename

080-1601.6577.6619.2
081-1701.6313.6366.2
084-2001.4173.4178.2
083-1901.4161.4174.2
085-2101.4197.4197.0
082-1801.4197.4197.0
080-1601.5807.5849.2
083-1901.2866.2866.0
080-1601.7307.7307.2
10 082-1801.2837.2837.0

© joo N (o o [ W IN -

N N W NN DNDNDNDDNDDN

Group Subgroup Spectra

@] (@) #)

18 18.1 15

I+

Filename

084-2001.6378.6440.3
081-1701.8355.8444.3
085-2101.6459.6505.3
084-2001.6387.6408.2
083-1901.6384.6438.2
082-1801.8896.8905.2
081-1701.8364.8461.2
085-2101.6475.6494.2

0 N @ [0 B W IN e

N

N NN NN W W w

Page 20 of 23
o Distinct Total .
Pepides MO (AR - Proten TUST o pambase b ame
#) Search Intensity (Da)
Score
2 35.30 6 2.62e+008 60457.4 PA BS12:2189569899 PA_BS12:2189569899 0r3204 Cellulase (glycosyl hydrolase family 5)./Cellulose or protein binding domain. [B. setace
Fwd-Rev SPI Spectrum MH*
Score Score (%) Intensity Sequence Mz?g::)ed
19.46 19.46 86.8 1.31e+008 (R)GVNHAHAWYTGETGSIADIANAGANTVR(V) 2853.367
18.82 15.50 84.5 1.27e+007 (R)GVNHAHAWYTGETGSIADIANAGANTVR(V) 2853.367
17.69 10.68 91.7 2.30e+007 (R)GVNHAHAWYTGETGSIADIANAGANTVR(V) 2853.367
15.84 10.24 91.3 5.02e+006 (R)VVLSNGDQWTR(N) 1274.649
15.32 15.32 73.9 9.04e+007 (R)GVNHAHAWYTGETGSIADIANAGANTVR(V) 2853.367
o Distinct Total .
#) Search Intensity (Da)
Score
3 35.31 5 1.83e+009 73439.4 PA_Bse08:2503994248 PA_Bse08:2503994248 BSO8DRAFT_00028400 Cellulose or protein binding domain./Chitin binding domain. [B. sete
s Fwd-Rev SPI Spectrum MH"
COT® " Score (%) Intensity Sequence Matched
(Da)
16.91 11.12 95.8 1.73e+009 (R)DLPAGVSTLYMK(A) 1294.672
15.60 9.80 93.2 2.08e+007 (R)DLPAGVSTLYMK(A) 1294.672
12.21 6.32 87.8 8.20e+006 (R)DLPAGVSTLYMK(A) 1294.672
11.69 6.88 87.5 3.37e+007 (R)DLPAGVSTLYMK(A) 1294.672
11.00 4,03 83.9 1.28e+007 (R)DLPAGVSTLYMK(A) 1294.672
10.87 5.33 92.7 2.46e+006 (R)DLPAGVSTLYMK(A) 1294.672
10.36 498 74.6 7.62e+006 (R)DLPAGVSTLYMK(A) 1294.672
9.32 499 831 141e+006 (K)QLGNEPGDNHEHIFAVK(A) 1904.926
9.08 9.08 64.7 1.13e+007 (ROHVIYAEWGR(N) 1130.575
6.84 2.81 92.3 2.30e+006 (ROHVIYAEWGR(N) 1130.575
Dist!nct SDulztmgtj % AA PIgtt:iln Protein Database .
Peptides  MS/MS Coverage Spectral W Accession # Protein Name
#) Search Intensity (Da)
Score
2 34.08 6 4.04e+009 42518.1 PA_Bse02:2503998249 PA_Bse02:2503998249 BS02DRAFT_00014250 Cellulose or protein binding domain./Chitin binding domain. [B. sete
Fwd-Rev SPI Spectrum MH*
Score Score (%) Intensity Sequence Mz?g:‘:)ed

21.88 21.88 98.2 4.43e+008 (K)ELVFWITKPGFSFDENR(V) 2085.045
20.84 20.84 97.8 1.03e+009 (K)ELVFWITKPGFSFDENR(V) 2085.045
20.19 16.51 95.3 2.26e+008 (K)ELVFWITKPGFSFDENR(V) 2085.045
17.94 11.43 97.5 2.36e+008 (K)ELVFWITKPGFSFDENR(V) 2085.045
16.90 10.07 95.8 3.12e+008 (K)ELVFWITKPGFSFDENR(V) 2085.045

15.33 8.82 93.3 9.13e+007 (K)ELVFWITKPGFSFDENR(V) 2085.045
13.10 6.69 84.5 8.00e+008 (K)ELVFWITKPGFSFDENR(V) 2085.045
12.78 7.01 90.9 1.38e+008 (K)ELVFWITKPGFSFDENR(V) 2085.045
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9 084-2001.2665.2711.2
10 083-1901.2658.2715.0
11 082-1801.2656.2726.0
12 081-1701.7312.7318.0
13 083-1901.2848.2848.2
14 084-2001.2671.2671.0
15 081-1701.8354.8354.2

Group Subgroup Spectra

@] (@) #

18 18.2 13

F*

Filename

085-2101.6496.6517.3
084-2001.6404.6438.3
083-1901.6408.6488.3
081-1701.8415.8433.2
084-2001.6426.6457.2
084-2001.2665.2711.2
083-1901.2658.2715.0
083-1901.6397.6444.2
082-1801.2656.2726.0
081-1701.7312.7318.0
085-2101.6537.6537.2
083-1901.2848.2848.2
084-2001.2671.2671.0

‘m ‘B “: ‘I—‘ © joo N (o o [ W IN -

N NN NN NDNDNDNDDMDNDWW®W

Group Subgroup Spectra

* # #

19 19.1 11

F*

Filename

084-2001.2951.2991.3
082-1801.2955.2973.0
083-1901.2956.3009.3
084-2001.4130.4149.0
085-2101.2954.2995.3
082-1801.4147.4156.0
083-1901.4135.4142.0
084-2001.2969.2969.2
085-2101.2972.2972.2
10 083-1901.2981.2981.2

© o N o [0 I W N =

12.20 6.58 87.6 2.08e+007 (R)HVIYGEWGR(D) 1116.559
11.70 6.28 87.4 3.81e+007 (R)HVIYGEWGR(D) 1116.559
11.21 6.25 87.8 4.07e+007 (RYHVIYGEWGR(D) 1116.559
10.53 3.19 81.6 8.48e+007 (R)HVIYGEWGR(D) 1116.559

7.75 7.75 66.0 1.84e+006 (R)HVIYGEWGR(D) 1116.559

6.76 3.59 89.3 1.58e+007 (R)HVIYGEWGR(D) 1116.559

6.72 2.83 70.2 5.55e+008 (K)ELVFWITKPGFSFDENR(V) 2085.045

. Distinct Total .
epides WSS (oM Foen T pdabese

#) Search Intensity (Da)

Score

2 30.50 6 1.90e+009 39939.7 PA_BS12:2189570962
s Fwd-Rev SPI Spectrum MH"

core ' o ire (%) Intensity Sequence Matched

(Da)

18.30 13.05 96.4 1.59e+008 (K)ELVFWITKPGFSFDANR(T) 2027.039
17.79 13.90 96.4 2.94e+008 (K)ELVFWITKPGFSFDANR(T) 2027.039
17.26 12.26 95.7 3.59e+008 (K)ELVFWITKPGFSFDANR(T) 2027.039
15.56 10.74 91.9 2.92e+008 (K)ELVFWITKPGFSFDANR(T) 2027.039
12.55 12.55 83.5 2.39e+008 (K)ELVFWITKPGFSFDANR(T) 2027.039
12.20 6.58 87.6 2.08e+007 (R)HVIYGEWGR(D) 1116.559
11.70 6.28 87.4 3.81e+007 (R)HVIYGEWGR(D) 1116.559
11.70 11.70 79.4 2.66e+008 (K)ELVFWITKPGFSFDANR(T) 2027.039
11.21 6.25 87.8 4.07e+007 (R)HVIYGEWGR(D) 1116.559
10.53 3.19 81.6 8.48e+007 (R)HVIYGEWGR(D) 1116.559
9.71 9.71 75.2 9.36e+007 (K)ELVFWITKPGFSFDANR(T) 2027.039
7.75 7.75 66.0 1.84e+006 (R)HVIYGEWGR(D) 1116.559
6.76 3.59 89.3 1.58e+007 (R)HVIYGEWGR(D) 1116.559
Distinct SDulﬁ"flnqgti Total Protein
Pepiides MSIMS o 000 Siotal MW accession #

#) Search Intensity (Da)

Score

2 31.78 7 6.58e+007 55060.3 PA_BS12:2189568352
s Fwd-Rev SPI Spectrum MH"
core Score (%) Intensity Sequence Matched

(Da)

17.54 13.01 82.9 1.25e+007 (R)AHGGSNAVHFSGGANPAMIAR(A) 2021.973
15.29 15.29 82.3 4.52e+006 (R)AHGGSNAVHFSGGANPAMIAR(A) 2021.973
14.27 14.27 77.3 1.18e+007 (R)AHGGSNAVHFSGGANPAMIAR(A) 2021.973
14.24 8.23 88.4 6.42e+006 (R)QLGMNPGDNHETLIALR(G) 1878.950
14.23 10.60 79.8 1.07e+007 (R)AHGGSNAVHFSGGANPAMIAR(A) 2021.973
12.59 7.12 81.1 6.20e+006 (R)QLGMNPGDNHETLIALR(G) 1878.950
11.41 4.48 78.1 6.40e+006 (R)QLGMNPGDNHETLIALR(G) 1878.950
9.34 9.34 94.3 1.57e+006 (R)AHGGSNAVHFSGGANPAMIAR(A) 2021.973
8.46 8.46 86.5 2.28e+006 (R)AHGGSNAVHFSGGANPAMIAR(A) 2021.973
6.68 6.68 89.0 1.93e+006 (R)AHGGSNAVHFSGGANPAMIAR(A) 2021.973
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PA_BS12:2189570962 0r0231 Uncharacterized protein conserved in bacteria [B. setacea BS12] 383 bp

PA_BS12:2189568352 or0169 Cellulose or protein binding domain./Cellulose binding domain. [B. setacea BS12] 541
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11 084-2001.2963.2963.2 2

Group Subgroup Spectra
# #) #)

20 20.1 10

F*

Filename z

083-1901.6491.6527.0
081-1701.8409.8484.3
084-2001.6495.6499.0
081-1701.7307.7314.2
081-1701.8403.8403.0
083-1901.6510.6510.0
081-1701.8397.8397.0
082-1801.2608.2608.0
083-1901.2608.2612.0
10 082-1801.2613.2613.0

© o N o U1 D W IN
N NN DNNNDNWW®

Group Subgroup Spectra
# #) #)
21 21.1 20

# Filename

081-1701.10077.10083.0
082-1801.10718.10722.3
082-1801.10708.10727.0
084-2001.11046.11046.0
083-1901.10767.10772.0
081-1701.10791.10862.0
081-1701.10650.10725.0
082-1801.11030.11068.0
084-2001.9849.9906.2

081-1701.10593.10673.2
081-1701.10737.10743.0
081-1701.10904.10909.2
081-1701.10752.10752.0
082-1801.11024.11024.0
081-1701.10769.10769.0
084-2001.10086.10086.0
081-1701.10554.10554.2
085-2101.9961.9961.0

081-1701.10812.10812.0

BhEEEREREE®C®N@EwS -

6.45 6.45 82.6 1.49e+006 (R)AHGGSNAVHFSGGANPAMIAR(A) 2021.973
o Distinct Total )
pepiies Moo A4 roen " Datsbase
#) Search Intensity (Da)
Score
2 28.96 8 1.01e+009 33117.2 PA_BS12:2189570963
s Fwd-Rev SPI Spectrum MH*
COT® " Score (%) Intensity Sequence Matched
(Da)
18.79 12.77 95.6 1.35e+008 (K)ELVFWITKPSFNFDSGR(T) 2043.034
18.12 13.46 93.0 2.52e+008 (K)ELVFWITKPSFNFDSGR(T) 2043.034
17.72 11.61 94.4 9.14e+007 (K)ELVFWITKPSENFDSGR(T) 2043.034
10.17 6.66 86.0 2.92e+007 (R)HVIYSEWGR(D) 1146.570
9.83 6.52 75.2 2.01e+008 (K)ELVFWITKPSFNFDSGR(T) 2043.034
9.83 9.83 69.2 1.17e+008 (K)ELVFWITKPSFNFDSGR(T) 2043.034
9.17 5.41 62.7 1.80e+008 (K)ELVFWITKPSFNFDSGR(T) 2043.034
8.81 3.31 89.9 2.13e+006 (R)HVIYSEWGR(D) 1146.570
7.82 4.29 91.2 1.69e+006 (ROHVIYSEWGR(D) 1146.570
6.90 2.33 94.4 2.15e+006 (R)HVIYSEWGR(D) 1146.570
Distinct SDulztmgtj o Total Protein
Peptides MS/MS % AA Protein MW Databgse
) Search Coverage ISn‘t):r(:;ri?I (Da) Accession #
Score Y
1 21.88 4 3.97e+009 43475.8 PA_BS12:2189567935
Fwd-Rev SPI Spectrum MH*
z Score Score (%) Intensity Sequence Mezg::)ed
2 21.88 18.26 98.6 8.28e+008 (R)STSLILQAFTDLVADMR(A) 1880.979
3 20.73 20.73 96.8 1.25e+008 (R)STSLILQAFTDLVADMR(A) 1880.979
2 20.09 20.09 95.3 3.08e+008 (R)STSLILQAFTDLVADMR(A) 1880.979
2 19.96 19.96 95.0 6.90e+007 (R)STSLILQAFTDLVADMR(A) 1880.979
2 19.63 15.93 95.5 1.75e+008 (R)STSLILQAFTDLVADMR(A) 1880.979
2 18.85 18.85 92.6 5.31e+007 (R)STSLILQAFTDLVADMR(A) 1880.979
2 16.09 16.09 81.5 7.95e+007 (R)STSLILQAFTDLVADMR(A) 1880.979
3 15.33 10.81 82.1 3.30e+007 (R)STSLILQAFTDLVADMR(A) 1880.979
2 1482 14.82 81.7 5.73e+008 (R)STSLILQAFTDLVADMR(A) 1880.979
2 14.65 14.65 79.7 1.20e+008 (R)STSLILQAFTDLVADMR(A) 1880.979
3 13.44 13.44 76.3 2.38e+007 (R)STSLILQAFTDLVADMR(A) 1880.979
2 13.35 13.35 68.7 4.06e+007 (R)STSLILQAFTDLVADMR(A) 1880.979
2 12.94 12.94 77.0 3.85e+007 (R)STSLILQAFTDLVADMR(A) 1880.979
3 11.85 11.85 74.1 2.95e+007 (R)STSLILQAFTDLVADMR(A) 1880.979
2 11.72 11.72 66.3 3.79e+007 (R)STSLILQAFTDLVADMR(A) 1880.979
3 10.96 6.48 89.5 9.18e+007 (R)STSLILQAFTDLVADMR(A) 1880.979
2 10.87 10.87 68.0 2.45e+008 (R)STSLILQAFTDLVADMR(A) 1880.979
2 10.79 10.79 60.2 5.27e+008 (R)STSLILQAFTDLVADMR(A) 1880.979
2  9.67 9.67 71.9 2.39e+007 (R)STSLILQAFTDLVADMR(A) 1880.979
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Protein Name

Protein Name
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PA_BS12:2189570963 0r0232 Uncharacterized protein conserved in bacteria [B. setacea BS12] 320 bp

PA_BS12:2189567935 or1258 Lysophospholipase L1 and related esterases [B. setacea BS12] 419 bp
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20 085-2101.9946.9946.0 2 8.9 8.95 62.2 5.52e+008 (R)STSLILQAFTDLVADMR(A) 1880.979
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Results Shown Filtered by Validation Category: valid
Data Directory: msdataSM\051111_OGL_BS21_1frac

hit table read - SpecFeatures read
valid hits read from tagSummary file -

Files: 147 Hits: 319

beginning to assemble proteins .... proteins assembled 0.047888 sec
proteins filtered by unique peptides 0.004622 sec

proteins filtered by score

calculated protein coverage maps 0.040805 sec
beginning to roll up proteins into groups ... . proteins rolled up into groups 0.004068 sec

protein groups ready for display

proteinGroupingMethod: oneSharedPeptideSubgrouped

Group Subgroup Spectra I%;t:gg;
&) @) @) )
1 11 73 10
1 1.1 73 10
2 2.1 15 9
2 21 15 9
2 21 2 2
2 2.1 2 2
3 3.1 25 8
3 3.1 25 8
4 4.1 9 5
5 5.1 8 6
5 5.1 3 3
5 51 2 2
5 5.1 2 2
5 5.1 3 2
5 5.2 7 4
5 5.2 6 3
6 6.1 2 2
6 6.1 2 2
7 7.1 4 2
8 8.1 6 2
8 8.1 6 2

Totals: 290 95

Gr((;;]p Sub(%r)oup Spectra PDeI[SJES(éts

#)
1 11 73 10

# Filename z Score

1 088-2301.5238.5238.0 3 21.25

2 088-2301.5381.5438.0 3 20.37

3 088-2301.4793.4867.0 3 19.63

4 088-2301.6670.6763.0 3 19.59

Distinct
Summed
MS/MS
Search
Score

184.07
184.07
145.94
145.94
37.21
37.21
128.30
128.30
82.60
74.79
37.72
29.35
29.35
22.12
52.03
37.88
3291
3291
30.51
29.59
29.59

Distinct
Summed
MS/MS
Search
Score

184.07

Fwd-Rev
Score

15.28

11.31
11.61
12.26

http://spectrummillxp/millscripts/summaryPP.pl

9 Proteins listed

Total
% AA Protein
Coverage Spectral
Intensity
28 8.11e+010
48 8.11e+010
22 1.03e+009
48 1.03e+009
3 3.60e+008
3 3.60e+008
23 7.31e+010
40 7.31e+010
8 1.97e+009
25 1.14e+009
5 3.13e+008
15 3.08e+008
15 3.08e+008
7 2.02e+008
6 9.83e+008
4 7.66e+008
7 2.19e+007
8 2.19e+007
6 3.87e+008
4 7.82e+007
4 7.82e+007
Total
% AA Protein
Coverage Spectral
Intensity
28
SPI Spectrum
(%) Intensity
95.7 1.94e+009
98.2 5.76e+008
95.6 2.43e+007
91.8 5.39e+008

Page 1 of 6
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Protein
MW
(Da)

77520.7
48452.4
80610.8
37625.9
112354.2
112173.0
73729.2
44290.5
104392.5
43960.4
114184.0
23858.3
23855.3
38604.4
112508.2
113016.6
58225.4
52443.2
39939.7
70938.0
70884.2

Protein

(Da)

PA

Bse

Database
Accession #

PA_Bse02:2503999400

meta_comb:2073585167

PA

Bse

PA_BS12:2189571642
meta_comb:2073592708

PA

Bse

meta_comb:2073560170

PA

Bse

PA_Bse02:2503998147

PA_BS12:2189570195
meta_comb:2073567998

PA

Bse

PA_BS12:2189569647
meta _comb:2073561917

PA

Bse

meta_comb:2073561915

PA

Bse

PA_Bse02:2504000230

PA_Bse02:2503999190

PA_Bse02:2503998988

meta_comb:2073561919

PA

Bse

PA_Bse02:2503999098

PA_ BS12:2189570192
meta_comb:2073587378

Database
Accession #

8.11e+010 77520.7 PA_Bse02:2503999400

PA_BS12:2189570962
PA_Bse02:2504000681

PA_Bse08:2503997525

Sequence

(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)LVLSPHTYGPSVFVQR(Q)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)

Protein Name

PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding
PA_Bse_meta_comb:2073585167 BaSeMet_00288230 Endoglucanase [Bankia setacea microbiome (Ct
PA_BS12:2189571642 or0735 Carbohydrate binding domain. [B. setacea BS12] 763 bp
PA_Bse_meta_comb:2073592708 BaSeMet_00363640 hypothetical protein [Bankia setacea microbiome
PA_Bse_meta_comb:2073560170 BaSeMet_00038260 esterase, PHB depolymerase family [Bankia set:
PA_Bse02:2503998147 BS02DRAFT_00013240 esterase, PHB depolymerase family [B. setacea BS02
PA_BS12:2189570195 0or3426 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 709 bj
PA_Bse_meta_comb:2073567998 BaSeMet_00116540 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_BS12:2189569647 0r2953 Beta-1,4-xylanase [B. setacea BS12] 986 bp
PA_Bse_meta_comb:2073561917 BaSeMet_00055730 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse_meta_comb:2073561915 BaSeMet_00055710 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse02:2504000230 BSO2DRAFT_00014530 Glycosyl hydrolases family 6. [B. setacea BS02 (Isolate
PA_Bse02:2503999190 BS02DRAFT_00027250 Glycosyl hydrolases family 6. [B. setacea BS02 (Isolate
PA_Bse02:2503998988 BS02DRAFT_00026880 Cellulose or protein binding domain./Cellulose binding
PA_Bse_meta_comb:2073561919 BaSeMet_00055750 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse02:2503999098 BS02DRAFT_00001060 Cellulose or protein binding domain./Glycosyl hydrolast
PA_BS12:2189570192 or3423 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 560 b
PA_Bse_meta_comb:2073587378 BaSeMet_00310340 Cobalamin biosynthesis protein CobN and relate
PA_BS12:2189570962 or0231 Uncharacterized protein conserved in bacteria [B. setacea BS12] 383 bp
PA_Bse02:2504000681 BS02DRAFT_00022770 Cellulose or protein binding domain./Glycosyl hydrolast
PA_Bse08:2503997525 BSO8DRAFT_00020200 Cellulose or protein binding domain./Glycosyl hydrolast

Protein Name

PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding domain./Cel

MH*
Matched
(Da)
2670.410
3509.562
1799.981

2415.050
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088-2301.6022.6112.0
088-2301.6094.6140.0
088-2301.5611.5686.2
088-2301.4381.4496.2
088-2301.7817.7845.3
088-2301.6985.7029.0
088-2301.9545.9671.3
088-2301.4009.4064.2
088-2301.11483.11571.2
088-2301.11609.11672.3
088-2301.11739.11829.2
088-2301.6441.6446.3
088-2301.6128.6141.0
088-2301.9681.9767.3
088-2301.5135.5232.0
088-2301.7109.7187.2
088-2301.7481.7552.0
088-2301.7423.7519.0
088-2301.6877.6885.0
088-2301.4690.4696.0
088-2301.6749.6864.2
26 088-2301.11308.11398.0
27 088-2301.3841.3876.2 16.14 16.14
28 088-2301.4515.4519.2 16.07 16.07

2 19.25 15.20
3
2
2
3
3
3
2
2
3
2
3
2
3
3
2
3
2
2
3
2
2
2
2
29 088-2301.11859.11859.2 2 16.05 11.84
5
2
3
3
3
2
3
2
2
3
3
3
3
2
2
3
3
2
3
2
3
2
3

19.20 11.56
18.86 12.31
18.81 18.81
18.58 14.08
18.22 12.53
17.86 17.86
17.80 17.80
17.74 12.67
17.60 12.95
17.59 13.97
17.56 9.90
17.35 17.35
17.28 12.24
17.11 11.99
17.05 13.80
17.01 17.01
16.95 13.26
16.94 11.87
16.59 8.56
16.52 11.26
16.19 12.18

NN NN NN PR R R R ko N o o
BRRERBRRBERERHEIRRKIE|

30 088-2301.9598.9598.5 16.04 16.04
31 088-2301.3845.3860.2 15.82 15.82
32 088-2301.11248.11248.0 15.75 9.50
33 088-2301.6263.6317.3 15.72 9.09
34 088-2301.5752.5797.3 15.56 10.89
35 088-2301.6591.6640.2 15.52 12.17
36 088-2301.9997.10122.0 15.34 15.34
37 088-2301.8657.8691.2 15.21 15.21
38 088-2301.7210.7284.0 15.16 11.82
14.99 8.94
14.75 14.75
14.21 14.21
14.16 4.73
13.80 9.99
13.73 8.78
13.51 13.51
13.40 9.41
13.32 13.32
13.10 13.10
13.09 7.55
12.70 6.44
12.52 12.52
12.49 12.49

39 088-2301.5992.6078.3
40 088-2301.7832.7904.0
41 088-2301.10452.10452.0

42 088-2301.3823.3875.3
43 088-2301.11453.11453.0
44 088-2301.7234.7325.2
45 088-2301.7982.7982.0
46 088-2301.11788.11840.0
47 088-2301.5778.5778.2
48 088-2301.10149.10149.0
49 088-2301.5754.5798.2
50 088-2301.12134.12153.0
51 088-2301.6442.6447.0
52 088-2301.7850.7850.0

http://spectrummillxp/millscripts/summaryPP.pl
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1.35e+009
2.18e+009
4.21e+008
4.64e+008
2.35e+008
4.82e+008
3.29e+010
1.89e+008
3.15e+008
1.30e+008
2.70e+008
2.79e+008
1.02e+009
1.96e+010
2.06e+009
2.73e+008
4.46e+008
3.64e+008
3.76e+008
2.29e+007
6.07e+008
3.48e+008
4.79e+007
9.66e+007
1.61e+008
2.75e+008
4.83e+007
8.21e+007
5.09e+008
8.42e+008
3.94e+008
1.34e+009
8.13e+007
2.63e+008
1.63e+009
5.35e+008
4.71e+008
2.50e+008
7.28e+007
4.12e+008
1.89e+008
4.52e+008
3.19e+008
6.97e+008
3.26e+008
8.02e+007
1.80e+008
3.81e+008

(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)EWQDALVDYMVEK(D)
(R)LVLSPHTYGPSVFVQR(Q)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)EIAGLPAQLGVDNI 1G1DIFNEPWDYTWQEWK(T)
(R)AGWDEHFGYLR(D)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)EIAGLPAQLGVDNI I1G1DIFNEPWDYTWQEWK(T)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)LVLSPHTYGPSVFVQR(Q)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)AAEQEMWSHITPGVDR(E)
(R)LVLSPHTYGPSVFVQR(Q)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)EIAGLPAQLGVDNI 1G1DIFNEPWDYTWQEWK(T)
(R)AAEQEMWSHITPGVDR(E)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)TIQQTMTEITAQGINVVR(L)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)EIAGLPAQLGVDNI 1G1DIFNEPWDYTWQEWK(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(RYEIAGLPAQLGVDNI 1G1DIFNEPWDYTWQEWK(T)
(R)AAEQEMWSHITPGVDR(E)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(RYEIAGLPAQLGVDNI I1G1DIFNEPWDYTWQEWK(T)
(R)TIQQTMTEITAQG INVVR(L)
(R)EIAGLPAQLGVDNI 1G1DIFNEPWDYTWQEWK(T)
(R)TIQQTMTEITAQGINVVR(L)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)

2415.050
2415.050
1625.752
1799.981
2415.050
2415.050
3730.843
1350.623
2415.050
2415.050
2415.050
2415.050
2415.050
3730.843
2670.410
2415.050
2751.211
2415.050
2415.050
1799.981
2415.050
2415.050
1826.850
1799.981
2415.050
3730.843
1826.850
2415.050
2415.050
2003.060
2415.050
3730.843
2751.211
2415.050
2415.050
2751.211
3730.843
1826.850
2751.211
2415.050
2751.211
3730.843
2003.060
3730.843
2003.060
2415.050
2415.050
2751.211

Page 2 of 6

2/12/2014





Spectrum Mill - Protein Peptide/Summary

088-2301.11831.11831.0

088-2301.11254.11254.0

088-2301.11658.11658.0

088-2301.11853.11853.0

088-2301.6264.6270.2
088-2301.7345.7449.0
088-2301.11447.11447.0

088-2301.11577.11577.0

088-2301.11137.11137.0

088-2301.7539.7555.2
088-2301.7601.7601.0
088-2301.7597.7597.0
088-2301.9779.9779.0
088-2301.11774.11774.0

088-2301.7563.7563.0
088-2301.8263.8263.2
088-2301.12172.12172.2

~N NN YD @ oo oo oo oo g g |o]
BREEBBRIBERBRBRR2BEELERKR

088-2301.7715.7715.0
088-2301.7663.7663.0
088-2301.9084.9084.0
088-2301.9143.9143.0

Group Subgroup Spectra

* # #

2 21 15

F*

Filename

088-2301.5553.5563.2
088-2301.4771.4784.2
088-2301.4854.4860.2
088-2301.4710.4765.0
088-2301.3443.3497.0

088-2301.3581.3641.0
088-2301.6389.6405.0
088-2301.3659.3665.0
088-2301.4764.4842.3
088-2301.6053.6115.0
088-2301.4871.4947.0
088-2301.4849.4865.3
088-2301.4844.4844.0
088-2301.3734.3734.2
088-2301.3816.3816.2

R B |
N NN W W WWWNNWWNDDNDNDN

‘G‘n—\»—\B‘.»:‘H\«D\OON\@\U‘I\b\m\NM—\

Group Subgroup Spectra

PA_BS12:2189571642 or0735 Carbohydrate binding domain. [B. setacea BS12] 763 bp

2 1227 12.27 79.3 5.57e+007 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
3 1171 5.87 92.0 8.65e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
2 11.60 11.60 72.5 6.13e+007 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
2 1152 7.93 77.9 1.62e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
2 11.44 7.59 61.3 2.20e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
3 11.38 7.54 70.7 8.96e+008 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
2 11.25 6.93 64.9 7.35e+007 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
2 11.20 6.31 68.1 1.76e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
3 11.18 11.18 72.1 5.57e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
2 11.15 11.15 73.2 1.23e+008 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
2 10.15 10.15 70.6 1.93e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
2 947 9.47 71.9 1.89e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
2 936 9.36 72.4 2.50e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
2 930 9.30 72.8 5.57e+007 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
2 868 4.87 67.4 1.43e+008 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
2 8.0 8.00 68.1 5.25e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
2 767 7.67 67.4 4.13e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
2 754 4.05 65.8 1.01e+008 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
2 674 6.74 61.8 1.05e+008 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
2 655 6.55 83.3 6.47e+007 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
2 653 6.53 63.0 5.65e+007 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
. Distinct Total .
Popides MO (AA - Protem FUIT o pambase o name

#) Search Intensity (Da)

Score

9 145.94 22 1.03e+009 80610.8 PA_BS12:2189571642
s Fwd-Rev SPl Spectrum MH*
COT® ~ Score (%) Intensity Sequence M;?g::)ed
20.64 20.64 95.3 3.27e+008 (K)FYDIYGSNHSAGSTVAWAWGVSR(M) 2531.174
17.65 17.65 94.9 5.66e+007 (K)FLLGNSSANTTIESTDGSFSVDR(N) 2418.142
17.28 0.84 88.8 7.87e+007 (R)ISLTIPQESGSGGVAAWR(V) 1828.956
16.57 8.17 89.0 3.29e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
15.63 5.92 75.6 5.19e+006 (K)GVAVVNFSNSEMGAHNGSGSR(G) 2076.952
15.51 8.55 92.6 8.91e+006 (K)GAIVVGAFDER(I) 1133.595
14.78 10.03 93.1 3.99e+007 (ROWIPWNTPILQ(-) 1267.684
14.76 6.51 80.4 9.62e+006 (R)MIDVLQQTSGHNLDASR(I) 1884.924
14.16 14.16 78.6 1.71e+008 (K)FLLGNSSANTTIESTDGSFSVDR(N) 2418.142
13.12 13.12 71.2 2.03e+008 (K)DAGANVQTASQIVGENPWMSANLDQFANNGTVTK(L) 3548.672
13.04 13.04 71.9 3.14e+007 (K)FLLGNSSANTTIESTDGSFSVDR(N) 2418.142
12.84 4.00 84.0 4.24e+007 (R)ISLTIPQESGSGGVAAWR(V) 1828.956
9.00 9.00 76.9 1.54e+007 (K)FLLGNSSANTTIESTDGSFSVDR(N) 2418.142
8.68 8.68 77.1 1.30e+006 (K)GAIVVGAFDER(I) 1133.595
8.52 546 77.4 1.79e+006 (K)GAIVVGAFDER(I) 1133.595

Distinct

Distinct Summed Total Protein Protein Name
Peptides MS/MS % AA Protein MwW Database
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) (@] @]

3 31 25

F*

Filename

088-2301.3308.3319.0
088-2301.3312.3312.0
088-2301.7856.7899.2
088-2301.7855.7920.3
088-2301.8225.8334.2
088-2301.8103.8199.0
088-2301.8342.8455.2
088-2301.4038.4094.3
088-2301.8143.8181.2
088-2301.8486.8486.0
088-2301.3725.3725.0
088-2301.6287.6293.2
088-2301.4043.4106.2
088-2301.8565.8614.0
088-2301.8509.8534.0
088-2301.6282.6311.3
088-2301.8482.8488.0
088-2301.3570.3570.0
088-2301.8567.8567.0
088-2301.11280.11280.0

cle kb kR B

088-2301.8813.8813.0
088-2301.3328.3328.2
088-2301.8867.8867.0
088-2301.3330.3330.2
088-2301.11561.11561.0

N ININNNNR R ERRERERRIERIOIRINDIO S WIN -
BRBRNREI =

Group Subgroup Spectra
# ) #)

4 4.1 9

I+

Filename z

088-2301.5316.5362.2 2
088-2301.6659.6686.2 2
088-2301.6696.6702.3 3
088-2301.6033.6114.3 3
088-2301.4762.4802.0 3
088-2301.6045.6058.2 2
088-2301.5343.5343.3 3
088-2301.6118.6118.0 3
088-2301.4170.4170.0 2

[© joo N (o [0 ™ W IN e

Page 4 of 6

PA_BS12:2189570195 0r3426 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 709 bp

#) Search Coverage Spectral (Da) Accession #
Score Intensity
8 128.30 23 7.31e+010 73729.2 PA BS12:2189570195
Fwd-Rev SPl Spectrum MH"
z Seore " goore (%)  Intensity Sequence Matched
(Da)

3 20.68 5.77 97.9 2.96e+007 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
3 20.66 11.40 98.2 2.45e+007 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
2 19.76 19.76 92.2 5.45e+009 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
3 19.21 12.10 91.6 4.80e+009 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
2 18.38 11.51 74.9 3.18e+010 (R)WFPEAFQTLVENAYPAL(-) 1995.986
3 17.64 10.83 90.5 5.90e+008 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
2 17.33 10.94 75.0 2.76e+010 (R)WFPEAFQTLVENAYPAL(-) 1995.986
3 16.51 10.61 95.6 3.89e+007 (K)ANGESNGSSISGYNTAVWMDR(I) 2215.968
2 15.69 15.69 87.5 3.27e+008 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
3 15.20 11.33 79.3 1.14e+008 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
3 1459 1459 92.1 1.51e+007 (R)NGWGGAARPSGASSSDDLETYVNESR(V) 2683.198
2 1445 9.86 80.2 4.57e+008 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
2 14.44 14.44 87.7 3.78e+007 (K)ANGESNGSSISGYNTAVWMDR(I) 2215.968
3 13.56 13.56 74.3 7.86e+007 (R)EHLDETLAQGANLFMFVVYDLPNR(D) 2792.372
2 13.27 6.84 79.4 9.25e+008 (R)WFPEAFQTLVENAYPAL(-) 1995.986
3 12.06 3.86 76.5 2.52e+008 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
2 11.79 11.79 79.3 1.54e+008 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
2 10.37 5.93 91.0 6.72e+006 (R)IGAIEGPADGDGMGLR(E) 1528.743
2 957 9.57 61.6 1.05e+008 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
3 947 9.47 81.8 3.95e+007 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
2 913 9.13 63.2 7.98e+007 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
2 856 8.56 76.6 2.92e+006 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
2 8.07 8.07 65.1 8.25e+007 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
2 7.46 7.46 61.2 2.85e+006 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
2 695 6.95 67.6 6.83e+007 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
Distinct Distinct Totall )
Peptides Summed % AA Protein  Protein MW Databgse

) MS/l\gS Search Coverage Spectral (Da) Accession #

core Intensity
5 82.60 8 1.97e+009 104392.5 PA_BS12:2189569647
Fwd-Rev SPI Spectrum MH*

Score Score (%) Intensity Sequence Mezt[;::)ed
20.85 20.85 97.9 1.76e+008 (R)SDFGQYWDQITLENK(G) 1843.850
18.06 10.40 92.2 6.81e+008 (R)IAALGLPIYISEYDIEK(T) 1908.037
17.63 5.92 90.7 1.24e+008 (R)IAALGLPIYISEYDIEK(T) 1908.037
16.54 8.66 86.3 5.02e+008 (K)QHTFVWGSQYPNWIDSLSASEK(A) 2580.216
15.83 15.83 85.1 4.40e+007 (K)WAQVEPQRDQYDWSGIDDAYNYAK(Q) 2918.302
13.64 9.98 83.6 9.07e+007 (K)QHTFVWGSQYPNWIDSLSASEK(A) 2580.216
13.61 9.40 73.8 4.49e+007 (R)SDFGQYWDQITLENK(G) 1843.850
12.57 8.47 70.6 3.06e+008 (K)QHTFVWGSQYPNWIDSLSASEK(A) 2580.216
11.32 6.93 73.6 2.65e+006 (K)AAEIEEWIR(D) 1116.569

http://spectrummillxp/millscripts/summaryPP.pl

Protein Name

PA_BS12:2189569647 or2953 Beta-1,4-xylanase [B. setacea BS12] 986 bp

2/12/2014





Spectrum Mill - Protein Peptide/Summary

Group Subgroup Spectra
# #) #)

51

F*

Filename z

088-2301.5924.5973.2
088-2301.8984.9007.3
088-2301.5173.5276.2
088-2301.8548.8553.2
088-2301.8976.8976.0
088-2301.3913.3913.2
088-2301.3403.3403.0
088-2301.3920.3920.0

0 N o [0 & W N -

Group Subgroup Spectra
*) (G #

5.2

H*

Filename z

088-2301.8124.8183.3
088-2301.5258.5306.0
088-2301.7219.7222.2
088-2301.8117.8117.0
088-2301.8121.8180.2
088-2301.3913.3913.2
088-2301.3920.3920.0

N o o s W N e

Group Subgroup Spectra
#) (#) (#)

6.1

Filename z

088-2301.4227.4227.0 3
088-2301.5854.5859.0 2

Group Subgroup Spectra
*) (G #
7 7.1 4
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Protein Name

PA_Bse_meta_comb:2073561917 BaSeMet_00055730 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [I

Protein Name

PA_Bse_meta_comb:2073561919 BaSeMet_00055750 Cellobiohydrolase A (1,4-beta-cellobiosidase A)

PA_BS12:2189570192 0r3423 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 560 bp

Protein Name

Distinct Total
Distinct Summed ) Protein
Peptides MS/MS % AA Protein MW Databgse
Coverage Spectral Accession #
#) Search Intensity (Da)
Score
6 74.79 25 1.14e+009 43960.4 PA_Bse_meta_comb:2073561917
Score Fwd-Rev SPI Spectrum Sequence M’\:th+d
Score (%) Intensity a azlga)e
16.05 16.05 90.4 5.18e+007 (K)GFPSTLGMLIDTGR(N) 1464.752
14.95 10.97 83.3 2.21e+008 (R)WFPEAFQTLLENAYPPL(-) 2036.017
13.64 13.64 82.4 1.93e+008 (K)IAYESTFVWMDR(I) 1517.710
13.30 13.30 70.4 2.56e+008 (R)SSDFYEWTQYLEELQFVQAWR(Q) 2725.258
10.95 3.18 78.2 3.99e+008 (RYWFPEAFQTLLENAYPPL(-) 2036.017
8.48 4.94 86.8 4.48e+006 (R)IGAIAGPADGDGLGLR(G) 1452.781
8.37 8.37 74.2 5.40e+006 (R)NGWGGANRPSGASSSTDLNTYVDESR(I) 2698.209
8.03 4.33 88.1 4.31e+006 (R)IGAIAGPADGDGLGLR(G) 1452.781
Distinct Total
Dlst!nct Summed % AA Protein Protein Database
Peptides  MS/MS Coverage Spectral Mw Accession #
#) Search Intensit (Da)
Score y
4 52.03 6 9.83e+008 112508.2 PA_Bse_meta_comb:2073561919
MH*
Fwd-Rev SPl Spectrum
Score Score (%) Intensity Sequence Mazg::)ed
14.75 14.75 81.3 2.01e+008 (K)SSDFYEFNGYFDELSFVTDWR(N) 2624.126
14.65 8.27 91.1 6.64e+007 (R)GLPSNIGMLIDTGR(N) 1443.763
14.15 14.15 84.5 2.16e+008 (R)VDNPFVGANWY IDPIWSAK(A) 2192.082
12.23 12.23 64.3 2.12e+008 (K)SSDFYEFNGYFDELSFVTDWR(N) 2624.126
11.71 11.71 71.8 2.78e+008 (K)SSDFYEFNGYFDELSFVTDWR(N) 2624.126
8.48 4.94 86.8 4.48e+006 (R)IGAIAGPADGDGLGLR(G) 1452.781
8.03 4.33 88.1 4.31e+006 (R)IGAIAGPADGDGLGLR(G) 1452.781
Distinct
Distinct Summed % AA PIgtt:iln Protein Database
Peptides MS/MS Coverage Spectral MW Accession # Protein Name
#) Search Intensity (Da)
Score
2 32.91 7 2.19e+007 58225.4 PA_BS12:2189570192
Score Fwd-Rev SPl Spectrum Seguence Ml\:th+d
Score (%) Intensity a ez[;:a)e
18.47 12.33 76.1 5.35e+006 (K)AEGSSIVQTGSAVSNWNDSDLTAAGR(L) 2593.213
14.44 9.53 90.2 1.66e+007 (K)SFAGNSFFWSNTEWGQER(F) 2149.937
Distinct Total
Dlst!nct Summed % AA Protein Protein Database
Peptides MS/MS Coverage Spectral Mw Accession #
#) Search | ’ (Da)
ntensity
Score
2 30.51 6 3.87e+008 39939.7 PA BS12:2189570962
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F*

Filename

e N =

088-2301.2736.2736.0

088-2301.6416.6464.3
088-2301.6434.6458.2
088-2301.2724.2756.2

Group Subgroup Spectra

@] (@) #)

8 8.1 6

I+

Filename

088-2301.5834.5879.0
088-2301.3479.3533.2
088-2301.3307.3318.2
088-2301.5855.5866.0
088-2301.5873.5873.0
088-2301.3648.3648.0

o o & W N =

MH*
Fwd-Rev SPI Spectrum
Score Score (%) Intensity Sequence Matched
(Da)
18.80 15.34 96.2 2.40e+008 (K)ELVFWITKPGFSFDANR(T) 2027.039
13.73 7.73 85.6 1.26e+008 (K)ELVFWITKPGFSFDANR(T) 2027.039
11.71 5.67 87.9 1.15e+007 (R)HVIYGEWGR(D) 1116.559
7.75 4.46 90.0 9.28e+006 (R)HVIYGEWGR(D) 1116.559
Distinct
Distinct Summed % AA PTOta.I Protein Datab
Peptides MSMS 2 rotein w atabase
Coverage Spectral Accession #
#) Search Intensity (Da)
Score
2 29.59 4 7.82e+007 70938.0 PA_Bse02:2504000681
MH*
Fwd-Rev SPl Spectrum
Score Score (%) Intensity Sequence Matched
(Da)
17.65 17.65 89.7 3.48e+007 (R)VQQPSIEGTQTFYQYFSVR(S) 2278.114
11.94 5.17 89.5 3.03e+006 (R)VITWDVDSR(D) 1090.553
11.86 5.27 88.6 1.79e+007 (R)VITWDVDSR(D) 1090.553
11.67 11.67 73.5 1.06e+007 (R)VQQPSIEGTQTFYQYFSVR(S) 2278.114
10.29 10.29 71.4 1.08e+007 (R)VQQPSIEGTQTFYQYFSVR(S) 2278.114
6.94 2.57 88.9 9.46e+005 (R)VITWDVDSR(D) 1090.553

http://spectrummillxp/millscripts/summaryPP.pl
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PA_BS12:2189570962 0r0231 Uncharacterized protein conserved in bacteria [B. setacea BS12] 383 bp

Protein Name

PA_Bse02:2504000681 BS02DRAFT_00022770 Cellulose or protein binding domain./Glycosyl hydrolases family 11
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Spectrum Mill - Protein Peptide/Summary

Results Shown Filtered by Validation Category: valid
Data Directory: msdataSM\051111_OGL_BS21_5fracs
hit table read - SpecFeatures read
valid hits read from tagSummary file - Files: 671 Hits: 1391
beginning to assemble proteins .... proteins assembled 0.226612 sec
proteins filtered by unique peptides 0.023152 sec
proteins filtered by score
calculated protein coverage maps 0.081404 sec
beginning to roll up proteins into groups ... . proteins rolled up into groups 0.013288 sec
protein groups ready for display
proteinGroupingMethod: oneSharedPeptideSubgrouped 22 Proteins listed

Distinct

Distinct Summed Tota_l Protein
Group Subgroup Spectra Peptides MS/MS % AA Protein MW Databgse
#) #) #) ) Search Coverage E]E:r?;ri?l (Da) Accession #
Score y

1 1.1 298 14 248.28 31 3.00e+011 77520.7 PA_Bse02:2503999400
1 11 298 14 248.28 52 3.00e+011 48452.4 PA_Bse_meta_comb:2073585167
2 2.1 53 10 176.20 26 2.63e+009 80610.8 PA_BS12:2189571642
2 2.1 53 10 176.20 57 2.63e+009 37625.9 PA Bse_meta_comb:2073592708
2 2.2 20 6 105.10 13 2.67e+009 112354.2 PA_Bse_meta_comb:2073560170
2 2.2 20 6 105.10 13 2.67e+009 112173.0 PA_Bse02:2503998147
3 3.1 112 9 168.34 26 2.23e+011 73729.2 PA_BS12:2189570195
3 3.1 112 9 168.34 45 2.23e+011 44290.5 PA_Bse_meta_comb:2073567998
4 4.1 25 9 130.19 16 2.37e+009 112508.2 PA_Bse_meta_comb:2073561919
4 4.1 21 8 114.65 14 1.73e+009 113016.6 PA_Bse02:2503999098
4 4.2 24 8 118.10 40 3.94e+009 43960.4 PA Bse_meta _comb:2073561917
4 4.2 7 3 41.30 13 7.96e+008  38604.4 PA_Bse02:2503998988
4 4.3 5 2 27.10 9 1.20e+008 43875.0 PA_Bse08:2503995778
5 51 32 6 115.23 8 6.94e+009 104392.5 PA_BS12:2189569647
6 6.1 6 4 73.43 17 1.33e+009 56911.4 PA_Bse08:2503996762
7 7.1 9 5 69.54 11 4.83e+008 77470.6 PA_Bse08:2503996278
8 8.1 7 4 51.64 9 2.93e+008 74714.6 PA_Bse08:2503995453
9 9.1 15 3 39.05 10 2.10e+008 58225.4 PA_BS12:2189570192
9 9.1 15 3 39.05 11 2.10e+008 52443.2 PA_Bse_meta_comb:2073587378
10 10.1 12 2 33.87 41 1.57e+009 13375.7 PA_Bse_meta_comb:2073565643
11 11.1 7 3 33.14 5 1.62e+008 73439.4 PA_Bse08:2503994248
12 12.1 12 2 33.12 6 1.73e+009 42518.1 PA_Bse02:2503998249
12 12.1 12 2 33.12 6 1.73e+009 42082.7 PA_Bse_meta comb:2073581124
12 12.2 13 2 31.12 6 1.36e+009  39939.7 PA_BS12:2189570962
13 13.1 12 2 31.89 4 2.70e+008  70938.0 PA_Bse02:2504000681
13 13.1 12 2 31.89 4 2.70e+008 70884.2 PA_Bse08:2503997525
14 14.1 6 2 28.54 7 3.73e+007 55060.3 PA_BS12:2189568352
15 15.1 2 2 27.49 7 1.10e+008  46154.6 PA_Bse02:2503998146
15 15.1 2 2 27.49 7 1.10e+008 46141.6 PA_Bse_meta_comb:2073560169
16 16.1 4 2 25.13 1 9.92e+007 224278.3 PA_BS12:2189569050
16 16.1 4 2 25.13 1 9.92e+007 223963.9 PA_Bse_meta comb:2073579605
17 17.1 3 2 22.19 3 6.15e+007 77941.2 PA_BS12:2189569979
17 17.1 3 2 22.19 3 6.15e+007 77103.2 PA_Bse_meta_comb:2073565540
18 18.1 15 1 20.74 4 5.60e+009 43475.8 PA_BS12:2189567935
18 18.1 15 1 20.74 4 5.60e+009 42177.2 PA_Bse_meta_comb:2073563649

http://spectrummillxp/millscripts/summaryPP.pl

Protein Name

PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding
PA_Bse_meta_comb:2073585167 BaSeMet_00288230 Endoglucanase [Bankia setacea microbiome (Ct
PA_BS12:2189571642 or0735 Carbohydrate binding domain. [B. setacea BS12] 763 bp
PA_Bse_meta_comb:2073592708 BaSeMet_00363640 hypothetical protein [Bankia setacea microbiome
PA_Bse_meta_comb:2073560170 BaSeMet_00038260 esterase, PHB depolymerase family [Bankia set:
PA_Bse02:2503998147 BS02DRAFT_00013240 esterase, PHB depolymerase family [B. setacea BS02
PA_BS12:2189570195 0or3426 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 709 bj
PA_Bse_meta_comb:2073567998 BaSeMet_00116540 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse_meta_comb:2073561919 BaSeMet_00055750 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse02:2503999098 BS02DRAFT_00001060 Cellulose or protein binding domain./Glycosyl hydrolast
PA_Bse_meta_comb:2073561917 BaSeMet_00055730 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse02:2503998988 BS02DRAFT_00026880 Cellulose or protein binding domain./Cellulose binding
PA_Bse08:2503995778 Cellulose or protein binding domain./Cellulase (glycosyl hydrolase family 5). [B.
PA_BS12:2189569647 0r2953 Beta-1,4-xylanase [B. setacea BS12] 986 bp

PA_Bse08:2503996762 BSO8DRAFT_00004980 esterase, PHB depolymerase family [B. setacea BS08
PA_Bse08:2503996278 BSO8DRAFT_00001670 Cellulose or protein binding domain./Cellulose binding
PA_Bse08:2503995453 BSO8DRAFT_00039170 Cellulose or protein binding domain./Cellulose binding
PA_BS12:2189570192 or3423 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 560 bj
PA_Bse_meta_comb:2073587378 BaSeMet_00310340 Cobalamin biosynthesis protein CobN and relate
PA_Bse_meta_comb:2073565643 BaSeMet_00092990 Histone H2A [Bankia setacea microbiome (Com
PA_Bse08:2503994248 BSO8DRAFT_00028400 Cellulose or protein binding domain./Chitin binding dor
PA_Bse02:2503998249 BS02DRAFT_00014250 Cellulose or protein binding domain./Chitin binding dorr
PA_Bse_meta_comb:2073581124 BaSeMet_00247800 Uncharacterized protein conserved in bacteria [
PA_BS12:2189570962 0r0231 Uncharacterized protein conserved in bacteria [B. setacea BS12] 383 bp
PA_Bse02:2504000681 BS02DRAFT_00022770 Cellulose or protein binding domain./Glycosyl hydrolast
PA_Bse08:2503997525 BSO8DRAFT_00020200 Cellulose or protein binding domain./Glycosyl hydrolast
PA_BS12:2189568352 0r0169 Cellulose or protein binding domain./Cellulose binding domain. [B. setace
PA_Bse02:2503998146 BS02DRAFT_00013230 Glycosyl hydrolase family 10. [B. setacea BS02 (Isolate
PA_Bse_meta_comb:2073560169 BaSeMet_00038250 Beta-1,4-xylanase [Bankia setacea microbiome
PA_BS12:2189569050 0r2363 Gluconolactonase [B. setacea BS12] 2124 bp
PA_Bse_meta_comb:2073579605 BaSeMet_00232610 Gluconolactonase [Bankia setacea microbiome |
PA_BS12:2189569979 0r3290 Glycosyl hydrolase family 9./Cellulose or protein binding domain./N-termi
PA_Bse_meta_comb:2073565540 BaSeMet_00091960 cellulose 1,4-beta-cellobiosidase (EC 3.2.1.91) [
PA_BS12:2189567935 0r1258 Lysophospholipase L1 and related esterases [B. setacea BS12] 419 bp
PA_Bse_meta_comb:2073563649 BaSeMet_00073050 Predicted solute binding protein [Bankia setacez
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Totals: 1266 164

Group Subgroup Spectra

*)

H*

EEBBEBREE e ® N @® 0N

RBRRBE G

W W W (W W W W W W NN NN N
BLEBRERBRREBBRNE R

(#) (#)
11 298
Filename

086-2101.7486.7543.0
087-2201.5116.5224.0
086-2101.5140.5254.3
085-2001.5179.5233.0
085-2001.8804.8919.0
087-2201.5391.5391.0
087-2201.6029.6084.0
085-2001.5360.5405.0
085-2001.5084.5190.4
086-2101.9248.9302.0
085-2001.6019.6117.2
085-2001.8021.8097.3
086-2101.5407.5462.0
085-2001.8533.8606.3
085-2001.8052.8159.2
087-2201.5244.5251.0
085-2001.6007.6105.3
085-2001.6851.6972.3
083-1801.4979.5013.0
086-2101.11446.11482.0

084-1901.5279.5286.0
085-2001.11437.11476.0

086-2101.5668.5690.2
085-2001.7254.7272.3
085-2001.11888.11968.2

085-2001.4190.4318.2
083-1801.5916.6014.0
085-2001.8173.8245.0
086-2101.8159.8193.3
085-2001.7686.7692.0
087-2201.6271.6328.3
085-2001.5680.5685.0
085-2001.6128.6186.0
085-2001.7851.7927.0
085-2001.10838.10967.3

087-2201.4372.4461.2
087-2201.9370.9498.3
087-2201.10018.10137.0

3
3
3
3
3
3
3
3
4
3
2
3
3
3
2
3
3
3
3
2
3
2
2
3
2
2
3
3
3
3
3
3
2
3
3
2
3
3

Distinct
Peptides
#)

14

Score

21.27
20.69
20.68
20.67
20.61
20.40
20.33
19.88
19.59
19.56
19.39
19.28
19.26
19.18
19.05
19.05
18.97
18.72
18.62
18.61
18.47
18.42
18.35
18.28
18.23
18.23
18.15
18.13
18.13
18.12
18.12
18.11
18.11
18.06
18.02
18.01
17.84
17.79

Distinct
Summed
MS/MS
Search

Score
248.28

Fwd-Rev
Score
21.27
13.45
15.96
17.48
20.61
10.14
12.79
10.58
10.85
19.56
15.04
10.99
11.08
15.24
14.10
19.05
12.27
12.42
12.92
13.95
18.47
13.54
10.18
18.28
13.09
18.23
11.75
14.89
13.42
10.13
11.05
10.77
13.80
13.85
14.23
18.01
14.68
17.79
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% AA

31

SPI
(%)
96.1
94.8
94.4

Total
Protein
Coverage Spectral
Intensity

3.00e+011 77520.7 PA_Bse02:2503999400

Spectrum
Intensity
8.87e+008
1.32e+009
1.58e+009
3.45e+009
5.43e+008
3.21e+008
8.18e+008
9.73e+008
2.81e+008
8.61e+007
2.60e+009
3.76e+008
6.75e+008
4.79e+008
6.43e+008
8.34e+008
3.13e+009
1.62e+009
7.69e+007
2.42e+008
7.96e+007
3.87e+008
6.15e+008
3.72e+009
3.37e+008
1.57e+009
1.32e+008
2.82e+008
1.56e+008
2.15e+008
1.74e+008
2.31e+007
2.50e+009
3.34e+008
1.95e+010
1.56e+008
2.64e+010
1.17e+009

Protein
MW
(Da)

Database
Accession #

Sequence

(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV IGEFGGNMDWPNGTR(A)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)DQGYAMV IGEFGGNMDWPNGTR(A)
(R)EWQDALVDYMVEK (D)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)LVLSPHTYGPSVFVQR(Q)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV IGEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)LVLSPHTYGPSVFVQR(Q)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)EIAGLPAQLGVDNI IG1DIFNEPWDYTWQEWK(T)
(R)LVLSPHTYGPSVFVQR(Q)
(R)EIAGLPAQLGVDNI IG1DIFNEPWDYTWQEWK(T)
(R)EIAGLPAQLGVDNI IG 1DIFNEPWDYTWQEWK(T)

Protein Name

MH*
Matched
(Da)

2751.211
2670.410
2670.410
2670.410
2751.211
3509.562
2415.050
3509.562
2670.410
2751.211
2415.050
2415.050
3509.562
2415.050
2415.050
2670.410
2415.050
2415.050
2670.410
2415.050
2670.410
2415.050
1625.752
2751.211
2415.050
1799.981
2415.050
2415.050
2415.050
2415.050
2415.050
1799.981
2415.050
2415.050
3730.843
1799.981
3730.843
3730.843
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39 086-2101.7056.7155.2 17.76 13.92
40 085-2001.8532.8636.0 17.67 11.49
41 085-2001.4327.4439.2 17.66 17.66
42 086-2101.3813.3879.3 17.66 10.13
43 087-2201.5612.5636.2 17.64 10.82
44  085-2001.7162.7258.3 17.63 10.50
45 085-2001.8677.8768.0 17.63 17.63
46 085-2001.4791.4797.0 17.62 10.04
47 087-2201.12052.12086.0 17.61 14.10
48 085-2001.9998.10060.0 17.60 11.85
49 083-1801.6032.6092.0 17.59 12.04
50 085-2001.10253.10339.0 17.58 12.32

51 086-2101.10237.10315.0 17.58 12.47
52 086-2101.4394.4467.2 17.55 17.55
53 085-2001.7420.7475.3 17.53 11.76
54 087-2201.11690.11774.2 17.49 12.41
55 085-2001.11335.11427.2 17.44 10.73
56 083-1801.6824.6829.0 17.33 17.33
57 085-2001.7397.7413.0 17.32 13.20
58 087-2201.5753.5837.3 17.20 10.61
59 085-2001.5067.5169.3 17.18 10.34
60 086-2101.11574.11665.2 17.15 17.15
61 085-2001.6734.6834.3 17.09 11.08
62 085-2001.4312.4431.3 17.07 9.42
63 083-1801.6434.6456.0 17.01 12.12
64 085-2001.6338.6338.2 17.01 12.13
65 086-2101.12036.12063.0 17.01 12.42
66 083-1801.6685.6725.0 16.91 9.81
67 085-2001.6026.6127.0 16.88 10.02
68 085-2001.7637.7642.2 16.85 16.85
69 087-2201.11366.11366.0 16.82 16.82
70 085-2001.8034.8038.0 16.73 16.73
71 085-2001.9709.9839.3 16.65 12.52
72 083-1801.8746.8835.0 16.61 12.52
73 086-2101.9927.9977.0 16.59 9.58
74 085-2001.5232.5311.0 16.56 8.52
75 083-1801.6123.6188.0 16.55 11.31
76 085-2001.11800.11819.0 16.54 12.13
77 086-2101.6039.6124.3 16.54 9.41

78 086-2101.6958.7019.3
79 085-2001.7920.8020.0
80 083-1801.6612.6625.3

W N W W W W WwwWwwWwWwwwwwmnNnNwWWWNWWWNWWNWNDNWNWWWWWWWWNDWNDDNDDN

81 085-2001.7037.7152.3 16.46 9.49
82 085-2001.5596.5608.2 16.45 9.11
83 085-2001.3405.3454.0 16.43 7.47
84 085-2001.6110.6185.3 3 16.43 9.58

85 087-2201.11368.11453.3 3 16.40 10.23
86 087-2201.11588.11594.0 3 16.37 16.37

http://spectrummillxp/millscripts/summaryPP.pl
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4.58e+008
7.24e+008
9.40e+008
2.38e+008
3.34e+008
1.28e+009
4.65e+008
1.09e+008
2.74e+007
3.44e+008
5.95e+007
1.19e+008
1.24e+008
2.37e+008
6.07e+008
3.88e+008
3.55e+008
5.54e+007
6.49e+008
4.95e+008
3.75e+009
1.18e+008
1.57e+009
1.06e+010
2.84e+007
5.70e+008
6.53e+007
2.65e+007
3.66e+009
3.24e+008
2.13e+008
5.17e+008
3.41e+010
3.96e+009
1.52e+008
7.09e+007
4.39e+007
8.74e+007
1.61e+009
5.22e+009
8.65e+008
1.03e+009
1.49e+009
8.22e+008
9.70e+006
4.49e+009
6.67e+007
3.15e+008

(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV IGEFGGNMDWPNGTR(A)
(R)LVLSPHTYGPSVFVQR(Q)
(R)AAEQEMWSHITPGVDR(E)
(R)EWQDALVDYMVEK (D)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)LVLSPHTYGPSVFVQR(Q)
(R)DQGYAMV IGEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)LVLSPHTYGPSVFVQR(Q)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)TIQQTMTEITAQGINVVR(L)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)LVLSPHTYGPSVFVQR(Q)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV IGEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)EIAGLPAQLGVDNI IG 1DIFNEPWDYTWQEWK(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)EIAGLPAQLGVDNI I1G1DIFNEPWDYTWQEWK(T)
(R)EIAGLPAQLGVDNI IG1DIFNEPWDYTWQEWK(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)LVLSPHTYGPSVFVQR(Q)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)EWQDALVDYMVEK(D)
(R)LDANPPYADADREGYEFTR(E)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)EIAGLPAQLGVDNI I1G 1D IFNEPWDYTWQEWK(T)

2415.050
2415.050
1799.981
1826.850
1625.752
2415.050
2751.211
1799.981
2415.050
2415.050
2415.050
2415.050
2415.050
1799.981
2415.050
2415.050
2415.050
2751.211
2415.050
2003.060
2670.410
2751.211
2415.050
1799.981
2415.050
2415.050
2415.050
2415.050
2415.050
2415.050
3730.843
2751.211
3730.843
3730.843
2415.050
1799.981
2415.050
2415.050
2415.050
2751.211
2751.211
2751.211
2415.050
1625.752
2199.995
2415.050
2415.050
3730.843
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87 086-2101.11592.11679.2
88 085-2001.11407.11503.3
89 086-2101.11206.11277.2
90 085-2001.3676.3736.2
91 084-1901.6120.6126.2
92 086-2101.11301.11391.2
93 085-2001.5878.5914.0
94 087-2201.4683.4696.0
95 086-2101.6072.6144.2
96 086-2101.8114.8171.0
97 083-1801.5748.5791.2
98 085-2001.9987.9996.0
9  085-2001.3984.4031.2
100 086-2101.9114.9114.0
101 087-2201.3803.3843.2
102 085-2001.7039.7039.0
103 085-2001.10167.10217.0
104 086-2101.3827.3880.2
105 085-2001.5731.5787.2
106 083-1801.6737.6737.0
107 083-1801.7221.7221.0
108 085-2001.7023.7136.3
109 087-2201.5201.5220.2 15.75 15.75
110 083-1801.5351.5375.2 15.73 9.11

2 16.35 1211
3
2
2
2
2
3
3
2
3
2
2
2
3
2
2
2
2
2
3
3
3
2
2
111 085-2001.3842.3873.2 2 15.73 15.73
3
2
2
3
2
3
2
3
3
3
3
3
3
2
5
3
2
3
2
2
3
3
2

16.31 10.59
16.31 11.50
16.26 16.26
16.16 12.59
16.08 10.88
16.05 7.90
16.05 6.42
16.03 11.77
16.00 10.62
15.99 11.81
15.98 11.30
15.95 15.95
15.91 10.04
15.90 15.90
15.89 11.81
15.87 12.49
15.86 15.86
15.84 9.07
15.77 15.77
15.75 11.17
15.75 15.75

12 084-1901.7030.7058.0 15.69 10.02
113 086-2101.11685.11685.0 15.69 15.69
114 086-2101.4010.4050.2 15.68 15.68
115 083-1801.7024.7040.0 15.65 12.52
116 085-2001.11847.11852.0 1551 10.53
117 085-2001.5720.5786.3 15.47 10.51

18 085-2001.9991.9991.0 15.47 11.12

19 085-2001.10266.10313.0 15.42 15.42
120 086-2101.8658.8665.0 15.37 9.66
121 087-2201.10322.10416.0 15.36 10.61
122 085-2001.3664.3735.3 15.34 9.48
123 086-2101.8049.8162.0 15.32 15.32
124 086-2101.6137.6233.3 15.31 9.06
125 085-2001.11629.11675.2 15.29 15.29
126 085-2001.9420.9420.5 15.29 15.29
127 084-1901.3913.3940.0 15.27 8.40
128 086-2101.7615.7615.2 15.25 11.07
129 083-1801.6585.6658.3 15.23 15.23
130 085-2001.10113.10179.0 15.19 15.19
131 087-2201.11340.11433.2 15.18 10.90
132 087-2201.10706.10797.0 15.08 11.43
133 085-2001.5900.5905.0 14.91 7.49
134 085-2001.7839.7861.2 14.90 9.56

http://spectrummillxp/millscripts/summaryPP.pl
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2.93e+008
1.76e+008
2.91e+008
2.17e+008
1.75e+008
3.81e+008
2.18e+007
7.92e+006
1.43e+009
4.89e+008
1.10e+008
2.42e+008
3.04e+007
4.75e+007
1.99e+007
7.46e+008
1.75e+008
4.56e+007
8.89e+008
9.84e+006
1.60e+007
1.15e+010
8.64e+007
5.98e+007
6.66e+008
1.79e+008
1.68e+008
1.26e+008
1.67e+007
1.02e+008
1.94e+009
2.61e+008
1.49e+008
1.12e+008
1.04e+009
7.37e+008
5.11e+008
2.50e+009
1.25e+008
4.42e+008
1.34e+007
1.43e+008
1.12e+009
2.25e+008
2.66e+008
8.49e+008
4.39e+007
3.21e+008

(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)AAEQEMWSHITPGVDR(E)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)LVLSPHTYGPSVFVQR(Q)
(R)LVLSPHTYGPSVFVQR(Q)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)

(K)DADNNADGAPLELYVGNMWWADTGR(T)

(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)AGWDEHFGYLR(D)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)AAEQEMWSHITPGVDR(E)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)AAEQEMWSHITPGVDR(E)
(R)TIQQTMTEITAQGINVVR(L)

(R)AGWDEHFGYLRDQGYAMV I GEFGGNMDWPNGTR(A)

(R)DQGYAMV IGEFGGNMDWPNGTR(A)

(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)

(R)EWQDALVDYMVEK (D)
(R)AGWDEHFGYLR(D)

(R)AGWDEHFGYLRDQGYAMV I GEFGGNMDWPNGTR(A)

(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)AGWDEHFGYLR(D)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)

(K)DADNNADGAPLELYVGNMWWADTGR(T)

(R)TIQQTMTEITAQGINVVR(L)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)

(K)DADNNADGAPLELYVGNMWWADTGR(T)

(R)DQGYAMV IGEFGGNMDWPNGTR(A)

(R)EIAGLPAQLGVDNI IG 1D IFNEPWDYTWQEWK(T)

(R)AAEQEMWSHITPGVDR(E)

(K)DADNNADGAPLELYVGNMWWADTGR(T)

(R)DQGYAMV I GEFGGNMDWPNGTR(A)

(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)EIAGLPAQLGVDNI IGIDIFNEPWDYTWQEWK(T)

(R)AAEQEMWSHITPGVDR(E)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)

(K)DADNNADGAPLELYVGNMWWADTGR(T)

(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)

(R)EIAGLPAQLGVDNIIGIDIFNEPWDYTWQEWK(T)

(R)TIQQTMTEITAQGINVVR(L)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)

2415.050
2415.050
2415.050
1826.850
2415.050
2415.050
1799.981
1799.981
2415.050
2751.211
2415.050
2415.050
1350.623
2415.050
1826.850
2415.050
2415.050
1826.850
2003.060
3746.655
2415.050
2751.211
2670.410
1625.752
1350.623
3746.655
2415.050
1350.623
2415.050
2751.211
2003.060
2415.050
2751.211
2415.050
3730.843
1826.850
2751.211
2415.050
2751.211
3730.843
1826.850
2415.050
2751.211
2415.050
2415.050
3730.843
2003.060
2415.050
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135 083-1801.5506.5524.2 2 14.85
136 085-2001.9315.9442.3 3 1484
137 083-1801.5491.5532.3 3 14.80
138 085-2001.8183.8183.0 2 14.80
139 086-2101.7077.7146.0 3 14.78
140 085-2001.6235.6323.0 2 1477
141 086-2101.11616.11695.0 3 14.76
142 087-2201.6457.6540.2 2 1474
143 083-1801.7026.7026.0 3 14.70
144 086-2101.11279.11352.2 2 14.64
145 085-2001.8099.8192.2 2 1457
146 086-2101.11643.11649.0 3 14.57
147 086-2101.7591.7664.2 2 1457
148 083-1801.5709.5790.3 3 14.56
149 084-1901.5495.5500.0 3 14.56
150 086-2101.5791.5849.3 3 1453
151 085-2001.6234.6321.3 3 14.52
152 085-2001.7396.7498.3 3 1451
153 086-2101.9829.9935.0 3 14.50
154 085-2001.11740.11787.0 2 14.41
155 085-2001.2177.2196.2 2 1435
156 087-2201.8174.8174.3 3 1434
157 085-2001.12225.12242.0 3 14.33
158 085-2001.10045.10063.2 2 14.31
159 085-2001.6877.6965.0 2 14.19
160 085-2001.8883.8982.0 3 14.10
161 084-1901.7193.7240.3 3 14.07
162 087-2201.6588.6588.0 2 14.04
163 087-2201.6910.6955.2 2 14.04
164 087-2201.3814.3814.2 2 13.99
165 087-2201.5775.5832.2 2 13.96
166 086-2101.6572.6609.2 2 13.86
167 084-1901.5810.5816.2 2 13.83
168 086-2101.11680.11680.0 2 13.81
169 086-2101.7347.7363.2 2 1381
170 085-2001.8567.8667.2 2 13.78
171 086-2101.6489.6578.3 3 13.69
172 085-2001.6892.7014.3 3 13.68
173 086-2101.6395.6429.0 2 13.66
174 087-2201.7011.7016.0 2 13.65
175 087-2201.3791.3842.3 3 13.64
176 084-1901.6811.6811.0 3 13.63
177 083-1801.7195.7214.0 3 1345
178 083-1801.8215.8215.0 3 13.45
179 085-2001.10035.10102.0 3 13.44
180 083-1801.6446.6446.0 3 13.42
181 083-1801.7889.7889.0 3 13.42
182 086-2101.5798.5850.2 2 13.39

14.85
8.24
9.61
9.86
8.45

14.77

10.42
8.41

14.70

14.64

14.57

14.57

10.98
7.46
6.51
9.37
8.41

14.51

10.27

14.41
8.02

14.34

10.07

14.31
9.79
8.22

14.07

10.64
7.55

13.99

10.10

10.24

13.83

13.81

10.10

13.78
7.84

13.68

13.66
9.07
8.68

13.63

13.45

13.45

13.44

13.42
8.29

13.39
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4.55e+007
4.15e+010
9.82e+007
2.13e+008
4.11e+008
1.61e+009
9.63e+007
1.55e+008
3.58e+007
1.30e+008
3.05e+008
3.40e+008
2.50e+008
2.09e+008
8.19e+007
9.70e+008
2.58e+009
3.18e+009
1.48e+010
1.44e+008
8.37e+006
9.71e+007
7.60e+007
9.88e+007
1.47e+009
3.50e+008
5.65e+008
1.46e+008
9.25e+008
1.97e+007
2.22e+008
2.60e+008
3.06e+008
5.87e+007
1.74e+008
3.94e+008
2.65e+008
1.22e+010
2.59e+008
1.13e+008
1.31e+008
1.90e+008
1.92e+007
1.19e+007
3.68e+008
2.27e+007
1.20e+007
3.94e+008

(R)TIQQTMTEITAQG INVVR(L)

(R)EIAGLPAQLGVDNIIGIDIFNEPWDYTWQEWK(T)

(R)TIQQTMTEITAQGINVVR(L)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K) DADNNADGAPLELYVGNMWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)

(R)EIAGLPAQLGVDNI IG1DIFNEPWDYTWQEWK(T)

(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)

(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)

(R)TIQQTMTEITAQGINVVR(L)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)

(R)EIAGLPAQLGVDNIIGIDIFNEPWDYTWQEWK(T)

(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)LDANPPYADADR(E)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV IGEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)AAEQEMWSHITPGVDR(E)
(R)TIQQTMTEITAQGINVVR(L)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)TIQQTMTEITAQGINVVR(L)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV IGEFGGNMDWPNGTR(A)
(R)AAEQEMWSHITPGVDR(E)
(R)AAEQEMWSH I TPGVDREWQDALVDYMVEK (D)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)TIQQTMTEITAQGINVVR(L)

2003.060
3730.843
2003.060
2415.050
2415.050
2415.050
2415.050
2415.050
2751.211
2751.211
2751.211
3730.843
2415.050
2415.050
3509.562
2003.060
2415.050
2751.211
3730.843
2751.211
1317.608
2415.050
2415.050
2751.211
2415.050
2415.050
2751.211
2415.050
2751.211
1826.850
2003.060
2415.050
2003.060
2751.211
2415.050
2751.211
2415.050
2751.211
2415.050
2415.050
1826.850
3433.583
2415.050
2751.211
2751.211
2415.050
2415.050
2003.060
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183 086-2101.8229.8255.0 2 13.38 9.92 85.2 1.52¢+008 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
184 086-2101.9277.9277.0 2 13.37 9.78 82.3 7.40e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
185 083-1801.5168.5168.0 3 13.26 7.09 80.6 1.44e+008 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
186 086-2101.7671.7755.0 3 13.14 8.87 81.0 1.29e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
187 086-2101.7927.7939.0 3 13.02 13.02 76.1 1.65e+008 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
188 085-2001.7493.7499.2 2 12.82 7.20 60.2 7.77e+008 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
189 083-1801.6077.6120.2 2 12.80 12.80 76.5 1.97e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
190 087-2201.6009.6009.2 2 12.78 8.92 85.8 3.51e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
191 085-2001.6652.6706.0 2 12.77 12.77 66.8 7.93e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
192 085-2001.11681.11688.0 2 12.73 9.40 82.8 2.04e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
193 086-2101.8803.8803.0 2 12.73 12.73 88.4 9.97e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
194 086-2101.6960.6960.0 3 12.72 12.72 75.6 3.07e+009 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
195 085-2001.11402.11406.0 2 12.66 12.66 82.1 1.11e+008 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
196 086-2101.5230.5232.2 2 12.61 5.46 88.7 1.02e+008 (R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N) 2670.410
197 085-2001.6622.6728.3 3 12.56 7.01 76.6 1.38e+009 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
198 085-2001.6502.6508.3 3 1251 6.53 80.0 6.31e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
199 086-2101.9301.9301.2 2 12.50 7.43 82.1 7.17e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
200 087-2201.6329.6346.0 2 12.46 8.68 78.2 1.02e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
201 085-2001.6503.6509.0 2 12.29 9.07 61.4 4.09e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
202 086-2101.7659.7659.2 2 12.20 12.20 80.5 1.45e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
203 086-2101.10248.10248.0 3 12.19 12.19 70.9 1.20e+008 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
204 087-2201.10164.10289.0 3 12.13 12.13 73.1 1.24e+009 (R)EIAGLPAQLGVDNIIGIDIFNEPWDYTWQEWK(T)  3730.843
205 084-1901.7206.7273.2 2 12.10 12.10 66.2 2.09e+008 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
206 084-1901.5509.5509.0 3 12.01 12.01 70.5 8.01e+007 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
207 085-2001.5999.5999.0 3 12.01 12.01 75.5 1.62e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
208 085-2001.10202.10202.0 2 11.88 8.33 77.7 1.45e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
209 087-2201.11439.11439.0 2 11.81 11.81 75.8 1.32e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
210 087-2201.7369.7369.0 3 11.79 11.79 71.7 2.98e+008 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
211 085-2001.11990.11990.0 2 11.75 11.75 76.9 3.28e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
212 086-2101.8838.8838.0 2 11.60 11.60 77.1 8.08e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
213 083-1801.6186.6186.0 2 11.55 7.49 79.2 1.20e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
214 087-2201.5374.5374.0 3 11.53 11.53 72.3 2.97e+008 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
215 085-2001.7175.7239.2 2 11.52 11.52 61.8 1.03e+009 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
216 087-2201.3985.4045.2 2 11.42 11.42 77.3 2.78e+007 (R)AGWDEHFGYLR(D) 1350.623
217 085-2001.9135.9135.0 2 11.41 11.41 78.1 2.08e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
218 086-2101.11364.11364.2 2 11.35 11.35 71.6 7.02e+007 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
219 083-1801.6160.6160.2 2 11.34 8.04 78.3 1.26e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
220 085-2001.3851.3857.1 1 11.34 5.62 87.2 2.56e+008 (R)AGWDEHFGYLR(D) 1350.623
221 085-2001.9086.9105.2 2 11.31 6.83 81.4 2.29e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
222 085-2001.9146.9146.0 2 11.25 11.25 75.8 1.42e+008 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
223 085-2001.8215.8220.2 2 11.17 11.17 63.3 1.61e+008 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
224 087-2201.12088.12088.0 3 11.12 11.12 71.0 1.39e+007 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
225 085-2001.8619.8619.0 2 11.09 11.09 72.6 1.98e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
226 085-2001.8527.8638.0 3 11.08 11.08 73.5 9.31e+008 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
227 087-2201.11532.11532.0 2 11.07 11.07 79.0 1.66e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
228 086-2101.11262.11262.0 2 11.01 11.01 70.5 8.43e+007 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
229 086-2101.3829.3829.2 2 11.01 11.01 92.8 4.20e+007 (R)AAEQEMWSHITPGVDR(E) 1826.850
230 086-2101.11338.11338.0 2 10.94 10.94 78.1 8.41e+007 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
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231 086-2101.9077.9077.0
232 087-2201.12093.12093.0
233 086-2101.11307.11307.2
234 087-2201.11357.11357.0
235 086-2101.8654.8654.0
36 087-2201.11537.11537.0
37 086-2101.8320.8384.2
38 085-2001.8802.8802.0
39 087-2201.7250.7250.2
240 087-2201.11332.11332.0
241 086-2101.8640.8659.2
42 083-1801.10247.10247.0
43 086-2101.7600.7600.2
244 085-2001.4016.4016.0
45 085-2001.8797.8797.0
246 085-2001.4596.4646.2
247 087-2201.11381.11381.0
48 086-2101.9063.9063.0
49 084-1901.11195.11195.0
50 083-1801.7393.7393.0
51 086-2101.7800.7839.2
52 083-1801.9995.9995.0 9.40 9.40
253 086-2101.4900.4900.0 9.35 4.02

2 10.88 7.06
3
2
2
2
2
2
2
2
2
2
2
2
3
2
2
2
2
2
3
2
2
3
254 085-2001.10146.10165.2 2  9.29 9.29
2
2
3
2
2
2
2
2
2
2
2
2
2
2
2
2
2
2
2
2
2
2
2
2

10.87 10.87
10.82 10.82
10.70 10.70
10.68 10.68
10.67 10.67
10.60 10.60
10.58 10.58
10.56 10.56
10.47 10.47
10.41 7.32
10.39 10.39
10.05 10.05
9.89 4.64
9.87 9.87
9.85 9.85
9.80 9.80
9.78 6.39
9.76 9.76
9.59 9.59
9.46 9.46

255 086-2101.8858.8858.0 9.29 9.29
56 083-1801.5727.5727.0 9.26 9.26
57 085-2001.11872.11872.0 9.26 9.26
58 086-2101.11424.11424.0 9.25 9.25

259 085-2001.9129.9129.0 9.15 9.15

260 084-1901.11057.11057.0 9.13 5.79

261 086-2101.9048.9048.0 9.13 9.13
62 086-2101.11188.11188.0 9.02 9.02
63 084-1901.3927.3927.2 8.91 8.91

264 085-2001.8813.8813.0 8.89 3.21

265 084-1901.10853.10853.0 8.83 5.81

266 087-2201.11636.11636.2 8.82 8.82

267 085-2001.8596.8608.2 8.77 8.77
68 085-2001.9109.9109.0 8.77 8.77
69 084-1901.11227.11227.0 8.66 8.66
70 086-2101.11197.11197.0 8.56 5.45
71 086-2101.9282.9282.0 8.56 8.56
72 087-2201.7552.7552.0 8.51 8.51

273 083-1801.10306.10306.0 8.49 8.49

274 086-2101.9951.9951.0 8.42 8.42

275 086-2101.7905.7905.0 8.41 8.41
76 084-1901.11222.11222.0 8.40 8.40
77 087-2201.11556.11556.0 8.32 8.32

278 084-1901.3933.3933.2 8.23 8.23
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8.02e+007
1.26e+007
8.35e+007
4.99e+007
7.57e+007
1.49e+008
1.77e+008
3.39e+008
9.23e+007
1.40e+008
1.75e+008
3.80e+007
1.51e+008
3.09e+006
3.69e+008
3.01e+007
5.67e+007
8.26e+007
4.30e+007
2.55e+007
1.41e+008
3.32e+007
5.44e+006
6.35e+007
7.28e+007
3.64e+007
7.43e+007
7.07e+007
1.89e+008
4.37e+007
8.45e+007
8.63e+007
5.18e+006
3.45e+008
5.69e+007
1.52e+008
2.06e+008
1.29e+008
2.83e+007
9.24e+007
7.04e+007
7.59e+007
4.73e+007
1.28e+008
1.38e+008
2.71e+007
5.69e+007
5.30e+006

(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K) DADNNADGAPLELYVGNMWADTGR(T)
(K) DADNNADGAPLELYVGNMWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)AAEQEMWSH I TPGVDR(E)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)LVLSPHTYGPSVFVQR(Q)

(K) DADNNADGAPLELYVGNMWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)LVLSPHTYGPSVFVQR(Q)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K) DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)AAEQEMWSHITPGVDR(E)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(K) DADNNADGAPLELYVGNMWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)AAEQEMWSH I TPGVDR(E)

2415.050
2751.211
2751.211
2751.211
2751.211
2415.050
2751.211
2415.050
2415.050
2415.050
2415.050
2415.050
2415.050
1826.850
2415.050
1799.981
2751.211
2415.050
2415.050
2751.211
2751.211
2415.050
1799.981
2751.211
2415.050
2415.050
2751.211
2751.211
2415.050
2415.050
2415.050
2415.050
1826.850
2415.050
2415.050
2415.050
2751.211
2751.211
2415.050
2415.050
2415.050
2751.211
2415.050
2415.050
2415.050
2415.050
2751.211
1826.850
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279 085-2001.12261.12261.2 2 8.17 8.17 61.7 5.37e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
280 085-2001.11252.11252.0 2  7.96 7.96 67.1 8.94e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
281 087-2201.6007.6007.0 2 7.76 3.38 69.8 3.04e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
282 086-2101.8453.8453.0 2 7.66 7.66 66.8 8.91e+007 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
283 086-2101.11764.11764.0 2  7.45 7.45 67.0 5.51e+007 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
284 086-2101.8757.8757.0 2 7.36 7.36 65.8 1.12e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
285 084-1901.11173.11173.0 2  7.30 7.30 62.0 3.14e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
286 085-2001.10412.10412.2 2  7.17 7.17 62.7 1.84e+007 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
287 083-1801.6232.6232.2 2 7.09 7.09 60.5 1.09e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
288 086-2101.11199.11199.0 2 6.91 6.91 64.5 9.24e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
289 087-2201.11769.11769.0 2 6.91 6.91 64.8 2.06e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
290 085-2001.4822.4822.2 2 6.85 6.85 68.4 5.92e+006 (R)LVLSPHTYGPSVFVQR(Q) 1799.981
291 086-2101.7819.7819.0 2 6.74 6.74 65.8 1.61e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
292 086-2101.8786.8786.0 2 6.61 3.08 83.0 1.22e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
293 086-2101.9086.9086.0 2 6.56 6.56 64.6 8.33e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
294 083-1801.9904.9904.0 2 6.49 6.49 65.0 2.88e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
95 085-2001.11257.11257.0 2  6.42 6.42 60.7

http://spectrummillxp/millscripts/summaryPP.pl 2/12/2014
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Results Shown Filtered by Validation Category: valid
Data Directory: msdataSM\091112_OGL_CaecumContentPurifiedFrac50

hit table read - SpecFeatures read
valid hits read from tagSummary file -

Files: 55 Hits: 113

beginning to assemble proteins .... proteins assembled 0.017773 sec

proteins filtered by unique peptides 0.001589 sec
proteins filtered by score
calculated protein coverage maps 0.013994 sec

Page 1 of 3

Spectrum Mill - Protein Peptide/Summary

beginning to roll up proteins into groups ... . proteins rolled up into groups 0.000732 sec

protein groups ready for display

proteinGroupingMethod: oneSharedPeptideSubgrouped

o Distinct

Group Subgroup Spectra pulliccs SSs.

#) Search

Score

1 11 39 9 142.23

1 11 38 8 131.23

2 2.1 12 7 114.39

2 2.1 12 7 114.39

3 3.1 4 3 43.24

3 3.1 4 3 43.24
Totals: 109 37

o Distinct

Gr(g;lp Subg#r)oup Spectra Ee';:ggts S'\L/Jg/n'\)lgd

#) Search

Score

1 1.1 39 9 142.23

# Filename z Score Fvg:gi(—)l?:v

1 084-0401.4615.4729.2 2 19.89 12.47

2 084-0401.4734.4830.2 2 19.89 12.41

3 084-0401.3560.3669.2 2 18.87 18.87

4 084-0401.7327.7375.0 3 17.91 17.91

5 084-0401.3429.3551.2 2 17.73 17.73

6 084-0401.3182.3226.0 3 17.61 8.96

7 084-0401.7679.7692.0 3 1761 10.61

8 084-0401.3079.3175.2 2 1757 17.57

9 084-0401.2978.3063.0 3 17.50 9.13

10 084-0401.5288.5397.0 3 17.49 11.94

11 084-0401.2977.3064.2 2 17.38 17.38

12 084-0401.8135.8167.0 3 17.15 9.34

13 084-0401.3181.3187.2 2 17.01 17.01

14 084-0401.4764.4764.3 3 16.88 5.62

15 084-0401.7212.7296.0 3 16.62 16.62

16 084-0401.3078.3176.0 3 16.47 7.76

17 084-0401.10132.10178.0 3 16.39 13.32

18 084-0401.4637.4717.3 3 16.29 5.93

19 084-0401.8497.8502.0 3 1594 9.13

http://spectrummillxp/millscripts/summaryPP.pl

3 Proteins listed

% AA Pl—gtt:iln Protein Database
Coverage Spectral ('\EI)\;\; Accession # Protein Name
Intensity
17 7.42e+010 77520.7 PA Bse02:2503999400 PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding di
27 7.42e+010 48452.4 PA_Bse_meta_comb:2073585167 PA_Bse_meta_comb:2073585167 BaSeMet_00288230 Endoglucanase [Bankia setacea microbiome (Col
20 3.51e+010 73729.2 PA BS12:2189570195 PA_BS12:2189570195 0r3426 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 709 bp
35 3.51e+010 44290.5 PA Bse_meta comb:2073567998 PA_Bse_meta_comb:2073567998 BaSeMet_00116540 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [I
5 9.10e+007 77517.5 PA_BS12:2189568391 PA_BS12:2189568391 0r1689 Endoglucanase [B. setacea BS12] 725 bp
8 9.10e+007 50621.3 PA_Bse_meta_comb:2073574943 PA_Bse_meta_comb:2073574943 BaSeMet_00185990 Endoglucanase [Bankia setacea microbiome (Col
Total )
o ) Protein
covimpe oo W2, protename
ntensity
17 7.42e+010 77520.7 PA_Bse02:2503999400 PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding domain./Cel
MH*
?,Z)I Slr?tz‘;t;ltr; Sequence MaEg::)ed
97.9 1.24e+010 (R)EWQDALVDYMVEK(D) 1625.752
97.7 6.29e+009 (R)EWQDALVDYMVEK(D) 1625.752
97.7 9.14e+008 (R)LVLSPHTYGPSVFVQR(Q) 1799.981
88.6 2.28e+008 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
96.3 1.65e+009 (R)LVLSPHTYGPSVFVQR(Q) 1799.981
87.0 7.94e+008 (R)AGWDEHFGYLR(D) 1350.623
91.3 1.11e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
92.3 2.34e+009 (R)AGWDEHFGYLR(D) 1350.623
84.8 1.97e+009 (R)AGWDEHFGYLR(D) 1350.623
89.2 2.94e+009 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
93.1 1.98e+009 (R)AGWDEHFGYLR(D) 1350.623
92.6 7.24e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
90.9 9.48e+008 (R)AGWDEHFGYLR(D) 1350.623
96.5 2.79e+008 (R)EWQDALVDYMVEK(D) 1625.752
85.4 3.28e+008 (K)DADNNADGAPLELYVGNMWWADTGR(T) 2751.211
83.3 2.14e+009 (R)AGWDEHFGYLR(D) 1350.623
88.1 3.49e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
93.3 6.61e+008 (R)EWQDALVDYMVEK(D) 1625.752
88.2 8.14e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
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20 084-0401.2906.2960.2 2 15.56 15.56
21 084-0401.2793.2916.3 3 15.40 8.36
22 084-0401.3360.3360.0 3 15.35 6.77
23 084-0401.10731.10784.0 3 15.29 15.29
24 084-0401.7796.7802.0 3 15.17 15.17
25 084-0401.10172.10172.0 3 15.12 10.03
26 084-0401.2920.2959.3 3 14.82 8.02
27 084-0401.1375.1474.0 2 14.78 7.13
28 084-0401.1477.1558.0 2 14.76 7.13
29 084-0401.9006.9006.0 3 14.74 11.37
30 084-0401.2788.2901.2 2 14.50 8.96
31 084-0401.3786.3791.2 2 14.42 7.70
32 084-0401.6515.6546.0 3 14.33 14.33
33 084-0401.8093.8099.0 3 14.20 14.20
34 084-0401.9313.9372.0 3 13.78 6.96
35 084-0401.8959.8959.0 3 13.25 13.25
36 084-0401.10251.10251.0 3 12.15 12.15
37 084-0401.3367.3367.0 2 12.05 12.05
38 084-0401.1722.1726.2 2 11.00 6.40
39 084-0401.1174.1180.0 2 9.00 2.25

Distinct
Distinct Summed

Group Subgroup Spectra Peptides MS/MS

#) ) ) #) Search
Score

2 2.1 12 7 114.39
# Filename z Score Fv;g(—)l?eev
1 084-0401.2836.2938.0 3 19.68 19.68
2 084-0401.2634.2711.2 2 19.39 10.88
3 084-0401.2532.2631.2 2 17.86 9.36
4 084-0401.6455.6521.0 3 17.48 14.32
5 084-0401.7498.7498.2 2 16.78 11.59
6 084-0401.6338.6444.0 3 16.39 8.12
7 084-0401.2051.2055.0 3 15.23 9.32
8 084-0401.7529.7529.0 3 13.93 13.93
9 084-0401.3372.3372.0 3 12.73 12.73
10 084-0401.7563.7595.0 3 11.90 6.15
11 084-0401.10679.10679.0 3 10.28 5.84
12 084-0401.3823.3823.0 3 9.29 9.29
Distinct

Distinct Summed

Group Subgroup Spectra Peptides MS/MS

#) *) ) #) Search
Score
3 3.1 4 3 43.24

http://spectrummillxp/millscripts/summaryPP.pl

©
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[N]

2.47e+009 (R)AAEQEMWSHITPGVDR(E)
1.68e+010 (R)AAEQEMWSHITPGVDR(E)
8.62e+006 (R)AGWDEHFGYLR(D)

0
o1
IN)

[e3}
©
(e}

[}
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N}

[3)
©
N}

[}
@
w

[}
w
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8.19e+009 (R)AAEQEMWSHITPGVDR(E)
2.97e+009 (R)LDANPPYADADR(E)
2.92e+009 (R)LDANPPYADADR(E)

©
-
N

©
o
[

[}
w
(e}

©
©
-

4.08e+009 (R)AAEQEMWSHITPGVDR(E)
3.86e+006 (R)EWQDALVDYMVEK(D)

[oe]
o
~

-~
©
w

-
I3
©

0
o1
o

-
w
w

-
N
w

(e}
Iy
o

6.93e+006 (R)AGWDEHFGYLR(D)
2.03e+006 (K)NGSVFPVR(C)
83.1 5.14e+005 (R)EGYEFTR(E)

fe<}
I
N}

Total Protein
% AA Protein MW Database
Coverage Spectral (Da) Accession #

Intensity

20 3.51e+010 73729.2 PA_BS12:2189570195

SPI  Spectrum

(%) Intensity Sequence

95.6 1.84e+009 (R)NGWGGAARPSGASSSDDLETYVNESR(V)

97.2 8.84e+009 (R) IGAIEGPADGDGMGLR(E)
96.4 9.10e+009 (R) IGAIEGPADGDGMGLR(E)

86.7 6.07e+009 (R)YQDEYIAPIAEILSDPAYNNIR(I)

75.3 2.36e+009 (R)WFPEAFQTLVENAYPAL(-)

85.3 6.76e+009 (R)YQDEYIAPIAEILSDPAYNNIR(CI)

82.0 8.83e+006 (R)YADEGSGIMTGAMDNAPHAGR(W)

82.3 1.85e+007 (K)SSDFYEFNSYLDELSFVQDWR(S)

73.3 7.64e+006 (R)NGWGGAARPSGASSSDDLETYVNESR(V)
70.4 4.58e+007 (R)EHLDETLAQGANLFMFVVYDLPNR(D)
73.4 7.25e+006 (K)SSDFYEFNSYLDELSFVQDWR(S)

8.53e+007 (K)DADNNADGAPLELYVGNMWWADTGR(T)
6.80e+007 (K)DADNNADGAPLELYVGNMWWADTGR(T)
2.11e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A)

3.96e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A)

1.64e+008 (R)DQGYAMVIGEFGGNMDWPNGTR(A)
6.12e+007 (K)DADNNADGAPLELYVGNMWWADTGR(T)
4.73e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A)
5.50e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A)
2.43e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A)

1826.850
1826.850
1350.623
2751.211
2751.211
2415.050
1826.850
1317.608
1317.608
2415.050
1826.850
1625.752
2415.050
2751.211
2415.050
2415.050
2415.050
1350.623

875.474

901.406

Protein Name

MH*
Matched
(Da)
2683.198
1528.743
1528.743
2568.262
1995.986
2568.262
2120.913
2647.163
2683.198
2792.372
2647.163

72.2 6.54e+006 (R)NGWGGAARPSGASSSDDLETYVNESR(V) 2683.198

Total

% AA Protein Pr’a{;\alm Database
Coverage Spectral (Da) Accession #
Intensity

5 9.10e+007 77517.5 PA_BS12:2189568391

MH*

Protein Name

PA_BS12:2189568391 or1689 Endoglucanase [B. setacea BS12] 725 bp

Page 2 of 3

PA_BS12:2189570195 0r3426 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 709 bp
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F*

Filename z Score

084-0401.3737.3741.2 2 16.06
084-0401.1746.1808.0 3 15.54
084-0401.1780.1791.0 3 14.48
084-0401.2974.2984.0 2 11.64

e N

Fwd-Rev
Score

SPI

12.42

6.42
5.85
4.34

http://spectrummillxp/millscripts/summaryPP.pl

Spectrum
Intensity

2.39e+007
6.68e+006
5.75e+006
5.47e+007

Sequence

(R)DNESGWGEWGGFDER(K)
(R)LDARPPYVDADR(D)
(R)LDARPPYVDADR(D)
(R)TIQQTMDEITAR(G)

Matched
(Da)
1740.689
1387.697
1387.697
1406.695

Page 3 of 3
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Results Shown Filtered by Validation Category: valid
Data Directory: msdataSM\061511_OGL_Cae2_GelFree
hit table read - SpecFeatures read
valid hits read from tagSummary file - Files: 329 Hits: 667
beginning to assemble proteins .... proteins assembled 0.105844 sec
proteins filtered by unique peptides 0.011212 sec
proteins filtered by score
calculated protein coverage maps 0.076089 sec
beginning to roll up proteins into groups ... . proteins rolled up into groups 0.007908 sec
protein groups ready for display
proteinGroupingMethod: oneSharedPeptideSubgrouped 19 Proteins listed

Distinct

Distinct Summed Tota] Protein
Group Subgroup Spectra Peptides MS/MS % AA Protein MW Databgse
#) #) #) ) Search Coverage E]E:r?;ri?l (Da) Accession #
Score y
1 1.1 186 15 267.84 33 1.08e+011  77520.7 PA_Bse02:2503999400
1 11 179 13 242.30 52 1.08e+011 48452.4 PA_Bse_meta_comb:2073585167
2 2.1 32 8 134.54 19 1.87e+009 80610.8 PA_BS12:2189571642
2 2.1 32 8 134.54 41 1.87e+009 37625.9 PA_Bse_meta_comhb:2073592708
2 2.2 9 2 35.53 4 8.82e+008 112354.2 PA_Bse_meta_comb:2073560170
2 2.2 9 2 35.53 4 8.82e+008 112173.0 PA_Bse02:2503998147
3 3.1 24 8 113.65 17 1.74e+009 77470.6 PA_Bse08:2503996278
3 3.1 10 3 38.14 4 6.70e+008 78391.5 PA_Bse02:2503998382
3 3.1 10 3 38.14 7 6.70e+008 50267.5 PA_Bse_meta_comb:2073595739
3 3.1 5 2 23.51 14 2.93e+008 15283.0 PA_Bse_meta_comb:2073592399
4 4.1 24 5 89.04 7 4.06e+009 104392.5 PA_BS12:2189569647
5 5.1 13 4 58.46 8 1.84e+008 77941.2 PA_BS12:2189569979
5 51 13 4 58.46 8 1.84e+008 77103.2 PA_Bse_meta_comb:2073565540
5 51 11 3 46.27 5 1.68e+008 90871.9 PA_Bse08:2503995091
6 6.1 8 4 57.24 11 2.36e+008 58225.4 PA_BS12:2189570192
6 6.1 8 4 57.24 13 2.36e+008 52443.2 PA_Bse_meta_comb:2073587378
6 6.1 3 2 24.98 4 6.89e+007 57718.9 PA_Bse08:2503996244
7 7.1 6 4 54.17 3 1.58e+008 224278.3 PA_BS12:2189569050
7 7.1 6 4 54.17 3 1.58e+008 223963.9 PA_Bse_meta_comb:2073579605
8 8.1 4 3 46.93 11 9.19e+007 46154.6 PA_Bse02:2503998146
8 8.1 4 3 46.93 11 9.19e+007 46141.6 PA_Bse_meta_comb:2073560169
8 8.2 2 2 29.57 3 5.83e+007 99497.3 PA_Bse08:2503994382
9 9.1 8 3 39.66 6 1.80e+008 70884.2 PA_Bse08:2503997525
9 9.1 4 2 25.84 7 1.03e+008 48213.7 PA_Bse08:2503997524
9 9.2 6 3 36.16 7 1.12e+008  70938.0 PA_Bse02:2504000681
10 10.1 4 2 35.07 4 9.21e+007 56911.4 PA_Bse08:2503996762
11 11.1 2 2 31.02 5 5.08e+007 68058.0 PA_Bse02:2503998900
11 11.1 2 2 31.02 9 5.08e+007 43274.1 PA_Bse_meta_comb:2073579119
12 12.1 5 2 29.50 8 2.18e+008 62134.7 PA_Bse08:2503996242
13 13.1 3 2 24.81 5 3.78e+007 74714.6 PA_Bse08:2503995453
14 14.1 2 2 22.97 6 6.48e+007 55060.3 PA_BS12:2189568352
15 15.1 2 2 20.34 6 2.30e+007 39939.7 PA_BS12:2189570962
16 16.1 3 1 20.20 4 1.56e+007 43475.8 PA_BS12:2189567935
16 16.1 3 1 20.20 4 1.56e+007 42177.2 PA_Bse_meta_comb:2073563649
Totals: 642 130

http://spectrummillxp/millscripts/summaryPP.pl

Protein Name

PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding
PA_Bse_meta_comb:2073585167 BaSeMet_00288230 Endoglucanase [Bankia setacea microbiome (Ct
PA_BS12:2189571642 or0735 Carbohydrate binding domain. [B. setacea BS12] 763 bp
PA_Bse_meta_comb:2073592708 BaSeMet_00363640 hypothetical protein [Bankia setacea microbiome
PA_Bse_meta_comb:2073560170 BaSeMet_00038260 esterase, PHB depolymerase family [Bankia set:
PA_Bse02:2503998147 BS02DRAFT_00013240 esterase, PHB depolymerase family [B. setacea BS02
PA_Bse08:2503996278 BSO8DRAFT_00001670 Cellulose or protein binding domain./Cellulose binding 1
PA_Bse02:2503998382 BS02DRAFT_00024320 Cellulose or protein binding domain./Cellulose binding
PA_Bse_meta_comb:2073595739 BaSeMet_00393950 Endoglucanase [Bankia setacea microbiome (Ct
PA_Bse_meta_comb:2073592399 BaSeMet_00360550 Cellulase (glycosyl hydrolase family 5). [Bankia
PA_BS12:2189569647 0r2953 Beta-1,4-xylanase [B. setacea BS12] 986 bp

PA_BS12:2189569979 0r3290 Glycosyl hydrolase family 9./Cellulose or protein binding domain./N-termii
PA_Bse_meta_comb:2073565540 BaSeMet_00091960 cellulose 1,4-beta-cellobiosidase (EC 3.2.1.91) [
PA_Bse08:2503995091 BSO8DRAFT_00035590 Cellulose or protein binding domain./Cellulose binding
PA_BS12:2189570192 or3423 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 560 bj
PA_Bse_meta_comb:2073587378 BaSeMet_00310340 Cobalamin biosynthesis protein CobN and relate
PA_Bse08:2503996244 BSO8DRAFT_00001320 Cellulose or protein binding domain./Cellulose binding
PA_BS12:2189569050 0r2363 Gluconolactonase [B. setacea BS12] 2124 bp
PA_Bse_meta_comb:2073579605 BaSeMet_00232610 Gluconolactonase [Bankia setacea microbiome |
PA_Bse02:2503998146 BS02DRAFT_00013230 Glycosyl hydrolase family 10. [B. setacea BS02 (Isolate
PA_Bse_meta_comb:2073560169 BaSeMet_00038250 Beta-1,4-xylanase [Bankia setacea microbiome
PA_Bse08:2503994382 BSO8DRAFT_00000020 Cellulose or protein binding domain./Glycosyl hydrolast
PA_Bse08:2503997525 BSO8DRAFT_00020200 Cellulose or protein binding domain./Glycosyl hydrolast
PA_Bse08:2503997524 BSO8DRAFT_00020190 Cellulose or protein binding domain./Glycosy! hydrolast
PA_Bse02:2504000681 BS02DRAFT_00022770 Cellulose or protein binding domain./Glycosyl hydrolast
PA_Bse08:2503996762 BSO8DRAFT_00004980 esterase, PHB depolymerase family [B. setacea BS08
PA_Bse02:2503998900 BS02DRAFT_00018350 Cellulose binding domain./Ycel-like domain. [B. setacei
PA_Bse_meta_comb:2073579119 BaSeMet_00227750 Cobalamin biosynthesis protein CobN and relate
PA_Bse08:2503996242 BSO8DRAFT_00001300 Cellulose or protein binding domain./Cellulose binding
PA_Bse08:2503995453 BSO8DRAFT_00039170 Cellulose or protein binding domain./Cellulose binding
PA_BS12:2189568352 0r0169 Cellulose or protein binding domain./Cellulose binding domain. [B. setace
PA_BS12:2189570962 or0231 Uncharacterized protein conserved in bacteria [B. setacea BS12] 383 bp
PA_BS12:2189567935 0r1258 Lysophospholipase L1 and related esterases [B. setacea BS12] 419 bp
PA_Bse_meta_comb:2073563649 BaSeMet_00073050 Predicted solute binding protein [Bankia setacez
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Distinct
Distinct Summed

Group Subgroup Spectra Peptides MS/MS

*) ) ) #) Search
Score
1 11 186 15 267.84
) Fwd-Rev
# Filename z Score Score

024-0401.6630.6715.3
027-1001.6635.6741.0
024-0401.6734.6760.0
024-0401.6749.6761.0
027-1001.6689.6762.4
026-0801.8543.8549.0
025-0601.7085.7089.2
026-0801.6662.6782.0
027-1001.7130.7214.2
027-1001.6685.6787.3
027-1001.8474.8532.0
026-0801.7688.7803.0
024-0401.6650.6743.3
026-0801.6787.6906.0
026-0801.10247.10320.2
026-0801.6911.6935.0
027-1001.10233.10302.0
026-0801.7810.7848.3
024-0401.7125.7166.2 18.87 11.55
026-0801.7334.7448.3 18.87 13.40

3 21.83 16.94
3
3
3
4
3
2
3
2
3
3
2
3
3
2
3
3
3
2
3
026-0801.9047.9052.0 3 18.75 14.70
4
3
3
3
2
3
3
3
2
3
3
3
3
2
3
2
2
3
3

20.89 15.65
20.70 14.35
20.35 12.08
20.33 10.91
20.17 16.19
19.93 11.68
19.84 9.46
19.71 19.71
19.64 15.91
19.44 15.02
19.36 19.36
19.28 13.18
19.27 15.54
19.20 19.20
19.19 13.41
19.17 16.11
18.99 18.99

ERbB e RG]

026-0801.6820.6929.4 18.69 8.84
027-1001.9165.9165.0 18.68 11.81
026-0801.9419.9445.0 18.59 13.29
026-0801.6781.6903.3 18.51 14.89
026-0801.7187.7230.0 18.45 11.10
027-1001.6888.6904.0 18.40 7.85
026-0801.7310.7423.3 18.37 12.48
027-1001.7213.7300.3 18.29 12.63
025-0601.7454.7478.2 18.25 18.25
024-0401.7017.7062.0 18.22 10.14
024-0401.7196.7196.0 18.14 12.73
025-0601.7057.7093.3 18.14 12.01
026-0801.10505.10557.0 18.14 11.92
026-0801.7330.7445.2 18.13 14.58
027-1001.6750.6847.0 18.10 9.64
027-1001.7217.7320.2 18.06 14.41
024-0401.7111.7177.2 17.93 17.93
027-1001.6801.6878.0 17.91 9.67
026-0801.9992.10072.3 17.64 17.64

‘b‘w‘OJ‘w‘w‘w‘w‘w‘w‘w‘w‘N‘N‘N‘N‘N‘N‘N‘N‘N‘N‘H‘HHl—‘l—‘l—‘HH‘P‘l—‘\@\m\\l\@\m\b\w\l\)\l—‘
O © |0 N & 0 & jw N kO 0o N o 0| jw N - o jo N - O

http://spectrummillxp/millscripts/summaryPP.pl

% AA

33

sPI
(%)
96.6
8
4

‘QO

[o%]

©
o

©
i
[ee]

©
>
~

©
a1
o

©
[¢3)
[oe]

©
1
]

©
o
o

©
W
N

©
w
w

©
~
[e2}

©
~
o

©
o
©

©
@
{er]

©
a1
N

©
w
[63]

©
S
[e2}

©
~
[e2]

©
N
N

©
N
N

©
W
N

©
(o8]
o

©
=
IN

©
=
w

©
[¢3)
©

©
al
[o%]

©
N
N

(]
©
N

©
a1
o

©
N
[63]

©
~
N

00
©
o

©
N
©

©
o
o

©
w
o

©
o1
AN

©
~
N

[e9}
[s9}
N

fee]
[e]
N

Total
Protein
Coverage Spectral
Intensity

1.08e+011 77520.7 PA_Bse02:2503999400

Spectrum
Intensity
1.05e+009
1.29e+009
8.91e+008
8.53e+008
3.26e+008
2.59e+007
2.21e+007
2.07e+009
5.73e+008
5.08e+009
2.20e+007
4.24e+009
9.46e+008
6.82e+009
5.00e+007
5.07e+009
3.41e+007
1.78e+009
5.46e+007
5.79e+009
7.70e+008
5.39e+008
1.54e+007
4.29e+007
7.40e+009
3.35e+008
2.91e+007
5.76e+009
1.50e+009
5.19e+007
2.99e+007
1.42e+008
1.30e+008
4.22e+007
5.11e+009
2.89e+009
7.52e+008
2.02e+008
3.11e+009
7.23e+007

Protein
MW
(Da)

Database
Accession #

Sequence

(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)EWQDALVDYMVEK (D)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)TIQQTMTEITAQGINVVR(L)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)LVLSPHTYGPSVFVQR(Q)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)EWQDALVDYMVEK (D)
(R)TIQQTMTEITAQGINVVR(L)
(R)EIAGLPAQLGVDNI I1G1DIFNEPWDYTWQEWK(T)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)EWQDALVDYMVEK (D)
(R)LDANPPYADADREGYEFTR(E)
(R)TIQQTMTEITAQGINVVR(L)
(R)TIQQTMTEITAQGINVVR(L)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)AAEQEMWSHITPGVDR(E)
(R)TIQQTMTEITAQGINVVR(L)
(R)TIQQTMTEITAQGINVVR(L)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)TIQQTMTEITAQGINVVR(L)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)TIQQTMTEITAQGINVVR(L)
(R)TIQQTMTEITAQGINVVR(L)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(K)DADNNADGAPLELYVGNMWWADTGR(T)

Protein Name

MH*
Matched
(Da)
2670.410
3509.562
2670.410
3509.562
2670.410
2751.211
1625.752
3509.562
2003.060
2670.410
2751.211
1799.981
3509.562
3509.562
2751.211
3509.562
2415.050
2751.211
1625.752
2003.060
3730.843
2670.410
2415.050
2415.050
2670.410
1625.752
2199.995
2003.060
2003.060
2751.211
1826.850
2003.060
2003.060
2415.050
2003.060
3509.562
2003.060
2003.060
2670.410
2751.211
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PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding domain./Cel
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41 026-0801.7790.7846.3 17.61 10.99
42 026-0801.7231.7325.0 17.58 13.43
43 027-1001.10065.10070.2 17.55 17.55
44 027-1001.8854.8880.0 17.50 12.40
45 026-0801.7216.7296.3 17.35 12.17
46 026-0801.7558.7647.2 17.32 17.32
47  024-0401.7104.7189.3 17.24 10.69
48 025-0601.7082.7141.2 17.18 11.64
49 027-1001.9959.9987.2 17.15 17.15
50 026-0801.8411.8453.0 17.14 11.65
51 027-1001.8730.8799.0 17.14 11.21
52 027-1001.8550.8592.0 16.93 12.10

53 026-0801.7811.7847.2 16.85 16.85
54 025-0601.8673.8673.0 16.83 16.83
55 026-0801.7491.7590.2 16.79 13.46
56 026-0801.7429.7473.3 16.67 8.27
57 027-1001.7106.7187.0 16.65 9.80
58 024-0401.7237.7274.2 16.60 13.59
59 026-0801.7450.7474.2 16.51 12.71
60 027-1001.9675.9749.2 16.51 16.51
61 027-1001.9873.9901.2 16.51 16.51
62 027-1001.7126.7185.3 16.50 9.52
63 027-1001.7351.7418.2 16.50 13.41
64 027-1001.10265.10272.0 16.47 11.19
65 026-0801.9831.9915.0 16.44 16.44
66 026-0801.10256.10329.0 16.41 16.41
67 027-1001.8333.8363.0 16.36 16.36
68 027-1001.9407.9497.3 16.21 10.46
69 027-1001.8806.8817.5 16.15 16.15
70 027-1001.7162.7192.0 16.09 8.76
71 026-0801.8259.8303.0 16.02 16.02
72 024-0401.7472.7472.2 15.96 15.96
73 026-0801.10085.10162.3 15.91 10.99
74 026-0801.10253.10307.3 15.89 15.89
75 027-1001.9796.9871.0 15.86 9.91
76 027-1001.8107.8178.0 15.81 15.81
77 027-1001.7471.7478.2 15.77 15.77
78 026-0801.9606.9709.3 15.75 12.03
79 027-1001.9510.9582.0 15.74 12.41
80 026-0801.7573.7653.0 15.71 7.23

81 027-1001.7887.7941.0
82 025-0601.7198.7285.2
83 027-1001.9761.9810.0
84 026-0801.7245.7344.3
85 026-0801.9903.9910.2
86 026-0801.10084.10084.0
87 027-1001.9413.9503.0
88 026-0801.9195.9237.0
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15.71 10.85
15.69 15.69
15.68 15.68
15.58 8.43
15.54 15.54
15.47 12.06
15.47 12.26
15.46 9.98
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4.43e+009
1.91e+009
2.04e+007
1.92e+007
9.15e+008
3.35e+009
3.58e+008
4.57e+007
2.15e+007
3.31e+007
2.59e+007
1.75e+007
3.15e+009
5.35e+007
1.55e+009
4.62e+009
1.22e+008
1.46e+008
2.97e+009
5.47e+007
1.98e+007
6.90e+008
7.29e+008
2.91e+007
1.33e+008
7.62e+007
1.51e+007
1.73e+008
1.48e+007
1.22e+008
3.98e+007
1.67e+007
6.37e+007
6.29e+007
5.78e+007
2.14e+007
2.94e+008
2.32e+008
1.17e+008
7.98e+007
1.60e+007
8.17e+007
3.97e+007
2.79e+009
6.80e+007
4.15e+007
2.14e+008
4.64e+007

(R)LVLSPHTYGPSVFVQR(Q)
(R)TIQQTMTEITAQGINVVR(L)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)TIQQTMTEITAQGINVVR(L)
(R)AGWDEHFGYLR(D)
(R)TIQQTMTEITAQGINVVR(L)
(R)TIQQTMTEITAQGINVVR(L)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)LVLSPHTYGPSVFVQR(Q)
(R)EIAGLPAQLGVDNI I1G1DIFNEPWDYTWQEWK(T)
(R)AGWDEHFGYLR(D)
(R)TIQQTMTEITAQGINVVR(L)
(R)EWQDALVDYMVEK (D)
(R)AGWDEHFGYLR(D)
(R)TIQQTMTEITAQGINVVR(L)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)TIQQTMTEITAQGINVVR(L)
(R)AGWDEHFGYLR(D)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV IGEFGGNMDWPNGTR(A)
(R)EIAGLPAQLGVDNI I1G 1D IFNEPWDYTWQEWK(T)
(R)EWQDALVDYMVEK (D)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV IGEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)AGWDEHFGYLR(D)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)AGWDEHFGYLR(D)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)AGWDEHFGYLR(D)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)TIQQTMTEITAQGINVVR(L)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)

1799.981
2003.060
2751.211
2415.050
2003.060
1350.623
2003.060
2003.060
2751.211
2415.050
2415.050
2415.050
1799.981
3730.843
1350.623
2003.060
1625.752
1350.623
2003.060
2751.211
2751.211
2003.060
1350.623
2415.050
2751.211
2751.211
2751.211
2415.050
3730.843
1625.752
2751.211
2751.211
2415.050
2415.050
2415.050
2415.050
1350.623
2415.050
2751.211
1350.623
2415.050
1350.623
2751.211
2003.060
2751.211
2751.211
2751.211
2415.050
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89 027-1001.9865.9865.0 3 15.35 15.35
90 026-0801.7083.7128.3 3 15.30 6.85
91 027-1001.8369.8441.0 3 15.30 10.13
92 027-1001.8640.8685.0 3 15.29 8.71
93 024-0401.6158.6158.2 2 1527 8.23
94 025-0601.7293.7343.2 2 15.23 15.23
95 026-0801.7687.7802.3 3 15.14 15.14
96 027-1001.9694.9755.3 3 15.13 15.13
97 026-0801.10104.10173.2 2 15.08 15.08
98 026-0801.7771.7832.0 2 15.06 15.06
99 026-0801.8573.8579.0 3 14.93 9.86
100 024-0401.7348.7364.0 2 1491 14.91
101 027-1001.9506.9512.2 2 14.82 14.82
102 027-1001.9982.10057.3 3 14.80 5.86
103 027-1001.6195.6210.0 2 1477 8.48
104 027-1001.10091.10111.3 3 14.76 10.62
105 027-1001.7495.7537.3 3 1471 14.71
106 026-0801.8747.8747.0 3 1455 14.55
107 026-0801.9555.9655.0 3 14.49 14.49
108 027-1001.10003.10021.2 2 14.47 14.47
109 027-1001.7523.7554.0 2 14.47 11.03
110 025-0601.6703.6707.0 3 1441 7.40
111 027-1001.7395.7462.0 3 1437 6.41
112 027-1001.7023.7029.2 2 14.26 14.26
113 027-1001.8989.8989.0 3 14.22 14.22
114 026-0801.7085.7106.2 2 1421 14.21
115 026-0801.8157.8230.0 3 14.19 9.64
116 026-0801.6170.6187.0 2 14.18 7.64
117 026-0801.7656.7663.2 2 14.18 11.04
118 026-0801.9465.9465.0 3 14.06 14.06
119 026-0801.9703.9734.2 2 14.06 14.06
120 026-0801.10058.10100.0 2 14.04 14.04
121 027-1001.10033.10113.0 3 13.89 13.89
122 027-1001.7082.7119.3 3 13.85 5.09
123 026-0801.9443.9443.0 3 13.83 13.83
124 027-1001.9449.9528.2 2 1381 13.81
125 027-1001.8889.8889.0 3 13.72 13.72
126 027-1001.8028.8028.0 3 13.69 13.69
127 026-0801.8376.8441.0 3 13.65 13.65
128 025-0601.6206.6215.0 2 13.50 6.56
129 024-0401.7034.7081.0 3 13.49 8.36
130 026-0801.9230.9230.0 3 1347 13.47
131 025-0601.6936.6953.0 3 1343 6.44
132 027-1001.7910.7980.0 3 13.28 13.28
133 027-1001.8287.8359.0 3 13.28 7.61
134 026-0801.8939.9019.0 3 13.27 5.51
135 026-0801.8192.8206.5 5 13.26 13.26
136 027-1001.6722.6810.2 2 13.14 7.96
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3.16e+007
2.79e+008
1.91e+007
1.81e+007
2.80e+007
8.52e+007
1.90e+009
6.90e+007
5.39e+007
4.64e+008
2.39e+007
7.89e+007
4.28e+007
8.63e+007
4.29e+007
4.57e+007
3.19e+008
2.02e+007
2.37e+008
8.54e+007
1.65e+008
2.81e+008
2.19e+007
3.15e+007
6.35e+006
7.97e+007
5.43e+007
1.05e+008
2.36e+009
4.36e+006
7.52e+007
1.33e+008
7.11e+007
1.08e+008
3.16e+007
2.08e+008
1.50e+007
1.52e+007
3.92e+007
2.99e+007
3.71e+007
1.83e+007
2.48e+007
8.86e+007
1.81e+007
5.56e+007
1.21e+007
3.89e+008

(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)AAEQEMWSHITPGVDR(E)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)LDANPPYADADR (E)
(R)LVLSPHTYGPSVFVQR(Q)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)LVLSPHTYGPSVFVQR(Q)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)LDANPPYADADR(E)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)AGWDEHFGYLR(D)
(R)AAEQEMWSHITPGVDR(E)
(R)EIAGLPAQLGVDNI IG 1DIFNEPWDYTWQEWK(T)
(R)AAEQEMWSHITPGVDR(E)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)LDANPPYADADR(E)
(R)AGWDEHFGYLR(D)
(R)TIQQTMTEITAQGINVVR(L)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)AAEQEMWSHITPGVDR(E)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)LDANPPYADADR(E)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)EIAGLPAQLGVDNI I1G1DIFNEPWDYTWQEWK(T)
(R)AAEQEMWSHITPGVDR(E)
(R)AAEQEMWSH I TPGVDREWQDALVDYMVEK (D)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)AAEQEMWSH I TPGVDREWQDALVDYMVEK (D)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)

2751.211
1826.850
2415.050
2415.050
1317.608
1799.981
2751.211
2751.211
2751.211
2751.211
2415.050
1799.981
2751.211
2415.050
1317.608
2415.050
2751.211
2751.211
2751.211
2415.050
2751.211
2670.410
1350.623
1826.850
3730.843
1826.850
2415.050
1317.608
1350.623
2003.060
2751.211
2415.050
2751.211
1826.850
2751.211
2415.050
2751.211
2751.211
2751.211
1317.608
2415.050
3730.843
1826.850
3433.583
2415.050
2415.050
3433.583
2670.410
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137 027-1001.9121.9172.0
138 025-0601.6976.7000.0
139 024-0401.7871.7891.0
140 026-0801.9708.9714.2
141 027-1001.9529.9583.3
142 026-0801.4866.4943.0
143 025-0601.6631.6658.0
144 027-1001.9230.9230.0
145 026-0801.9152.9152.0
146 026-0801.8670.8670.0
147 027-1001.6999.7064.3
148 027-1001.8879.8879.0
149 027-1001.10308.10308.0
150 027-1001.8697.8703.0
151 027-1001.9205.9205.0
152 026-0801.6359.6375.2
153 026-0801.8748.8765.0
154 026-0801.6791.6909.2
155 027-1001.9440.9486.0
156 025-0601.7004.7016.2
157 024-0401.7060.7077.2
158 026-0801.8528.8528.0
159 024-0401.7046.7046.2 11.87 7.87
160 026-0801.8214.8214.0 11.85 8.68

3 13.14 7.36
3
3
2
3
2
3
3
3
3
3
3
3
3
3
2
3
2
2
2
2
3
2
3
161 026-0801.4954.4991.0 2 11.80 6.68
3
2
2
2
2
3
2
2
3
2
2
3
4
2
3
2
3
3
2
3
2
3
3

13.12 13.12
13.07 13.07
13.06 13.06
13.04 6.67
13.01 6.59
12.98 7.71
12.97 12.97
12.73 12.73
12.61 8.22
12.60 5.80
12.58 12.58
12.57 9.41
12.54 12.54
12.54 12.54
12.53 6.85
12.39 7.28
12.32 5.99
12.24 7.81
12.04 7.28
12.03 12.03
11.95 3.96

162 027-1001.9218.9218.0 11.76 11.76
163 024-0401.6623.6708.2 11.60 6.19
164 027-1001.9540.9540.2 11.57 11.57
165 027-1001.6398.6423.2 11.49 5.72
166 026-0801.7174.7174.2 11.38 11.38
167 026-0801.10534.10534.0 11.34 7.48
168 027-1001.9827.9884.2 11.29 11.29
169 025-0601.6394.6404.2 11.24 6.70
170 026-0801.10564.10564.0 11.22 7.39
171 024-0401.6417.6417.2 11.09 6.62
172 026-0801.7088.7137.0 11.01 6.34
173 027-1001.7610.7610.0 10.80 3.00
174 024-0401.6687.6718.4 10.64 3.96
175 026-0801.5043.5105.0 10.61 5.03
176 026-0801.8007.8007.0 10.55 10.55
177 026-0801.10265.10273.2 10.29 10.29
178 026-0801.10541.10541.0 10.14 10.14
179 027-1001.9060.9060.0 9.70 5.47
180 026-0801.7715.7715.0 9.37 5.14
181 027-1001.10311.10311.0 9.24 4.13
182 026-0801.7606.7606.0 9.07 9.07
183 025-0601.6640.6640.0 8.81 2.15
184 026-0801.9005.9005.0 8.79 8.79
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3.34e+007
3.55e+007
1.50e+007
1.78e+008
1.09e+008
1.59e+006
1.40e+008
2.64e+007
2.28e+007
3.16e+006
1.21e+008
1.70e+007
1.24e+007
1.47e+007
1.85e+007
3.97e+007
2.57e+007
6.37e+008
1.49e+008
2.08e+007
1.73e+007
3.69e+006
2.66e+007
4.09e+007
1.39e+006
2.20e+007
1.60e+008
1.11e+008
1.64e+007
8.45e+007
1.19e+007
1.19e+008
5.81e+006
7.31e+006
1.35e+007
6.19e+007
1.72e+007
2.09e+008
1.67e+006
2.87e+007
8.46e+007
2.60e+007
2.95e+007
8.16e+008
2.69e+006
5.44e+007
8.36e+007
7.33e+006

(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)

(R)AAEQEMWSH I TPGVDREWQDALVDYMVEK (D)

(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)VDSQGNITK(N)

(R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A)

(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)TIQQTMTEITAQGINVVR(L)
(R)AAEQEMWSHITPGVDR(E)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(K)NGSVFPVR(C)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)AAEQEMWSHITPGVDR(E)
(R)TIQQTMTEITAQGINVVR(L)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)VDSQGNITK(N)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)DQGYAMV IGEFGGNMDWPNGTR(A)
(K)NGSVFPVR(C)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)TIQQTMTEITAQGINVVR(L)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(K)NGSVFPVR(C)
(R)TIQQTMTEITAQGINVVR(L)
(K)NGSVFPVR(C)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)

(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)

(RYVDSQGNITK(N)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(K) DADNNADGAPLELYVGNMWADTGR(T)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)AGWDEHFGYLR(D)
(R)TIQQTMTEITAQGINVVR(L)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)

(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)

(R)TIQQTMTEITAQGINVVR(L)

2415.050
2415.050
3433.583
2415.050
2415.050

961.495
3509.562
2751.211
2751.211
2003.060
1826.850
2751.211
2415.050
2751.211
2751.211

875.474
2415.050
2670.410
2415.050
2415.050
1826.850
2003.060
2415.050
2751.211

961.495
2751.211
2670.410
2415.050

875.474
2415.050
2003.060
2415.050

875.474
2003.060

875.474
2415.050
2415.050
3509.562

961.495
2415.050
2415.050
2751.211
2415.050
1350.623
2003.060
2415.050
3509.562
2003.060
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185 027-1001.9323.9323.0 2 671 6.71
186 024-0401.9780.9780.0 2 6.24 6.24
Distinct

Distinct Summed

Group Subgroup Spectra Peptides MS/MS

026-0801.10192.10192.0 10.06 10.06

*) *) ) #) Search
Score
2 2.1 32 8 134.54
# Filename 7 Score TWd-Rev
Score
1 025-0601.7315.7359.2 2 2232 22.32
2 025-0601.7335.7335.2 2 20.08 20.08
3 026-0801.6924.6995.2 2 18.38 8.74
4 027-1001.6916.6952.0 3 18.33 6.03
5 024-0401.7401.7401.0 3 18.18 11.52
6 025-0601.6721.6779.2 2 17.82 9.72
7 025-0601.6654.6691.2 2 17.15 13.25
8 027-1001.6995.7010.0 3 16.93 8.43
9 026-0801.7853.7864.2 2 16.70 16.70
10 025-0601.7297.7373.3 3 16.58 9.20
11 026-0801.7815.7881.3 3 16.49 9.07
12 025-0601.6529.6593.2 2 15.55 9.18
13 025-0601.6881.6929.3 3 15.34 7.44
14 026-0801.7071.7119.2 2 14.88 14.88
15 024-0401.6770.6781.0 2 1476 4.43
16 025-0601.6891.6921.2 2 1453 11.20
17 026-0801.6523.6540.2 2 13.80 13.80
18 027-1001.7054.7074.0 2 13.76 8.96
19 025-0601.7058.7065.0 2 13.71 9.48
20 024-0401.6566.6566.2 2 13.60 8.17
21 026-0801.7124.7162.0 2 1342 9.57
22 024-0401.6793.6807.3 3 13.27 6.51
23 024-0401.7014.7050.3 3 12.94 6.65
24 026-0801.8243.8243.0 3 1212 12.12
25 026-0801.6949.6949.3 3 11.17 3.98
26 026-0801.7858.7858.0 2 10.93 10.93
27 026-0801.8768.8768.0 3 10.86 10.86
28 3
29 026-0801.9184.9184.0 3 9.57 5.20
30 026-0801.10011.10011.0 3 9.27 9.27
31 024-0401.7403.7403.0 2 9.02 9.02
32 026-0801.9455.9455.0 3 8.74 3.92
Distinct

Distinct Summed
Group Subgroup Spectra Peptides MS/MS

*) *) #) Search
Score

http://spectrummillxp/millscripts/summaryPP.pl

60.8 4.88e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
60.6 1.51e+007 (R)DQGYAMVIGEFGGNMDWPNGTR(A) 2415.050
Total .
- Protein
% AA Protein MW Database Protein Name
Coverage Spectral (Da) Accession #
Intensity

19 1.87e+009 80610.8 PA BS12:2189571642 PA_BS12:2189571642 or0735 Carbohydrate binding domain. [B. setacea BS12] 763 bp

MH*
o ey et
97.5 8.07e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
94.9 7.61e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
92.7 2.31e+008 (R) ISLTIPQESGSGGVAAWR(V) 1828.956
95.5 1.45e+007 (K)GVAVVNFSNSEMGAHNGSGSR(G) 2076.952
92.0 1.12e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
90.5 8.94e+007 (R) ISLTIPQESGSGGVAAWR(Y) 1828.956
93.5 1.87e+007 (K)FLLGNSSANTTIESTDGSFSVDR(N) 2418.142
88.7 1.71e+007 (ROMIDVLQQTSGHNLDASR(I) 1884.924
82.3 1.37e+008 (K)LPVDNHELLGMVAPR(G) 1660.884
89.4 1.87e+008 (K)LPVDNHELLGMVAPR(G) 1660.884
87.4 2.02e+008 (K)LPVDNHELLGMVAPR(G) 1660.884
94.0 4.02e+007 (K)GAIVVGAFDER(I) 1133.595
85.9 9.86e+007 (R)MIDVLQQTSGHNLDASR(I) 1884.924
84.7 2.78e+007 (ROMIDVLQQTSGHNLDASR(I) 1884.924
86.0 3.23e+007 (R) ISLTIPQESGSGGVAAWR(Y) 1828.956
79.4 2.70e+007 (R)MIDVLQQTSGHNLDASR(I) 1884.924
86.7 5.82e+007 (K)GAIVVGAFDER(I) 1133.595
91.5 1.48e+007 (R)WIPWNTPILQ(-) 1267.684
91.0 5.16e+007 (ROWIPWNTPILQ(-) 1267.684
87.7 1.59e+007 (K)GAIVVGAFDER(I) 1133.595
88.0 5.24e+007 (ROWIPWNTPILQ(-) 1267.684
81.6 1.84e+007 (R)ISLTIPQESGSGGVAAWR(V) 1828.956
77.2 3.55e+007 (R)MIDVLQQTSGHNLDASR(I) 1884.924
72.9 1.25e+007 (R)GLLVIENTGQEWLGNESTYTASVAAHEVWK(A) 3302.633
78.6 8.92e+007 (R) ISLTIPQESGSGGVAAWR(V) 1828.956
74.2 1.46e+008 (K)LPVDNHELLGMVAPR(G) 1660.884

74.0 7.69e+006 (R)GLLVIENTGQEWLGNESTYTASVAAHEVWK(A) 3302.633
73.3 2.05e+007 (R)GLLVIENTGQEWLGNESTYTASVAAHEVWK(A) 3302.633
3.8 1.08e+007 (R)GLLVIENTGQEWLGNESTYTASVAAHEVWK(A) 3302.633
77.3 2.36e+007 (R)GLLVIENTGQEWLGNESTYTASVAAHEVWK(A) 3302.633
6.2 1.34e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
73.0 1.15e+007 (R)GLLVIENTGQEWLGNESTYTASVAAHEVWK(A) 3302.633

Total )
% AA Protein Pr'sls\alln Database Protein Name
Coverage Spectral (Da) Accession #

Intensity
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2 22 9

F*

Filename z

025-0601.7315.7359.2 2
025-0601.7335.7335.2 2
024-0401.7401.7401.0 3
026-0801.7853.7864.2 2
025-0601.7297.7373.3 3
026-0801.7815.7881.3 3
024-0401.7151.7151.0 3
026-0801.7858.7858.0 2
024-0401.7403.7403.0 2

© joo N (o [0 Ix W IN -

Group Subgroup Spectra
® #) #)

3 3.1 24

H*

Filename z

027-1001.7787.7787.2 2
026-0801.8023.8043.0 3
026-0801.6980.6980.0 3
027-1001.7465.7541.3 3
027-1001.6845.6879.2 2
027-1001.6535.6571.2 2
026-0801.6535.6554.2 2
026-0801.7843.7862.0 3
024-0401.6542.6542.2 2
024-0401.7963.7963.0 3
026-0801.6264.6303.0 2
027-1001.6287.6343.0 2
027-1001.7528.7543.0 2
027-1001.6379.6379.0 2
15 024-0401.7361.7389.0 3
16 025-0601.6282.6337.0 2
17 025-0601.6767.6767.0 3
18 027-1001.6431.6513.0 2
19 026-0801.6415.6460.0 2
20 027-1001.6704.6731.0 2
21 024-0401.6244.6327.0 2
22 025-0601.6673.6673.0 2
23 027-1001.7497.7497.0 2
24 025-0601.6438.6458.0 2

‘»; ‘H ‘I—‘ ‘: ‘l—‘ [© lo N o o1 ™ W IN e

=

Page 7 of 12

PA_Bse_meta_comb:2073560170 BaSeMet_00038260 esterase, PHB depolymerase family [Bankia set:

PA_Bse08:2503996278 BSO8DRAFT_00001670 Cellulose or protein binding domain./Cellulose binding domain./Cel

2 35.53 4 8.82e+008 112354.2 PA_Bse_meta_comb:2073560170
.
Score Fvsvg(-)lfgv 22; Slrr])t(:;tgjt? Sequence Me:\iltljhed
(Da)
22.32 22.32 97.5 8.07e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
20.08 20.08 94.9 7.61e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
18.18 11.52 92.0 1.12e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
16.70 16.70 82.3 1.37e+008 (K)LPVDNHELLGMVAPR(G) 1660.884
16.58 9.20 89.4 1.87e+008 (K)LPVDNHELLGMVAPR(G) 1660.884
16.49 9.07 87.4 2.02e+008 (K)LPVDNHELLGMVAPR(G) 1660.884
13.21 7.73 73.1 2.88e+007 (R)YGSSGANAQVEAISLQGVPHNLPVEEEEAIR(F) 3264.614
10.93 10.93 74.2 1.46e+008 (K)LPVDNHELLGMVAPR(G) 1660.884
9.02 9.02 66.2 1.34e+007 (K)LPVDNHELLGMVAPR(G) 1660.884
o Distinct Total _
Distinct Summed : Protein
Pep(g)des glesa/:\gﬁ Co@eAraAge Is:égr(::zég; (|M3\2§ A(?s:slt;ia;ﬁ# Protein Name
Score
8 113.65 17 1.74e+009 77470.6 PA_Bse08:2503996278
Fwd-Rev SPl Spectrum MH*
Score Score (%) Intensity Sequence Mag::)ed
18.23 12.86 89.0 8.82e+006 (R)WDHIVPGVDEDWQNAFVDYMK(K) 2564.156
16.53 16.53 82.3 3.80e+007 (R)WDHIVPGVDEDWQNAFVDYMK(K) 2564.156
16.45 8.46 84.7 4.97e+008 (R)FPIAPQTLDPNDAQGIGSVQNGGVLK(N)  2636.368
14.63 3.80 94.1 1.26e+008 (R)LINISPHTYGPSVFVQK(Q) 1785.990
14.43 9.55 88.6 8.14e+007 (R)FPIAPQTLDPNDAQGIGSVQNGGVLK(N)  2636.368
14.16 7.20 96.2 3.38e+007 (K)ALGINVVR(F) 841.526
14.14 7.47 95.4 3.07e+007 (K)ALGINVVR(F) 841.526
14.07 4.84 91.5 1.18e+008 (R)LIISPHTYGPSVFVQK(Q) 1785.990
13.40 6.13 95.5 7.61e+006 (K)ALGINVVR(F) 841.526
13.35 13.35 78.7 6.60e+006 (R)DQGYAMIIGEFGGMMDWPEGAAAHDLER(W) 3067.339
13.32 6.62 84.3 1.01e+008 (R)TIQQTMDEIK(A) 1206.604
13.24 6.65 83.2 9.59e+007 (R)TIQQTMDEIK(A) 1206.604
13.18 13.18 77.6 5.46e+007 (R)LIISPHTYGPSVFVQK(Q) 1785.990
12.86 575 84.4 5.14e+007 (R)TIQQTMDEIK(A) 1206.604
12.85 3.12 82.1 2.85e+007 (R)LINISPHTYGPSVFVQK(Q) 1785.990
12.71 5.03 83.1 2.03e+007 (R)TIQQTMDEIK(A) 1206.604
12.61 12.61 77.6 2.48e+007 (R)FPIAPQTLDPNDAQGIGSVQNGGVLK(N)  2636.368
12.40 4.08 91.4 4.63e+007 (R)QAMEDFIK(L) 981.471
12.09 4.60 85.2 3.00e+007 (R)QAMEDFIK(L) 981.471
11.11 3.60 83.4 1.92e+008 (R)LDAKPPYADAER(E) 1345.675
10.66 4.15 75.6 6.74e+007 (R)TIQQTMDEIK(A) 1206.604
9.24 4.18 88.2 1.86e+007 (R)LDAKPPYADAER(E) 1345.675
8.98 8.98 66.3 4.93e+007 (R)LINISPHTYGPSVFVQK(Q) 1785.990
8.19 3.13 67.5 6.43e+006 (R)QAMEDFIK(L) 981.471
Distinct Distinct Total

http://spectrummillxp/millscripts/summaryPP.pl

2/12/2014





Spectrum Mill - Protein Peptide/Summary

Group Subgroup Spectra

) (@] @]

4 4.1 24

I+

Filename

024-0401.6183.6270.2
025-0601.6262.6324.2
024-0401.6280.6335.2
026-0801.6250.6300.2
027-1001.6278.6294.2
025-0601.6259.6299.3
025-0601.6827.6899.0
025-0601.6857.6889.3
024-0401.6210.6307.3
025-0601.7607.7647.3
027-1001.6285.6336.3
024-0401.7595.7654.3
024-0401.7618.7645.0
027-1001.7690.7713.3
026-0801.7939.7987.2
026-0801.7202.7206.0
027-1001.7688.7730.2
024-0401.7154.7154.0
025-0601.7079.7079.0
025-0601.7598.7598.0
024-0401.7118.7118.0
025-0601.7594.7594.2
025-0601.7083.7083.0
027-1001.6928.6976.0
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Group Subgroup Spectra

@] #) #

5 51 13

I+

Filename

027-1001.7634.7671.0
025-0601.7561.7561.0
025-0601.7556.7556.0
027-1001.6993.7047.3
025-0601.7539.7539.0
024-0401.7021.7029.0
027-1001.7068.7068.2
027-1001.7686.7686.0
027-1001.6295.6312.0
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Peptides Summed o Protein "
#) MS/l\giosrzarch Co(jeﬁaAge I?:t);(]:;rlill Prot(%g)MW AE:;Z?;[?# Protein Name
5 89.04 7 4.06e+009 104392.5 PA_BS12:2189569647 PA_BS12:2189569647 or2953 Beta-1,4-xylanase [B. setacea BS12] 986 bp
+
Score Fvg/g(-)lie:v ?,Z)l Slrr])tzcntgt;] Sequence M:::Irhed
(Da)
21.95 14.09 98.9 1.63e+009 (R)DQYDWSGIDDAYNYAK(Q) 1923.804
21.50 13.13 100.0 6.47e+007 (R)DQYDWSGIDDAYNYAK(Q) 1923.804
21.46 12.92 99.1 1.57e+009 (R)DQYDWSGIDDAYNYAK(Q) 1923.804
21.45 13.65 99.0 4.19e+007 (R)DQYDWSGIDDAYNYAK(Q) 1923.804
20.87 11.97 97.2 3.26e+007 (R)DQYDWSGIDDAYNYAK(Q) 1923.804
19.19 14.50 93.3 1.55e+007 (R)DQYDWSGIDDAYNYAK(Q) 1923.804
18.40 18.40 85.9 4.39e+007 (R)SDFGQYWDQITLENK(G) 1843.850
17.91 17.91 87.6 1.73e+007 (R)SDFGQYWDQITLENK(G) 1843.850
17.90 12.40 88.3 2.32e+008 (R)DQYDWSGIDDAYNYAK(Q) 1923.804
17.09 7.09 90.4 1.12e+007 (R)IAALGLPIYISEYDIEK(T) 1908.037
17.08 11.20 90.9 1.20e+007 (R)DQYDWSGIDDAYNYAK(Q) 1923.804
16.48 7.42 89.8 5.15e+007 (R)IAALGLPIYISEYDIEK(T) 1908.037
16.04 6.76 87.9 3.67e+007 (K)QHTFVWGSQYPNWIDSLSASEK(A) 2580.216
15.98 6.58 89.1 1.10e+007 (R)IAALGLPIYISEYDIEK(T) 1908.037
15.73 4,72 80.1 3.22e+007 (R)IAALGLPIYISEYDIEK(T) 1908.037
15.56 6.83 83.0 1.82e+007 (K)WAQVEPQRDQYDWSGIDDAYNYAK(Q) 2918.302
14.90 7.35 86.4 2.86e+007 (R)IAALGLPIYISEYDIEK(T) 1908.037
14.00 14.00 76.3 8.10e+007 (K)WAQVEPQRDQYDWSGIDDAYNYAK(Q) 2918.302
12.90 5.24 76.9 1.75e+007 (K)WAQVEPQRDQYDWSGIDDAYNYAK(Q) 2918.302
12.59 5.25 76.2 1.21e+007 (R)IAALGLPIYISEYDIEK(T) 1908.037
12.50 6.92 84.1 1.62e+007 (K)WAQVEPQRDQYDWSGIDDAYNYAK(Q) 2918.302
12.31 581 82.0 1.95e+007 (R)IAALGLPIYISEYDIEK(T) 1908.037
11.25 416 71.3 1.75e+007 (K)WAQVEPQRDQYDWSGIDDAYNYAK(Q) 2918.302
11.00 11.00 71.3 4.32e+007 (R)SDFGQYWDQITLENK(G) 1843.850
Dist!nct SDulztha % AA PIgtt:iln Protein Database )
Peptides MS/MS Coverage Spectral MW Accession # Protein Name
#) Search Intensity (Da)
Score
4 58.46 8 1.84e+008 77941.2 PA_BS12:2189569979 PA_BS12:2189569979 0r3290 Glycosyl hydrolase family 9./Cellulose or protein binding domain./N-terminal ig-like doi
Fwd-Rev SPl Spectrum MH"
Score Score (%) Intensity Sequence Matched
(Da)
19.01 19.01 89.3 3.30e+007 (K)MHDVGWTGLPLAPHEDSNER(A) 2261.041
16.81 16.81 86.5 9.36e+006 (K)MHDVGWTGLPLAPHEDSNER(A) 2261.041
15.55 15.55 91.3 1.00e+007 (K)MHDVGWTGLPLAPHEDSNER(A) 2261.041
15.47 8.46 88.3 2.36e+007 (K)FADGTLNIPESGNGVADILDEAR(W) 2374.153
14.97 14.97 78.5 9.27e+006 (K)MHDVGWTGLPLAPHEDSNER(A) 2261.041
14.77 5.05 88.0 1.67e+007 (K)FADGTLNIPESGNGVADILDEAR(W) 2374.153
12.74 6.78 86.2 9.54e+006 (K)FADGTLNIPESGNGVADILDEAR(W) 2374.153
12.20 7.96 77.9 2.43e+007 (K)MHDVGWTGLPLAPHEDSNER(A) 2261.041
12.19 6.71 89.3 1.17e+007 (K)ASSNTAQTWELR(Q) 1363.661
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PA_BS12:2189570192 0r3423 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 560 bp

PA_BS12:2189569050 0r2363 Gluconolactonase [B. setacea BS12] 2124 bp

PA_Bse02:2503998146 BS02DRAFT_00013230 Glycosyl hydrolase family 10. [B. setacea BS02 (Isolate from shipw

10 027-1001.6944.6944.0 2 11.79 3.37 91.5 6.39e+006 (R)YFYHNR(S) 899.416
11 026-0801.7149.7149.0 3 10.30 3.17 81.7 9.87e+006 (K)FADGTLNIPESGNGVADILDEAR(W) 2374.153
12 025-0601.6290.6290.0 2 9.38 4.95 75.1 4.43e+006 (K)ASSNTAQTWELR(Q) 1363.661
13 024-0401.7562.7562.0 3  8.96 8.96 75.6 1.54e+007 (K)MHDVGWTGLPLAPHEDSNER(A) 2261.041
Distinct Total
Distinct Summed ) Protein
Group Subgroup Spectra Peptides MS/MS % AA Protein MW Datab_ase Protein Name
#) #) #) Coverage Spectral Accession #
#) Search Intensit (Da)
Score y
6 6.1 8 4 57.24 11 2.36e+008 58225.4 PA_BS12:2189570192
# Filename z Score FWd-Rev SPI Spectrum Sequence M’\{th+d
Score (%) Intensity a ?Dca)e
1 024-0401.6203.6209.0 3 19.90 19.90 88.5 6.17e+007 (K)AEGSSIVQTGSAVSNWNDSDLTAAGR(L) 2593.213
2 024-0401.6316.6384.2 2 16.72 9.65 94.7 5.50e+007 (K)NDWNATIVR(A) 1088.549
3 025-0601.6348.6356.2 2 14.49 6.53 88.8 7.09e+006 (K)NDWNATIVR(A) 1088.549
4 024-0401.6238.6238.0 3 13.15 13.15 72.2 6.09e+007 (K)AEGSSIVQTGSAVSNWNDSDLTAAGR(L) 2593.213
5 024-0401.7276.7288.0 2 12.36 7.79 68.0 1.90e+007 (K)SFAGNSFFWSNTEWGQER(F) 2149.937
6 024-0401.6217.6217.2 2 11.98 8.28 86.6 9.89e+006 (K)AEGSSIVQTGSAVSNWNDSDLTAAGR(L) 2593.213
7 024-0401.7258.7265.0 3 11.75 5.34 80.2 1.57e+007 (K)SFAGNSFFWSNTEWGQER(F) 2149.937
8 024-0401.6951.6951.0 3 8.26 4.69 70.3 6.89e+006 (R)QNNISHLNWAVSDK(A) 1625.804
Distinct
. Total .
Distinct Summed ) Protein
Group Subgroup Spectra ) % AA Protein Database )
#) #) #) Peptides  MS/MS Coverage Spectral MW Accession # Protein Name
#) Search Intensity (Da)
Score
7 7.1 6 4 54.17 3 1.58e+008 224278.3 PA BS12:2189569050
# Filename z Score Fwd-Rev SPI Spectrum Sequence M’\:th+d
Score (%) Intensity q ‘?ga)e
1 024-0401.6401.6401.0 3 15.41 15.41 85.0 3.91e+007 (R)ASDGTLYFTDPDYQQGTTDGQSITGVYR(V) 3056.376
2 024-0401.7232.7303.0 3 15.12 5.42 93.4 4.02e+007 (K)SLGNEAGDNHEHIIGVK(G) 1789.883
3 025-0601.6624.6624.0 2 14.77 8.00 88.0 1.01e+007 (R)ALPENLDQVYLK(A) 1402.758
4 024-0401.6874.6931.0 2 8.87 8.87 68.5 3.59e+007 (R)AFTGTQSVHFK(G) 1222.622
5 024-0401.6943.6943.0 2 7.55 7.55 64.0 2.31e+007 (R)AFTGTQSVHFK(G) 1222.622
6 025-0601.6854.6854.2 2 7.24 7.24 60.7 9.49e+006 (R)AFTGTQSVHFK(G) 1222.622
Distinct Total
Distinct Summed ; Protein
Group Subgroup Spectra Peptides MS/MS % AA Protein MW Databfase Protein Name
#) #) #) Coverage Spectral Accession #
#) Search | - (Da)
ntensity
Score
8 8.1 4 3 46.93 11 9.19e+007 46154.6 PA_Bse02:2503998146
# Filename z Score Fwd-Rev SPI Spectrum Sequence M'\th+d
Score (%) Intensity a a([t):a)e
1 024-0401.7409.7434.3 3 17.18 8.87 88.6 2.03e+007 (R)DQYNWGPLDAIYDYAR(A)  1959.888
2 024-0401.6548.6608.3 3 15.90 9.14 84.4 2.52e+007 (R)SDFSQYWDQITPENEGK(W) 2043.894
3 024-0401.6547.6609.2 2 14.11 10.35 91.6 2.19e+007 (R)SDFSQYWDQITPENEGK(W) 2043.894
4 024-0401.7083.7088.0 2 13.85 6.00 91.7 2.45e+007 (R)NYPPFFVGNITTNGSVR(S) 1882.945
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Group Subgroup Spectra
# #) #)

Group Subgroup Spectra
# ) #)

H*

0 N & [0 [ jw IN -

Group Subgroup Spectra
# #) #)

F*

@ o & W N =

Group Subgroup Spectra
# ) #)

8 8.2 2

Filename z

024-0401.7409.7434.3 3
024-0401.6645.6645.2 2

9 9.1 8

Filename z

026-0801.6482.6488.0
024-0401.6182.6240.2
027-1001.6507.6539.0

2
2
2
025-0601.6476.6498.0 2
024-0401.6456.6506.0 2
024-0401.7084.7106.0 3
026-0801.6235.6235.0 2
026-0801.6247.6247.0 2

9 9.2 6

Filename z

026-0801.6482.6488.0 2
027-1001.6507.6539.0 2
025-0601.6476.6498.0 2
024-0401.6456.6506.0 2
024-0401.7084.7106.0 3
024-0401.6903.6903.0 2

10 10.1 4

Distinct Total
Distinct Summed ) Protein
Peptides MS/MS % AA Protein MW Databgse
Coverage Spectral Accession #
#) Search Intensity (Da)
Score
2 29.57 3 5.83e+007 99497.3 PA_Bse08:2503994382
MH*
Fwd-Rev SPI Spectrum
Score Score (%) Intensity Sequence Matched
(Da)
17.18 8.87 88.6 2.03e+007 (R)DQYNWGPLDAIYDYAR(A)  1959.888
12.39 7.36 87.7 3.80e+007 (R)SDFTQYWDQITPENEGK(W) 2057.909
Distinct
o Total )
Dlst!nct Summed % AA Protein Protein Database
Peptides  MS/MS Coverage Spectral Accession #
#) Search Intensit (Da)
Score y
3 39.66 6 1.80e+008 70884.2 PA_Bse08:2503997525
MH*
Fwd-Rev SPl Spectrum
Score Score (%) Intensity Sequence Matched
(Da)
13.82 5.78 94.4 3.02e+007 (R)VITWDVDSR(D) 1090.553
13.77 9.07 78.2 5.95e+007 (R)YTSQWSNSTNNWVGGK(G) 1828.825
13.74 6.61 91.4 9.87e+006 (R)VITWDVDSR(D) 1090.553
13.24 5.08 91.6 7.39e+006 (R)VITWDVDSR(D) 1090.553
12.43 5.71 89.6 2.95e+007 (R)VITWDVDSR(D) 1090.553
12.07 12.07 76.5 2.54e+007 (R)VQQPSIEGTQTFYQYFSVR(S) 2278.114
10.13 552 90.4 1.01e+007 (R)YTSQWSNSTNNWVGGK(G) 1828.825
7.76 4.18 90.4 8.45e+006 (R)YTSQWSNSTNNWVGGK(G) 1828.825
Distinct
. Total )
Distinct Summed ) Protein
Peptides MS/MS % AA Protein MW Databgse
Coverage Spectral Accession #
#) Search Intensity (Da)
Score
3 36.16 7 1.12e+008 70938.0 PA_Bse02:2504000681
MH*
Fwd-Rev SPI Spectrum
Score Score (%) Intensity Sequence Matched
(Da)
13.82 5.78 94.4 3.02e+007 (R)VITWDVDSR(D) 1090.553
13.74 6.61 91.4 9.87e+006 (R)VITWDVDSR(D) 1090.553
13.24 5.08 91.6 7.39e+006 (R)VITWDVDSR(D) 1090.553
12.43 571 89.6 2.95e+007 (R)VITWDVDSR(D) 1090.553
12.07 12.07 76.5 2.54e+007 (R)VQQPSIEGTQTFYQYFSVR(S) 2278.114
10.27 3.53 72.6 9.95e+006 (R)YTSQWSNSTNNWVGGLGWNPGGR(K) 2538.155
Distinct Total
Distinct Summed ; Protein
Peptides MS/MS % AA Protein MW Databfase
Coverage Spectral Accession #
# Search | - (Da)
ntensity
Score
2 35.07 4 9.21e+007 56911.4 PA_Bse08:2503996762
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PA_Bse08:2503994382 BS08DRAFT_00000020 Cellulose or protein binding domain./Glycosyl hydrolase family 10./

PA_Bse08:2503997525 BSO8DRAFT_00020200 Cellulose or protein binding domain./Glycosyl hydrolases family 11

PA_Bse02:2504000681 BS02DRAFT_00022770 Cellulose or protein binding domain./Glycosyl hydrolases family 11

PA_Bse08:2503996762 BSO8DRAFT_00004980 esterase, PHB depolymerase family [B. setacea BS08 (Isolate fromr

2/12/2014





Spectrum Mill - Protein Peptide/Summary

F*

Filename z

024-0401.7450.7457.2 2
024-0401.6697.6697.0 2
024-0401.7424.7424.0 2
024-0401.7433.7433.0 2

[ jw N =

Group Subgroup Spectra
# ) #)

11 11.1 2

F*

Filename z

024-0401.7625.7672.0 3
024-0401.6194.6206.0 2

N =

Group Subgroup Spectra
#) (#) (#)

12 121 5

H*

Filename z

025-0601.7492.7514.3 3
024-0401.7466.7468.0 3
024-0401.7482.7535.2 2
025-0601.6216.6216.2 2
025-0601.7501.7501.0 2

o s W IN e

Group Subgroup Spectra
#) (#) (#)

13 131 3

H*

Filename z

027-1001.6524.6530.0 3
026-0801.6497.6528.0 3
026-0801.7275.7275.0 3

w N -

Group Subgroup Spectra
) ) #

MH*
Fwd-Rev SPl Spectrum
Score Score (%) Intensity Sequence Ma(g::)ed
20.33 15.96 97.1 2.38e+007 (R)DGGSDPVSIMSMIDYVK(Q) 1813.835
14.74 7.17 89.4 2.76e+007 (K)TPEAWGDLVR(N) 1143.580
9.92 9.92 68.3 1.87e+007 (R)DGGSDPVSIMSMIDYVK(Q) 1813.835
9.47 9.47 68.1 2.20e+007 (R)DGGSDPVSIMSMIDYVK(Q) 1813.835
Distinct Total
Distinct Summed ; Protein
Peptides MS/MS % AA Protein MwW Databfase Protein Name
Coverage Spectral Accession #
#) Search | . (Da)
ntensity
Score
2 31.02 5 5.08e+007 68058.0 PA_Bse02:2503998900
Score Fwd-Rev SPl Spectrum Sequence M’\:th+d
Score (%) Intensity q ?Iga)e
18.91 10.18 89.6 1.62e+007 (K)GGASPAQIIQALPAGVETLYMK(A) 2215.180
12.11 2.38 81.8 3.46e+007 (K)GVLGTNEVPSDDISPR(Q) 1655.824
Distinct
Distinct Summed % AA PIgtt:iln Protein Database
Peptides MS/MS Coverage Spectral MW Accession # Protein Name
#) Search Intensity (Da)
Score
2 29.50 8 2.18e+008 62134.7 PA_Bse08:2503996242
MH*
Fwd-Rev SPl Spectrum
Score Score (%) Intensity Sequence Matched
(Da)
18.82 9.72 95.8 4.04e+007 (R)GMSSLGLQWSDAAPWMNYDSIK(W) 2457.122
17.68 10.36 93.1 6.11e+007 (R)GMSSLGLQWSDAAPWMNYDSIK(W) 2457.122
14.59 8.09 83.3 8.31e+007 (R)GMSSLGLQWSDAAPWMNYDSIK(W) 2457.122
10.68 6.87 70.1 1.12e+007 (R)LESSAALNPGASTTGDWSDSDLTQSGR(Y) 2723.240
10.56 3.92 82.0 2.22e+007 (R)GMSSLGLQWSDAAPWMNYDSIK(W) 2457.122
Distinct
Distinct Summed % AA PIgtt:iln Protein Database
Peptides MS/MS Coverage Spectral MW Accession # Protein Name
#) Search Intensity (Da)
Score
2 24.81 5 3.78e+007 74714.6 PA_Bse08:2503995453
Score Fwd-Rev SPI Spectrum Sequence M'\:IHr:d
Score (%) Intensity q atche
(Da)
16.06 16.06 92.8 7.43e+006 (R)LPIAPQTLDPNDPQGTGNVLK(N) 2188.161
15.62 15.62 82.3 2.12e+007 (R)LPIAPQTLDPNDPQGTGNVLK(N) 2188.161
8.75 3.94 100.0 9.15e+006 (R)LVYSPHTYGPSVFVQK(M) 1821.954
Distinct
o Total )
D'St!nCt Summed % AA Protein Protein Database .
Peptides  MS/MS Coverage Spectral Accession # Protein Name
#) Search | ] (Da)
Score ntensity
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PA_Bse02:2503998900 BS02DRAFT_00018350 Cellulose binding domain./Ycel-like domain. [B. setacea BS02 (Isol

PA_Bse08:2503996242 BSO8DRAFT_00001300 Cellulose or protein binding domain./Cellulose binding domain./Cel

PA_Bse08:2503995453 BSO8DRAFT_00039170 Cellulose or protein binding domain./Cellulose binding domain./Cel
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14 141 2 22.97 6 6.48e+007 55060.3 PA BS12:2189568352 PA_BS12:2189568352 0r0169 Cellulose or protein binding domain./Cellulose binding domain. [B. setacea BS12] 541
) Fwd-Rev SPI Spectrum MH*
# Filename z Score Score (%) Intensity Sequence Mezg::)ed
1 024-0401.7375.7381.0 3 12.21 12.21 75.8 2.45e+007 (R)AHGGSNAVHFSGGANPAMIAR(A) 2021.973
2 024-0401.6321.6373.0 2 10.76 2.28 87.7 4.03e+007 (R)AIPSGTDTLYVR(A) 1292.685
Distinct SDulrsng:i Total Protein

Group Subgroup Spectra Peptides MS/MS % AA Protein MW Database Protein Name

#) #) # P Coverage Spectral Accession #

#) Search Intensit (Da)
Score Y

15 15.1 2 2 20.34 6 2.30e+007 39939.7 PA BS12:2189570962 PA_BS12:2189570962 0r0231 Uncharacterized protein conserved in bacteria [B. setacea BS12] 383 bp

# Filename z Score FWd-Rev SPI Spectrum Sequence M'\?Hh+d
Score (%) Intensity a ezlga)e
1 024-0401.7065.7090.2 2 10.68 451 86.3 2.05e+007 (RYHVIYGEWGR(D) 1116.559
2 027-1001.7890.7890.0 3  9.66 4.92 86.4 2.47e+006 (K)ELVFWITKPGFSFDANR(T) 2027.039
Distinct
. Total )

Group Subgroup Spectra %si:zgts S'\L/llrglnh;lgd % AA Protein Pr’\(/)lizm Database Protein Name

#) #) #) P Coverage Spectral Accession #

#) Search Intensity (Da)
Score

16 16.1 3 1 20.20 4 1.56e+007 43475.8 PA BS12:2189567935 PA _BS12:2189567935 or1258 Lysophospholipase L1 and related esterases [B. setacea BS12] 419 bp

# Filename z Score Fwd-Rev SPI Spectrum Sequence M'\th+d
Score (%) Intensity a ?Sa)e

1 024-0401.9065.9082.0 2 20.20 20.20 96.8 6.62e+006 (R)STSLILQAFTDLVADMR(A) 1880.979
2 024-0401.9054.9054.0 3 17.97 12.87 91.9 3.45e+006 (R)STSLILQAFTDLVADMR(A) 1880.979
3 024-0401.9088.9088.0 2 13.56 13.56 84.4 551e+006 (R)STSLILQAFTDLVADMR(A) 1880.979
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Results Shown Filtered by Validation Category: valid
Data Directory: msdataSM\011011_OGLgill1_frations
hit table read - SpecFeatures read
valid hits read from tagSummary file - Files: 336 Hits: 911
Data Directory: msdataSM\0113110GLGill1_fractions
hit table read - SpecFeatures read
valid hits read from tagSummary file - Files: 44 Hits: 165
beginning to assemble proteins .... proteins assembled 0.154078 sec
proteins filtered by unique peptides 0.018967 sec
proteins filtered by score
calculated protein coverage maps 0.08766 sec
beginning to roll up proteins into groups ... . proteins rolled up into groups 0.039966 sec
protein groups ready for display

proteinGroupingMethod: oneSharedPeptideSubgrouped 58 Proteins listed

o Distinct Total _
Group Subgroup Spectra I?elzt:ggts S,\L;lg/n,\jlgd % AA Protein Prk?lb?lln Datab_ase
#) #) #) ) Search Coverage lipt)gs;rnal (Da) Accession #
Score Y

1 11 44 9 159.63 24 3.06e+010 77520.7 PA_Bse02:2503999400
1 1.1 44 9 159.63 41 3.06e+010 48452.4 PA_Bse_meta_comb:2073585167
2 2.1 49 7 129.92 19 5.19e+009 73729.2 PA_BS12:2189570195
2 2.1 49 7 129.92 33 5.19e+009 44290.5 PA_Bse_meta_comb:2073567998
3 3.1 6 4 66.47 20 1.82e+008 34007.6 PA_BS12:2189567864
3 3.1 6 4 66.47 20 1.82e+008 33949.6 PA_Bse_meta _comb:2073584304
3 3.1 5 3 51.60 14 1.52e+008 33845.5 PA_Bse08:2503994737
3 3.1 3 2 33.45 31 7.00e+007 10806.4 PA_Bse_meta_comb:2073579380
3 3.2 7 4 53.34 20 1.75e+008 33705.4 PA_BSC2:2534576639
3 3.2 7 4 53.34 20 1.75e+008 33675.4 PA_Bse_meta_comhb:2073570868
4 4.1 9 4 65.68 51 6.42e+008  12099.0 PA_Bse02:2503998071
4 4.1 9 4 65.68 51 6.42e+008 12099.0 PA_Bse_meta_comb:2073590737
4 4.1 6 2 29.53 25 2.23e+008 12165.0 PA_Bse08:2503996512
4 4.2 9 4 65.25 51 6.75e+008 12111.0 PA_BS12:2189569075
4 4.2 9 4 65.25 51 6.75e+008 12111.0 PA_Bse_meta_comb:2073596293
4 4.3 9 4 64.12 51 7.04e+008 12099.0 PA_BSC2:2534574907
4 4.3 9 4 64.12 51 7.04e+008 12099.0 PA_Bse_meta_comb:2073591701
4 4.3 9 4 64.12 53 7.04e+008 11726.4 PA_Bse_meta_comb:2073579200
5 51 8 4 64.34 41 2.03e+008 12471.3 PA_Bse02:2503998471
5 51 8 4 64.34 41 2.03e+008 12471.3 PA_Bse_meta _comb:2073556360
5 52 9 3 48.45 30 2.58e+008 12772.7 PA_Bse08:2503995486
6 6.1 6 4 62.66 34 1.60e+008 20313.3 PA_Bse_meta_comb:2073575697
6 6.1 5 3 46.65 30 1.50e+008 18453.2 PA_Bse02:2503999825
7 7.1 10 5 60.80 16 5.13e+008 44282.5 PA_BSC2:2534573496
7 7.1 10 5 60.80 16 5.13e+008 44282.5 PA_Bse_meta_comb:2073587015
7 7.1 6 3 32.77 9 5.01e+008 44395.5 PA_BS12:2189570755
7 7.1 6 3 32.77 9 5.01e+008 44335.5 PA_Bse_meta_comb:2073563152
7 7.1 4 2 27.12 28 1.03e+007 9849.9 PA_Bse_meta_comb:2073591525
7 7.2 9 4 52.90 13 5.73e+008 44298.7 PA_Bse02:2503998465
7 7.2 9 4 52.90 13 5.73e+008 44266.6 PA_Bse_meta_comb:2073556354
8 8.1 15 4 57.22 17 3.14e+008 43960.4 PA_Bse_meta_comb:2073561917
8 8.1 9 2 30.15 3 1.97e+008 114184.0 PA_Bse_meta_comb:2073561915

http://spectrummillxp/millscripts/summaryPP.pl

Protein Name

PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding
PA_Bse_meta_comb:2073585167 BaSeMet_00288230 Endoglucanase [Bankia setacea microbiome (Ct
PA_BS12:2189570195 or3426 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 709 bj
PA_Bse_meta_comb:2073567998 BaSeMet_00116540 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_BS12:2189567864 or1190 Transaldolase [B. setacea BS12] 311 bp
PA_Bse_meta_comb:2073584304 BaSeMet_00279600 transaldolase (EC 2.2.1.2) [Bankia setacea micr
PA_Bse08:2503994737 BSO8DRAFT_00032510 transaldolase [B. setacea BS08 (Isolate from shipworm
PA_Bse_meta_comb:2073579380 BaSeMet_00230360 transaldolase (EC 2.2.1.2) [Bankia setacea micr:
PA_BSC2:2534576639 Bsc2_04328 transaldolase (EC 2.2.1.2) [Alteromonadacea bacterium Bsc2]
PA_Bse_meta_comb:2073570868 BaSeMet_00145240 transaldolase (EC 2.2.1.2) [Bankia setacea micr
PA_Bse02:2503998071 BSO2DRAFT_00012490 Nitrogen regulatory protein P-II. [B. setacea BS02 (Isol:
PA_Bse_meta_comb:2073590737 BaSeMet_00343930 nitrogen regulatory protein P-1l [Bankia setacea
PA_Bse08:2503996512 BSO8DRAFT_00003980 Nitrogen regulatory protein P-II. [B. setacea BS08 (Isol:
PA_BS12:2189569075 0r2390 Nitrogen regulatory protein Pll [B. setacea BS12] 112 bp
PA_Bse_meta_comb:2073596293 BaSeMet_00399490 nitrogen regulatory protein P-Il [Bankia setacea
PA_BSC2:2534574907 Bsc2_02594 nitrogen regulatory protein P-I1I family [Alteromonadacea bacterium
PA_Bse_meta_comb:2073591701 BaSeMet_00353570 nitrogen regulatory protein P-Il [Bankia setacea
PA_Bse_meta_comb:2073579200 BaSeMet_00228560 nitrogen regulatory protein P-1l [Bankia setacea
PA_Bse02:2503998471 BS02DRAFT_00025200 ribosomal protein L7/L12 [B. setacea BS02 (Isolate fror
PA_Bse_meta_comb:2073556360 BaSeMet_00000160 LSU ribosomal protein L12P [Bankia setacea mi
PA_Bse08:2503995486 BSO8DRAFT_00039490 ribosomal protein L7/L12 [B. setacea BS08 (Isolate fror
PA_Bse_meta_comb:2073575697 BaSeMet_00193530 Protein of unknown function VcgC/VcgE (DUF27
PA_Bse02:2503999825 Protein of unknown function VcgC/VcgE (DUF2780). [B. setacea BS02 (Isolate f
PA_BSC2:2534573496 Bsc2_01181 translation elongation factor 1A (EF-1A/EF-Tu) [Alteromonadacea k
PA_Bse_meta_comb:2073587015 BaSeMet_00306710 translation elongation factor 1A (EF-1A/EF-Tu) [
PA_BS12:2189570755 0r4000 GTPases - translation elongation factors [B. setacea BS12] 407 bp
PA_Bse_meta_comb:2073563152 BaSeMet_00068080 translation elongation factor 1A (EF-1A/EF-Tu) [
PA_Bse_meta_comb:2073591525 BaSeMet_00351810 translation elongation factor 1A (EF-1A/EF-Tu) [
PA_Bse02:2503998465 BS02DRAFT_00025140 translation elongation factor TU [B. setacea BS02 (Isol:
PA_Bse_meta_comb:2073556354 BaSeMet_00000100 translation elongation factor 1A (EF-1A/EF-Tu) [
PA_Bse_meta_comb:2073561917 BaSeMet_00055730 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse_meta_comb:2073561915 BaSeMet_00055710 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
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24.35
24.35
41.56
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1.31e+008
7.98e+007
6.92e+008
6.92e+008
6.35e+008
1.01e+009
1.01e+009
4.51e+008
4.51e+008
3.78e+009
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2.58e+008
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1.01e+008
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1.71e+008
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1.65e+008
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1.93e+008
9.46e+006
9.46e+006
1.58e+008
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112508.2
113016.6
9107.5
9075.4
9164.5
9105.4
9105.4
9107.5
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46154.6
46141.6
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56981.3
61419.7
61419.7
61781.1
61632.0
61632.0
61873.4
61873.4
27641.5
27641.5
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28847.5
28847.5
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52481.4
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108814.9
34086.6
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12588.4
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13444.4
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13449.5
13449.5
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28929.3
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12421.2
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Bse
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Bse
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Bse
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PA

Bse
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PA

Bse

meta_comb:2073565234

PA

Bse
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meta_comb:2073560169
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Bse

PA_Bse08:2503994382
PA_BSC2:2534576049
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meta_comb:2073580582

PA

Bse

PA_Bse08:2503994885
PA_BSC2:2534572871
meta_comb:2073599440

PA

Bse

PA_Bse02:2504000428
meta_comb:2073589355

PA

Bse

PA_Bse02:2504001159
meta_comb:2073579700

PA

Bse

meta_comb:2073593092

PA

Bse

meta_comb:2073565643

PA

Bse

PA_ BS12:2189569790
meta_comb:2073568597

PA

Bse

PA_BSC2:2534576897
meta_comb:2073595609

PA

Bse

PA_BS12:2189569860
meta_comb:2073560924

PA

Bse

PA_ BS12:2189568629
meta_comb:2073564373

PA

Bse

PA_BSC2:2534573502
meta_comb:2073587021

PA

Bse

PA_Bse02:2503999073
meta_comb:2073588915

PA

Bse

PA_Bse08:2503995028
meta_comb:2073565100

PA

Bse

PA_BSC2:2534573050
meta_comb:2073589786

PA

Bse

PA_BS12:2189569048
meta_comb:2073579603

PA

Bse

PA_BSC2:2534574917
meta _comb:2073573632

PA

Bse

PA_BS12:2189570749
meta_comb:2073563146

Page 2 of 24

PA_Bse_meta_comb:2073561919 BaSeMet_00055750 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse02:2503999098 BS02DRAFT_00001060 Cellulose or protein binding domain./Glycosyl hydrolast
PA_BS12:2189570079 or3306 Bacterial nucleoid DNA-binding protein [B. setacea BS12] 90 bp
PA_Bse_meta_comb:2073588110 BaSeMet_00317660 bacterial nucleoid protein HU beta subunit [Bank
PA_Bse08:2503994572 BSO8DRAFT_00030860 Bacterial DNA-binding protein. [B. setacea BS08 (Isola
PA_BSC2:2534572633 Bsc2_00317 Bacterial nucleoid DNA-binding protein [Alteromonadacea bacteriur
PA_Bse_meta_comb:2073595431 BaSeMet_00390870 bacterial nucleoid protein HU beta subunit [Bank
PA_Bse02:2503999877 BSO2DRAFT_00006580 Bacterial DNA-binding protein. [B. setacea BS02 (Isola
PA_Bse_meta_comb:2073579833 BaSeMet_00234890 bacterial nucleoid protein HU beta subunit [Bank
PA_Bse_meta_comb:2073565234 BaSeMet_00088900 Histones H3 and H4 [Bankia setacea microbiom
PA_Bse08:2503996278 BSO8DRAFT_00001670 Cellulose or protein binding domain./Cellulose binding
PA_Bse02:2503998146 BS02DRAFT_00013230 Glycosyl hydrolase family 10. [B. setacea BS02 (Isolate
PA_Bse_meta_comb:2073560169 BaSeMet_00038250 Beta-1,4-xylanase [Bankia setacea microbiome
PA_Bse08:2503994382 BSO8DRAFT_00000020 Cellulose or protein binding domain./Glycosyl hydrolast
PA_BSC2:2534576049 Bsc2_03736 chaperonin GroL [Alteromonadacea bacterium Bsc2]
PA_BS12:2189569223 0r2536 Ribosomal protein S1 [B. setacea BS12] 559 bp
PA_Bse_meta_comb:2073580582 BaSeMet_00242380 SSU ribosomal protein S1P [Bankia setacea mic
PA_Bse08:2503994885 BSO8DRAFT_00033540 ribosomal protein S1 [B. setacea BS08 (Isolate from sh
PA_BSC2:2534572871 Bsc2_00555 SSU ribosomal protein S1P [Alteromonadacea bacterium Bsc2]
PA_Bse_meta_comb:2073599440 BaSeMet_00430960 SSU ribosomal protein S1P [Bankia setacea mic
PA_Bse02:2504000428 BS02DRAFT_00020240 ribosomal protein S1 [B. setacea BS02 (Isolate from sh
PA_Bse_meta_comb:2073589355 BaSeMet_00330110 SSU ribosomal protein S1P [Bankia setacea mic
PA_Bse02:2504001159 BS02DRAFT_00031400 FKBP-type peptidyl-prolyl cis-trans isomerase./Domain
PA_Bse_meta_comb:2073579700 BaSeMet_00233560 FKBP-type peptidyl-prolyl cis-trans isomerases :
PA_Bse_meta_comb:2073593092 BaSeMet_00367480 Actin and related proteins [Bankia setacea micrc
PA_Bse_meta_comb:2073565643 BaSeMet_00092990 Histone H2A [Bankia setacea microbiome (Com
PA_BS12:2189569790 or3098 FKBP-type peptidyl-prolyl cis-trans isomerases 1 [B. setacea BS12] 265 t
PA_Bse_meta_comb:2073568597 BaSeMet_00122530 FKBP-type peptidyl-prolyl cis-trans isomerases :
PA_BSC2:2534576897 Bsc2_04586 pyruvate kinase (EC 2.7.1.40) [Alteromonadacea bacterium Bsc2]
PA_Bse_meta_comb:2073595609 BaSeMet_00392650 pyruvate kinase (EC 2.7.1.40) [Bankia setacea r
PA_BS12:2189569860 or3165 Outer membrane receptor proteins, mostly Fe transport [B. setacea BS12
PA_Bse_meta_comb:2073560924 BaSeMet_00045800 TonB-dependent receptor [Bankia setacea micrc
PA_BS12:2189568629 or1947 Cellulose or protein binding domain. [B. setacea BS12] 325 bp
PA_Bse_meta_comb:2073564373 BaSeMet_00080290 Cellulose or protein binding domain. [Bankia set
PA_BSC2:2534573502 Bsc2_01187 LSU ribosomal protein L12P [Alteromonadacea bacterium Bsc2]
PA_Bse_meta_comb:2073587021 BaSeMet_00306770 LSU ribosomal protein L12P [Bankia setacea mi
PA_Bse02:2503999073 BS02DRAFT_00000810 ribosomal protein L19, bacterial type [B. setacea BS02
PA_Bse_meta_comb:2073588915 BaSeMet_00325710 LSU ribosomal protein L19P [Bankia setacea mi
PA_Bse08:2503995028 BSO8DRAFT_00034960 ribosomal protein L19, bacterial type [B. setacea BS08
PA_Bse_meta_comb:2073565100 BaSeMet_00087560 LSU ribosomal protein L19P [Bankia setacea mi
PA_BSC2:2534573050 Bsc2_00734 LSU ribosomal protein L19P [Alteromonadacea bacterium Bsc2]
PA_Bse_meta_comb:2073589786 BaSeMet_00334420 LSU ribosomal protein L19P [Bankia setacea mi
PA_BS12:2189569048 0r2361 hypothetical protein [B. setacea BS12] 276 bp
PA_Bse_meta_comb:2073579603 BaSeMet_00232590 hypothetical protein [Bankia setacea microbiome
PA_BSC2:2534574917 Bsc2_02604 nitrogen regulatory protein P-II family [Alteromonadacea bacterium
PA_Bse_meta_comb:2073573632 BaSeMet_00172880 nitrogen regulatory protein P-1l [Bankia setacea
PA_BS12:2189570749 0r3994 Ribosomal protein L7/L12 [B. setacea BS12] 123 bp
PA_Bse_meta_comb:2073563146 BaSeMet_00068020 LSU ribosomal protein L12P [Bankia setacea mi
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PA_ BS12:2189569390
PA_BS12:2189570962
PA_Bse02:2503998249
meta_comb:2073581124

PA

Bse

BS12:2189568724
meta

PA

Bse

PA
comb:2073587463
PA_BS12:2189569387
meta

PA

Bse

comb:2073578698
PA_BSC2:2534573498
meta

PA

Bse

comb:2073587017
PA_BS12:2189570753
meta_comb:2073563150

PA

Bse

PA_Bse08:2503996612
PA_Bse02:2504001097
meta_comb:2073590662

PA

Bse

PA_Bse08:2503996520
PA_BS12:2189568577
meta_comb:2073581679

PA

Bse

PA_BSC2:2534573407
meta _comb:2073595811

PA

Bse

PA_Bse02:2504000647
meta_comb:2073593298

PA

Bse

PA_BSC2:2534574372
meta_comb:2073588584

PA

Bse

meta_comb:2073595342

PA

Bse

meta_comb:2073589276

PA

Bse

PA_BSC2:2534573752
PA_Bse02:2503998172
meta_comb:2073584293

PA

Bse

meta_comb:2073564350

PA

Bse

PA_Bse02:2503998197
PA_Bse02:2504001165
meta_comb:2073579706

PA

Bse

PA_ BS12:2189570780
meta_comb:2073578947

Database
Accession #
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PA_Bse02:2503998694 BS02DRAFT_00016310 type IV pilus secretin (or competence protein) PilQ [B. ¢
PA_Bse_meta_comb:2073578282 BaSeMet_00219380 type IV pilus secretin (or competence protein) Pi
PA_BSC2:2534573446 Bsc2_01131 LSU ribosomal protein L14P [Alteromonadacea bacterium Bsc2]
PA_Bse_meta_comb:2073591305 BaSeMet_00349610 LSU ribosomal protein L14P [Bankia setacea mi
PA_BS12:2189570790 or4034 Ribosomal protein L14 [B. setacea BS12] 122 bp
PA_Bse_meta_comb:2073590551 BaSeMet_00342070 LSU ribosomal protein L14P [Bankia setacea mi
PA_BS12:2189569390 0r2703 Ribosomal protein S16 [B. setacea BS12] 82 bp

PA_BS12:2189570962 0r0231 Uncharacterized protein conserved in bacteria [B. setacea BS12] 383 bp
PA_Bse02:2503998249 BS02DRAFT_00014250 Cellulose or protein binding domain./Chitin binding dorr
PA_Bse_meta_comb:2073581124 BaSeMet_00247800 Uncharacterized protein conserved in bacteria [
PA_BS12:2189568724 0r2045 Beta-1,4-xylanase [B. setacea BS12] 511 bp
PA_Bse_meta_comb:2073587463 BaSeMet_00311190 Beta-1,4-xylanase [Bankia setacea microbiome
PA_BS12:2189569387 0r2700 Ribosomal protein L19 [B. setacea BS12] 118 bp
PA_Bse_meta_comb:2073578698 BaSeMet_00223540 LSU ribosomal protein L19P [Bankia setacea mi
PA_BSC2:2534573498 Bsc2_01183 SSU ribosomal protein S7P [Alteromonadacea bacterium Bsc2]
PA_Bse_meta_comb:2073587017 BaSeMet_00306730 SSU ribosomal protein S7P [Bankia setacea mic
PA_BS12:2189570753 0r3998 Ribosomal protein S7 [B. setacea BS12] 156 bp
PA_Bse_meta_comb:2073563150 BaSeMet_00068060 SSU ribosomal protein S7P [Bankia setacea mic
PA_Bse08:2503996612 BSO8DRAFT_00014510 xylose isomerase [B. setacea BS08 (Isolate from shipw
PA_Bse02:2504001097 BS02DRAFT_00030780 transcription termination factor Rho [B. setacea BS02 (
PA_Bse_meta_comb:2073590662 BaSeMet_00343180 transcription termination factor Rho [Bankia seta
PA_Bse08:2503996520 BSO8DRAFT_00004060 transcription termination factor Rho [B. setacea BS08 (
PA_BS12:2189568577 0r1880 Transcription termination factor [B. setacea BS12] 419 bp
PA_Bse_meta_comb:2073581679 BaSeMet_00253350 transcription termination factor Rho [Bankia seta
PA_BSC2:2534573407 Bsc2_01092 fructose-bisphosphate aldolase (EC 4.1.2.13) [Alteromonadacea bz
PA_Bse_meta_comb:2073595811 BaSeMet_00394670 fructose-bisphosphate aldolase (EC 4.1.2.13) [B
PA_Bse02:2504000647 BS02DRAFT_00022430 bacterioferritin [B. setacea BS02 (Isolate from shipworr
PA_Bse_meta_comb:2073593298 BaSeMet_00369540 bacterioferritin [Bankia setacea microbiome (Cot
PA_BSC2:2534574372 Bsc2_02058 D-xylose isomerase (EC 5.3.1.5) [Alteromonadacea bacterium Bsc:
PA_Bse_meta_comb:2073588584 BaSeMet_00322400 D-xylose isomerase (EC 5.3.1.5) [Bankia setace
PA_Bse_meta_comb:2073595342 BaSeMet_00389980 Capsid protein (F protein). [Bankia setacea micr
PA_Bse_meta_comb:2073589276 BaSeMet_00329320 FKBP-type peptidyl-prolyl cis-trans isomerases :
PA_BSC2:2534573752 Bsc2_01438 FKBP-type peptidyl-prolyl cis-trans isomerases 1 [Alteromonadace:
PA_Bse02:2503998172 BSO02DRAFT_00013490 MotA/TolQ/ExbB proton channel family. [B. setacea BS
PA_Bse_meta_comb:2073584293 BaSeMet_00279490 outer membrane transport energization protein E
PA_Bse_meta_comb:2073564350 BaSeMet_00080060 ATP-dependent protease Clp, ATPase subunit [|
PA_Bse02:2503998197 BS02DRAFT_00013740 "Cold-shock" DNA-binding domain. [B. setacea BS02 (
PA_Bse02:2504001165 BS02DRAFT_00031460 general secretion pathway protein C [B. setacea BS02
PA_Bse_meta_comb:2073579706 BaSeMet_00233620 general secretion pathway protein C [Bankia set
PA_BS12:2189570780 or4024 Ribosomal protein L3 [B. setacea BS12] 214 bp
PA_Bse_meta_comb:2073578947 BaSeMet_00226030 LSU ribosomal protein L3P [Bankia setacea mic

Protein Name

PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding domain./Cel
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F*

ERBGREI
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Filename

059-1401.5595.5595.2
059-1401.5916.5950.2
059-1401.5311.5355.3
064-1601.4864.4871.0
060-1501.5157.5205.2
059-1401.5296.5351.2
065-1701.5178.5217.2
059-1401.5439.5546.2
059-1401.5124.5236.0
064-1601.5272.5278.2
060-1501.4975.5006.0
059-1401.5241.5259.0
059-1401.3539.3545.2
060-1501.5644.5663.0
060-1501.5618.5629.0
064-1601.4961.4965.0
065-1701.4971.4974.0
060-1501.5280.5329.2
064-1601.5581.5642.0
059-1401.3369.3408.2
064-1601.3501.3520.2
060-1501.5178.5189.3
059-1401.3355.3407.3
064-1601.6340.6391.0
060-1501.3453.3515.0
060-1501.6419.6469.2
059-1401.3988.4003.2
059-1401.6127.6127.2
059-1401.5431.5542.3
059-1401.5544.5619.3
060-1501.3475.3499.2
064-1601.4767.4829.3
064-1601.3472.3512.0
065-1701.5543.5565.0
059-1401.5921.5968.0
065-1701.5281.5319.0
059-1401.6719.6765.3
064-1601.3668.3688.2
059-1401.5422.5422.0
059-1401.6164.6164.2

059-1401.10388.10388.0

059-1401.4038.4038.2
065-1701.5556.5556.0

059-1401.10393.10393.0

2
2
3
3
2
2
2
2
3
2
3
3
2
2
3
3
3
2
3
2
2
3
3
3
3
2
2
2
3
3
2
3
3
3
3
3
3
2
3
2
2
2
2
2

Score

19.88
19.80
19.35
19.22
18.82
18.33
18.30
18.14
18.04
17.94
17.90
17.86
17.77
17.66
16.84
16.76
15.89
15.81
15.72
15.66
15.46
15.39
15.36
15.20
15.15
14.74
14.71
14.28
14.17
13.82
13.78
13.67
1351
12.93
12.72
12.59
12.22
11.86
11.40

9.20

8.85

8.37

7.97

7.47

Fwd-Rev
Score

12.81
15.91
6.15
13.42
11.43
10.97
9.81
10.72
8.09
11.22
9.27
8.20
13.28
12.72
12.29
9.16
7.97
8.21
8.53
7.41
15.46
6.11
8.02
15.20
7.19
5.70
14.71
10.79
6.48
5.56
9.40
6.18
5.19
8.77
12.72
5.41
12.22
8.27
5.02
5.91
5.54
8.37
4.35
7.47

http://spectrummillxp/millscripts/summaryPP.pl

Spectrum
Intensity
8.36e+008
5.14e+007
6.13e+007
9.02e+008
7.12e+007
5.10e+008
1.45e+007
2.70e+009
5.61e+009
6.96e+007
5.40e+008
3.95e+009
1.06e+008
1.80e+007
4.80e+007
4.48e+008
3.93e+007
1.52e+008
3.74e+007
1.65e+008
8.07e+006
1.11e+007
1.31e+009
1.63e+008
6.86e+007
2.05e+007
5.72e+007
3.51e+007
5.18e+009
3.88e+009
1.02e+007
1.09e+009
5.70e+007
1.02e+007
1.50e+008
2.83e+007
1.27e+009
1.43e+007
8.75e+008
2.91e+007
2.68e+006
3.62e+007
4.15e+006
2.19e+006

Sequence

(R)TIQQTMTEITAQG INVVR(L)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)EWQDALVDYMVEK (D)
(R)LPIAPQTLDPNDPQG I GDIQNGGVLK(N)
(R)EWQDALVDYMVEK (D)
(R)EWQDALVDYMVEK (D)
(R)EWQDALVDYMVEK (D)
(R)TIQQTMTEITAQG INVVR(L)

(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)

(R)TIQQTMTEITAQGINVVR(L)

(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)

(R)AGWDEHFGYLR(D)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)

(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A)

(R)TIQQTMTEITAQGINVVR(L)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)AAEQEMWSHITPGVDR(E)
(R)AAEQEMWSHITPGVDR(E)
(R)EWQDALVDYMVEK (D)
(R)AAEQEMWSH I TPGVDR(E)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)AAEQEMWSHITPGVDR(E)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)LVLSPHTYGPSVFVQR(Q)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)TIQQTMTEITAQGINVVR(L)
(R)TIQQTMTEITAQGINVVR(L)
(R)AAEQEMWSHITPGVDR(E)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)AAEQEMWSHITPGVDR(E)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)TIQQTMTEITAQGINVVR(L)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)AGWDEHFGYLR (D)
(R)TIQQTMTEITAQG INVVR(L)
(R)DQGYAMV I GEFGGNMDWPNGTR(A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)LVLSPHTYGPSVFVQR(Q)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)
(R)DQGYAMV I GEFGGNMDWPNGTR (A)

MH*
Matched
(Da)
2003.060
2415.050
1625.752
2670.410
1625.752
1625.752
1625.752
2003.060
3509.562
2003.060
3509.562
3509.562
1350.623
2415.050
2415.050
3509.562
3509.562
2003.060
2415.050
1826.850
1826.850
1625.752
1826.850
2751.211
1826.850
2751.211
1799.981
2415.050
2003.060
2003.060
1826.850
2670.410
1826.850
2415.050
2415.050
2003.060
2751.211
1350.623
2003.060
2415.050
2415.050
1799.981
2415.050
2415.050
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Group Subgroup Spectra

#) (#) (#)
2.1 49
Filename

F*

ERB e RG]
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O © |0 N & 0 & jw N kO (o N o 0| jw N - o jo N =

058-1301.2911.2962.2
059-1401.2944.2995.2
060-1501.2975.3020.2
060-1501.6682.6700.2
065-1701.3003.3017.0
064-1601.2967.3008.2
065-1701.7122.7168.2
065-1701.6546.6604.0
060-1501.7240.7244.2
064-1601.6616.6624.2
064-1601.3225.3264.2
064-1601.7174.7252.2
058-1301.5781.5822.2
058-1301.7763.7767.2
059-1401.6080.6131.2
060-1501.7533.7585.3
065-1701.7406.7477.2
060-1501.7531.7609.2
065-1701.5772.5811.2
065-1701.3276.3281.2
065-1701.3028.3030.2
060-1501.6641.6711.0
060-1501.3681.3691.2
064-1601.3701.3740.2
058-1301.3136.3141.0
060-1501.5807.5827.0
064-1601.7459.7471.2
060-1501.7232.7285.3
059-1401.3165.3220.0
064-1601.5778.5820.2
058-1301.3541.3547.2
059-1401.3611.3635.2
064-1601.7167.7213.3
058-1301.6708.6774.0
060-1501.5815.5877.3
065-1701.5769.5830.3
065-1701.3763.3835.2
058-1301.5805.5851.3
064-1601.6591.6638.0
064-1601.5763.5838.3

W W W N W W WWNNDNDNDWNDNDDNDDNDNDOWDNDNDDNDDNDNOWOWDNDNDDNDDNDNDNDNDDNDWDNDNDNDWDNDNDDNDDN

Protein Name

Distinct S?Jilr:mgzi TOta.I Protein
Pepides MSNS o J0RA - Proten Ty Databese
#) Search Intensity (Da)
Score
7 129.92 19 5.19e+009 73729.2 PA_BS12:2189570195
Fwd-Rev SPI Spectrum MH*

Score Score (%) Intensity Sequence MaEg::)ed
21.39 17.32 98.4 9.94e+007 (R)YADEGSGIMTGAMDNAPHAGR(W)  2120.913
20.93 17.35 98.9 6.68e+007 (R)YADEGSGIMTGAMDNAPHAGR(W)  2120.913
20.93 17.28 98.9 3.53e+007 (R)YADEGSGIMTGAMDNAPHAGR(W)  2120.913
20.42 11.86 97.7 2.35e+007 (R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
20.02 9.27 94.4 7.78e+007 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
19.83 19.83 97.6 5.77e+007 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
19.76 19.76 96.3 4.34e+007 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
19.70 9.45 85.1 3.06e+007 (R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
18.67 14.43 95.6 6.27e+007 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
18.35 10.90 95.5 1.69e+007 (R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
17.84 10.53 96.0 1.38e+008 (R) IGAIEGPADGDGMGLR(E) 1528.743
17.70 11.81 94.7 5.57e+007 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
17.28 10.69 90.9 3.64e+008 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
17.25 8.81 92.7 4.29e+008 (R)WFPEAFQTLVENAYPAL(-) 1995.986
17.23 11.13 89.6 2.54e+008 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
17.00 10.54 79.9 1.35e+008 (R)WFPEAFQTLVENAYPAL(-) 1995.986
16.98 9.88 92.6 3.81e+007 (R)WFPEAFQTLVENAYPAL(-) 1995.986
16.73 10.34 92.4 1.94e+008 (R)WFPEAFQTLVENAYPAL(-) 1995.986
16.72 10.56 88.6 9.93e+006 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
16.65 8.59 91.5 1.13e+007 (R)IGAIEGPADGDGMGLR(E) 1528.743
16.15 16.15 93.2 5.66e+006 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
16.07 6.81 80.7 1.29e+008 (R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
15.98 10.47 88.9 2.12e+007 (K)ANGESNGSSISGYNTAVWMDR(1) 2215.968
15.98 9.23 88.9 2.51e+007 (K)ANGESNGSSISGYNTAVWMDR(I) 2215.968
15.97 6.63 93.4 8.05e+007 (R)IGAIEGPADGDGMGLR(E) 1528.743
15.66 7.62 86.2 5.10e+007 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
15.66 9.52 90.1 1.92e+008 (R)WFPEAFQTLVENAYPAL(-) 1995.986
15.62 8.75 84.3 2.62e+008 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
15.44 8.18 92.6 2.09e+008 (R)IGAIEGPADGDGMGLR(E) 1528.743
15.22 7.13 88.7 6.52e+007 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
14.93 7.57 87.7 8.11e+007 (K)ANGESNGSSISGYNTAVWMDR(I) 2215.968
14.90 7.62 87.0 9.44e+007 (K)ANGESNGSSISGYNTAVWMDR(I) 2215.968
14.82 9.91 71.8 2.38e+008 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
14.64 436 74.6 5.11e+008 (R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
14.37 8.83 86.9 4.25e+007 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
13.90 8.13 81.9 1.22e+007 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
13.84 6.52 85.8 7.39e+006 (K)ANGESNGSSISGYNTAVWMDR(I) 2215.968
13.83 5.86 86.9 2.09e+008 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
13.53 2.80 73.9 1.21e+008 (R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
13.04 7.97 81.6 5.95e+007 (R)SSMINNGFPNSLGMLIDTGR(N)  2124.022

http://spectrummillxp/millscripts/summaryPP.pl
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PA_BS12:2189570195 0r3426 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 709 bp
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059-1401.6973.7053.0
058-1301.7527.7527.0
065-1701.3771.3771.2
064-1601.5862.5895.0
060-1501.3765.3775.0
058-1301.5895.5895.0
059-1401.2948.3007.4
065-1701.3085.3085.0
059-1401.6223.6240.2

e o
& &R ERE

47
48
49

N W B NN DNDNDDN®W

Group Subgroup Spectra
*) ) #

3 31 6

F*

Filename z

059-1401.6340.6340.2 2
059-1401.3537.3552.2 2
059-1401.3809.3851.2 2
059-1401.6264.6264.0 2
060-1501.6035.6035.0 2
064-1601.3886.3886.2 2

@ o & jw IN =

Group Subgroup Spectra
*) ) #

3 3.2 7

H*

Filename z

059-1401.6340.6340.2 2
059-1401.3809.3851.2 2
060-1501.6035.6035.0 2
059-1401.4068.4068.0 2
064-1601.3886.3886.2 2
064-1601.5496.5496.0 2
060-1501.5505.5505.0 2

N o 0 s W N e

Group Subgroup Spectra

#) (#) (#)
4 4.1 9
# Filename z
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12.42 3.51 70.3 2.17e+008 (R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
12.39 12.39 77.8 4.78e+007 (K)SSDFYEFNSYLDELSFVQDWR(S) 2647.163
12.23 5.35 81.8 3.77e+006 (K)ANGESNGSSISGYNTAVWMDR(I) 2215.968
11.53 5.14 82.6 4.27e+007 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
11.47 3.30 79.1 1.40e+007 (K)ANGESNGSSISGYNTAVWMDR(I)  2215.968
11.37 5.51 78.2 1.79e+008 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
11.18 7.17 71.7 3.32e+007 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
10.99  10.99 82.4 2.69e+007 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
10.24 3.86 73.9 6.49e+007 (R)SSMINNGFPNSLGMLIDTGR(N)  2124.022
Distinct SDUIE:Ir\qZ:i Total Protein
Peptides MS/MS CgeeAraAge Spprgct:’ta:ZI MwW AE?;???;?# Protein Name
#) Search Intensity (Da)
Score
4 66.47 20 1.82e+008 34007.6 PA BS12:2189567864 PA_BS12:2189567864 or1190 Transaldolase [B. setacea BS12] 311 bp
Fwd-Rev SPl Spectrum MH*
Score Score (%) Intensity Sequence M(?g::)ed
18.15 6.81 92.5 6.18e+007 (R)GFVADQINLENFLK(S) 1607.843
17.49 8.20 90.8 2.12e+007 (K)QYSDVVADTGDIEAIK(R) 1723.839
15.96 10.91 89.8 4.02e+007 (R)YQPLDATTNPSLLYK(A) 1723.891
14.87 8.14 86.6 3.02e+007 (R)LTISPQLLGELEADNGVLER(A) 2167.161
13.63 6.88 84.1 2.04e+007 (R)GFVADQINLENFLK(S) 1607.843
11.71 8.27 84.3 8.58e+006 (R)YQPLDATTNPSLLYK(A) 1723.891
o Distinct Total _
I;.e:;i:ggg SI\L/jIg]/mgd Cg/\geAraAge SP;;g(t:(tE:QI Prl\(;ltl’\elm A(?(?Etzzts)ia:r?# Protein Name
#) Search Intensity (Da)
Score
4 53.34 20 1.75e+008 33705.4 PA_BSC2:2534576639 PA_BSC2:2534576639 Bsc2_04328 transaldolase (EC 2.2.1.2) [Alteromonadacea bacterium Bsc2]
+
Score F"SVSE)F:(SV ?}Z)l S"?ti‘;t;'t? Sequence M%E)ed
18.15 6.81 92.5 6.18e+007 (R)GFVADQINLENFLK(A) 1607.843
15.96 10.91 89.8 4.02e+007 (R)YQPLDATTNPSLLYK(A) 1723.891
13.63 6.88 84.1 2.04e+007 (R)GFVADQINLENFLK(CA) 1607.843
11.75 6.35 85.7 1.55e+007 (K)QFSDVVADTGDIEAIK(R) 1707.844
11.71 8.27 84.3 8.58e+006 (R)YQPLDATTNPSLLYK(A) 1723.891
7.48 7.48 62.4 1.20e+007 (R)LTISPQLLGELEADTGK(L) 1784.965
7.46 7.46 60.4 1.67e+007 (R)LTISPQLLGELEADTGK(L) 1784.965
Distinct SDulztha % AA PIgtt:iln Protein Database _
Peptides MS/MS Coverage Spectral MW Accession # Protein Name
#) Search Intensity (Da)
Score
4 65.68 51 6.42e+008 12099.0 PA_ Bse02:2503998071 PA_Bse02:2503998071 BS02DRAFT_00012490 Nitrogen regulatory protein P-II. [B. setacea BS02 (Isolate from shij
+
Score Fvsvg(-)lfgv 22; Slr?t?e(;tgjt? Sequence M%E)ed
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1 056-0801.5884.5935.2 2 18.19 18.19 87.7 3.02e+008 (K)LEVAVADDQLDSVVEAISK(A) 2001.039
2 056-0801.4707.4743.0 2 17.96 7.61 96.2 4.60e+007 (K)IFVSSLEQVIR(I) 1290.742
3 057-0901.5944.5944.2 2 16.69 16.69 79.3 7.12e+007 (K)LEVAVADDQLDSVVEAISK(A) 2001.039
4 055-0701.4292.4312.3 3 16.34 16.34 85.0 2.50e+007 (R)EALSEIGVQGITVTEVK(G)  1772.965
5 055-0701.4290.4306.2 2 15.47 11.46 90.6 4.17e+007 (R)EALSEIGVQGITVTEVK(G) 1772.965
6 056-0801.4570.4636.0 2 13.19 4.16 88.8 4.89e+007 (R)GAEYVVDFLPK(T) 1237.647
7 055-0701.9742.9742.0 2 12.00 12.00 79.3 1.21e+007 (R)EALSEIGVQGITVTEVK(G) 1772.965
8 056-0801.4223.4223.0 2 7.70 4.08 63.5 9.18e+007 (R)EALSEIGVQGITVTEVK(G) 1772.965
9 055-0701.9941.9941.0 2 6.18 6.18 82.9 3.03e+006 (R)EALSEIGVQGITVTEVK(G) 1772.965
o Distinc& Total .
e S e e NS AL, oL W 2NN,
#) Search 9 m't’ensity (Da)
Score
4 4.2 9 4 65.25 51 6.75e+008 12111.0 PA_BS12:2189569075
# Fi Fwd-Rev SPl Spectrum MH"
ilename z Score Score (%) Intensity Sequence Ma(g::)ed
1 056-0801.5884.5935.2 2 18.19 18.19 87.7 3.02e+008 (K)LEVAVADDQLDSVVEAISK(A) 2001.039
2 057-0901.5360.5396.2 2 17.53 8.94 92.0 7.89e+007 (K)IFVSVLEQVVR(I) 1288.763
3 057-0901.5944.5944.2 2 16.69 16.69 79.3 7.12e+007 (K)LEVAVADDQLDSVVEAISK(A) 2001.039
4 055-0701.4292.4312.3 3 16.34 16.34 85.0 2.50e+007 (R)EALSEIGVQGITVTEVK(G) 1772.965
5 055-0701.4290.4306.2 2 15.47 11.46 90.6 4.17e+007 (R)EALSEIGVQGITVTEVK(G) 1772.965
6 056-0801.4570.4636.0 2 13.19 4.16 88.8 4.89e+007 (R)GAEYVVDFLPK(T) 1237.647
7 055-0701.9742.9742.0 2 12.00 12.00 79.3 1.21e+007 (R)EALSEIGVQGITVTEVK(G) 1772.965
8 056-0801.4223.4223.0 2 7.70 4.08 63.5 9.18e+007 (R)EALSEIGVQGITVTEVK(G) 1772.965
9 055-0701.9941.9941.0 2 6.18 6.18 82.9 3.03e+006 (R)EALSEIGVQGITVTEVK(G) 1772.965
Distinct
Group Subgroup Spectra l%';i:zgts S'\tjlrg/n'\;lgd % AA P-{gtt:iln Prlx(/)lwn Database
#) #) #) ) Search Coverage ISn[tJ:r(]:;ri?I (Da) Accession #
Score y
4 4.3 9 4 64.12 51 7.04e+008 12099.0 PA_BSC2:2534574907
# Fi Fwd-Rev SPI Spectrum MH*
ilename z Score Score (%) Intensity Sequence Mezg::)ed
1 056-0801.5884.5935.2 2 18.19 18.19 87.7 3.02e+008 (K)LEVAVADDQLDSVVEAISK(A) 2001.039
2 057-0901.5944.5944.2 2 16.69 16.69 79.3 7.12e+007 (K)LEVAVADDQLDSVVEAISK(A) 2001.039
3 056-0801.4364.4414.0 2 16.40 10.46 88.7 1.08e+008 (K)IFVSTLEQVVR(I) 1290.742
4 055-0701.4292.4312.3 3 16.34 16.34 85.0 2.50e+007 (R)EALSEIGVQGITVTEVK(G) 1772.965
5 055-0701.4290.4306.2 2 15.47 11.46 90.6 4.17e+007 (R)EALSEIGVQGITVTEVK(G) 1772.965
6 056-0801.4570.4636.0 2 13.19 4.16 88.8 4.89e+007 (R)GAEYVVDFLPK(T) 1237.647
7 055-0701.9742.9742.0 2 12.00 12.00 79.3 1.21e+007 (R)EALSEIGVQGITVTEVK(G) 1772.965
8 056-0801.4223.4223.0 2 7.70 4.08 63.5 9.18e+007 (R)EALSEIGVQGITVTEVK(G)  1772.965
9 055-0701.9941.9941.0 2 6.18 6.18 82.9 3.03e+006 (R)EALSEIGVQGITVTEVK(G) 1772.965
Group Subgroup Spectra Distinct o5 AA Total ) Database
) ® ® Distinct Summed coyerage Protein  Protein Accession #
Peptides MS/MS Spectral MW
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PA_BS12:2189569075 0r2390 Nitrogen regulatory protein Pll [B. setacea BS12] 112 bp
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#) Search Intensity (Da)
Score
5 51 8 4 64.34 41 2.03e+008 12471.3 PA Bse02:2503998471
# Fi Fwd-Rev SPI Spectrum MH"
ilename z Score Score (%)  Intensity Sequence Ma(g::)ed
1 059-1401.4224.4235.2 2 18.18 12.38  94.4 6.62e+007 (K)TDFDVVLTSVGEK(K) 1409.716
2 059-1401.2203.2226.0 3 17.61 11.20 95.4 3.17e+006 (K)KQLEEAGASVELK(-) 1401.759
3 056-0801.2194.2200.0 3 15.95 9.14 87.4 6.19e+005 (K)KQLEEAGASVELK(-) 1401.759
4 056-0801.2455.2533.2 2 14.81 9.95 86.7 9.10e+006 (K)QLEEAGASVELK(-) 1273.664
5 059-1401.2495.2562.2 2 13.94 8.70 87.2 2.12e+007 (K)QLEEAGASVELK(-) 1273.664
6 060-1501.9537.9541.2 2 13.74 13.74 75.5 4.17e+007 (K)EDIINAIAEMSVTDVVELISAMEEK(F) 2749.353
7 064-1601.9473.9480.2 2 12.18 12.18 65.7 5.90e+007 (K)EDIINAIAEMSVTDVVELISAMEEK(F) 2749.353
8 064-1601.2502.2502.0 2 6.50 2.92 100.0 1.62e+006 (K)QLEEAGASVELK(-) 1273.664
Distinct
Group Subgroup Spectra Eé;::ggg S'\L/JIrSn/n'\)Igd % AA PIgtt:iln Pr,sl:;\a/m Datab_ase Protein Name
#) #) #) ) Search Coverage ISpectr‘al (Da) Accession #
Score ntensity
5 52 9 3 48.45 30 2.58e+008 12772.7 PA_Bse08:2503995486
. Fwd-Rev SPI Spectrum MH*
# Filename z Score Score (%) Intensity Sequence Mazg:g)ed
1 059-1401.2203.2226.0 3 17.61 11.20 95.4 3.17e+006 (K)KQLEEAGASVELK(-) 1401.759
2 058-1301.9922.9922.2 2 16.03 9.69 81.8 2.59e+007 (K)EDILNAIAEMSVMDVVELVEAMEEK(F) 2807.340
3 056-0801.2194.2200.0 3 15.95 9.14 87.4 6.19e+005 (K)KQLEEAGASVELK(-) 1401.759
4 065-1701.9412.9412.2 2 15.11 15.11 77.2 1.41e+007 (K)EDILNAIAEMSVMDVVELVEAMEEK(F) 2807.340
5 056-0801.2455.2533.2 2 1481 9.95 86.7 9.10e+006 (K)QLEEAGASVELK(-) 1273.664
6 058-1301.9919.9927.3 3 14.18 14.18 70.7 4.40e+007 (K)EDILNAIAEMSVMDVVELVEAMEEK(F) 2807.340
7 059-1401.2495.2562.2 2 13.94 8.70 87.2 2.12e+007 (K)QLEEAGASVELK(-) 1273.664
8 059-1401.10055.10055.0 2 10.51 10.51 64.6 1.38e+008 (K)EDILNAIAEMSVMDVVELVEAMEEK(F) 2807.340
9 064-1601.2502.2502.0 2 6.50 2.92 100.0 1.62e+006 (K)QLEEAGASVELK(-) 1273.664
Distinct SDUIE:Ir\qZ:i Total Protein
G'(‘;;‘p S”bg)"“p Sp&")t’a Peptides MS/MS 0 eAraAge Spprgé‘t*;gl MW ACD;"‘;‘ZZ?;[? ) Protein Name
#) Search Intensity (Da)
Score
6 6.1 6 4 62.66 34 1.60e+008 20313.3 PA_Bse _meta_comb:2073575697
# Fi Fwd-Rev SPl Spectrum MH*
ilename z Score Score (%) Intensity Sequence Ma(g::)ed
1 055-0701.2715.2723.0 2 19.17 15.73 98.7 5.89e+006 (K)EVTEEVADQAATMEK(Q) 1650.753
2 058-1301.3262.3262.0 2 16.01 8.18 88.6 1.09e+007 (K)FADTASSFLDQSGK(G) 1473.686
3 058-1301.6556.6607.2 2 13.95 6.75 76.5 1.02e+008 (K)SLLSAIPGASTLMSAAPALK(K) 1899.063
4 058-1301.5761.5761.2 2 13.53 7.23 83.2 3.13e+007 (K)AASQLTSQFESLGLGADMIPK(F) 2164.096
5 055-0701.2711.2711.2 2 13.26 13.26 89.3 5.36e+006 (K)EVTEEVADQAATMEK(Q) 1650.753
6 055-0701.2737.2737.0 2 10.47 5.96 68.8 5.38e+006 (K)EVTEEVADQAATMEK(Q) 1650.753
Distinct
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PA_Bse02:2503998471 BS02DRAFT_00025200 ribosomal protein L7/L12 [B. setacea BS02 (Isolate from shipworm

PA_Bse08:2503995486 BSO8DRAFT_00039490 ribosomal protein L7/L12 [B. setacea BS08 (Isolate from shipworm

PA_Bse_meta_comb:2073575697 BaSeMet_00193530 Protein of unknown function VcgC/VcgE (DUF27¢
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Group Subgroup Spectra Eé;::ggts Shlljlglnhjlgd % AA PIgttgiln Pr,\(;':;\a/m Database Protein Name
#) #) #) ) Search Coverage Spect(al (Da) Accession #
Score Intensity
7 7.1 10 5 60.80 16 5.13e+008 44282.5 PA BSC2:2534573496
# Ei Fwd-Rev SPl Spectrum MH"
ilename z Score Score (%) Intensity Sequence Ma(g::)ed
1 058-1301.2805.2809.0 3 17.69 17.69 91.6 2.73e+006 (R)GITIATSHVEYDSPER(H) 1774.861
2 058-1301.7644.7679.2 2 14.09 4.16 83.8 9.13e+007 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
3 055-0701.7475.7531.2 2 13.62 2.12 85.1 9.59e+007 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
4 064-1601.2808.2808.0 3 12.41 12.41 85.9 2.40e+006 (R)GITIATSHVEYDSPER(H) 1774.861
5 056-0801.7898.7933.2 2 12.03 3.13 81.8 2.84e+008 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
6 064-1601.2795.2795.0 3 11.16 11.16 86.0 2.63e+006 (R)GITIATSHVEYDSPER(H) 1774.861
7 053-0502.5858.5858.0 2 10.34 4.88 64.0 4.59e+006 (R)GIINVGEEMEIIGIK(D) 1614.878
8 058-1301.2700.2700.2 2 9.43 475 79.0 2.51e+006 (K)TTLTAALTR(V) 947.553
9 053-0501.3501.3520.0 2 9.25 4.82 72.3 1.35e+007 (K)FEAEVYVLSK(D) 1184.620
10 053-0502.3506.3506.2 2  8.97 4.22 72.0 1.34e+007 (K)FEAEVYVLSK(D) 1184.620
Distinct
Group Subgroup Spectra PDeI[SJES(éts S&gﬂmgd % AA P-:—gtt:iln Pr’a’\(zm Databfase Protein Name
#) #) #) ) Search Coverage ISpc—:‘ctr_al (Da) Accession #
Score ntensity
7 7.2 9 4 52.90 13 5.73e+008 44298.7 PA Bse02:2503998465
# Fi Fwd-Rev SPl Spectrum MH*
ilename z Score Score (%) Intensity Sequence Mezg::)ed
1 058-1301.3316.3344.0 3 18.93 10.51 91.7 2.37e+007 (R)GITIATSHVEYDSPIR(H) 1758.903
2 059-1401.3356.3356.0 3 15.55 9.70 88.6 2.67e+007 (R)GITIATSHVEYDSPIR(H) 1758.903
3 058-1301.7644.7679.2 2 14.09 4.16 83.8 9.13e+007 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
4 055-0701.7475.7531.2 2 13.62 2.12 85.1 9.59e+007 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
5 058-1301.3332.3332.0 2 12.28 6.94 83.8 1.16e+007 (R)GITIATSHVEYDSPIR(H) 1758.903
6 056-0801.7898.7933.2 2 12.03 3.13 81.8 2.84e+008 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
7 060-1501.3441.3441.0 3 11.63 11.63 71.4 7.12e+006 (R)GITIATSHVEYDSPIR(H) 1758.903
8 059-1401.3620.3620.0 2 10.45 459 74.5 3.04e+007 (K)VGEEISIVGIK(D) 1143.662
9 058-1301.2700.2700.2 2 9.43 475 79.0 2.51e+006 (K)TTLTAALTR(V) 947.553
Distinct
Group Subgroup Spectra PDe';:ggts S'\L/Jg/mgd % AA PIgtt:iln Protein Database
#) #) #) ) Search Coverage Isn‘t):r::;rifl (Da) Accession #
Score Y
8 8.1 15 4 57.22 17 3.14e+008 43960.4 PA_Bse_meta_comb:2073561917
. Fwd-Rev SPl Spectrum MH*
# Filename z Score Score (%) Intensity Sequence Mazg:g)ed
1 060-1501.5422.5463.2 2 15.89 15.89 88.9 2.80e+007 (K)GFPSTLGMLIDTGR(N) 1464.752
2 059-1401.5646.5680.2 2 14.84 11.78 87.1 3.70e+007 (K)GFPSTLGMLIDTGR(N) 1464.752
3 064-1601.5386.5462.0 2 14.81 8.25 86.6 4.48e+007 (K)GFPSTLGMLIDTGR(N) 1464.752
4 064-1601.5425.5438.2 2 14.35 14.35 87.0 2.61e+007 (K)GFPSTLGMLIDTGR(N) 1464.752

http://spectrummillxp/millscripts/summaryPP.pl

Page 9 of 24

PA_BSC2:2534573496 Bsc2_01181 translation elongation factor 1A (EF-1A/EF-Tu) [Alteromonadacea bacterium Bs:

PA_Bse02:2503998465 BS02DRAFT_00025140 translation elongation factor TU [B. setacea BS02 (Isolate from shi

PA_Bse_meta_comb:2073561917 BaSeMet_00055730 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [l
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5 060-1501.3092.3097.0 3 14.26 6.59 72.4 8.88e+006 (R)NGWGGANRPSGASSSTDLNTYVDESR(I) 2698.209
6 064-1601.7966.7985.0 2 13.78 4.34 90.7 3.46e+007 (R)WFPEAFQTLLENAYPPL(-) 2036.017
7 059-1401.3491.3523.2 2 13.29 8.49 88.3 2.84e+007 (R)IGAIAGPADGDGLGLR(G) 1452.781
8 065-1701.3637.3653.0 2 12.79 7.26 87.1 5.29e+006 (R)IGAIAGPADGDGLGLR(G) 1452.781
9 058-1301.3029.3035.0 3 12.78 7.78 73.2 1.16e+007 (R)NGWGGANRPSGASSSTDLNTYVDESR(1) 2698.209
10 065-1701.5453.5484.2 2 12.70 9.31 70.4 1.10e+007 (K)GFPSTLGMLIDTGR(N) 1464.752
11 064-1601.3578.3609.2 2 12.68 7.44 85.7 1.30e+007 (R)IGAIAGPADGDGLGLR(G) 1452.781
12 064-1601.8002.8002.0 2 10.40 2.88 78.5 3.07e+007 (R)WFPEAFQTLLENAYPPL(-) 2036.017
13 065-1701.3626.3626.0 2 9.64 4.73 87.5 4.88e+006 (R)IGAIAGPADGDGLGLR(G) 1452.781
14 064-1601.3085.3085.0 3  9.27 9.27 72.2 8.76e+006 (R)NGWGGANRPSGASSSTDLNTYVDESR(I) 2698.209
15 060-1501.5373.5373.2 2 7.58 7.58 62.5 2.08e+007 (K)GFPSTLGMLIDTGR(N) 1464.752
Distinct
Group Subgroup Spectra Eé;:ggts S,\L/jlg]/mgd % AA PIgtt:iln Prlas\alln Databgse
#) #) #) ) Search Coverage I?];;gr?;rlgll (Da) Accession #
Score
8 8.2 9 4 48.06 6 1.31e+008 112508.2 PA_ Bse_meta comb:2073561919
. Fwd-Rev SPl Spectrum MH*
# Filename z Score Score (%) Intensity Sequence Mazts::)ed
1 059-1401.3491.3523.2 2 13.29 8.49 88.3 2.84e+007 (R)IGAIAGPADGDGLGLR(G) 1452.781
2 064-1601.7293.7305.0 3 12.81 471 74.5 1.10e+007 (R)YQNEYIAPIVEILSDPAYANIR(I) 2552.304
3 065-1701.3637.3653.0 2 12.79 7.26 87.1 5.29e+006 (R)IGAIAGPADGDGLGLR(G) 1452.781
4 064-1601.3578.3609.2 2 12.68 7.44 85.7 1.30e+007 (R)IGAIAGPADGDGLGLR(G) 1452.781
5 059-1401.6996.7032.2 2 12.35 12.35 74.6 4.10e+007 (R)VDNPFVGANWYIDPIWSAK(A) 2192.082
6 064-1601.6618.6618.2 2 10.79 6.24 69.7 1.04e+007 (R)VDNPFVGANWYIDPIWSAK(A) 2192.082
7 065-1701.3626.3626.0 2 9.64 4.73 87.5 4.88e+006 (R)IGAIAGPADGDGLGLR(G) 1452.781
8 060-1501.4885.4885.2 2 9.61 9.61 70.1 1.37e+007 (R)GLPSNIGMLIDTGR(N) 1443.763
9 065-1701.4916.4916.2 2 7.71 7.71 63.1 3.45e+006 (R)GLPSNIGMLIDTGR(N) 1443.763
o Distinct Total )
Group Subgroup Spectra PDeI[SJES(éts S&gﬂmgd % AA Protein Pr’\%e\:/m Database Protein Name
#) #) #) ) Search Coverage ISpc—:‘ctr_al (Da) Accession #
Score ntensity
9 9.1 11 3 55.90 50 6.92e+008 9107.5 PA_BS12:2189570079
# Fi Fwd-Rev SPl Spectrum MH"
ilename z Score Score (%) Intensity Sequence Ma(g::)ed
1 058-1301.5258.5312.2 2 20.73 12.03 95.5 1.19e+008 (R)ALDAVTESIAAALK(E) 1372.769
2 058-1301.4429.4435.2 2 18.35 13.91 91.8 6.08e+007 (K)SELVEAIAASADISK(A) 1503.791
3 058-1301.6012.6074.2 2 16.82 7.46 95.2 1.54e+008 (K)EGDQVALVGFGTFLVK(E) 1679.901
4 058-1301.6082.6096.3 3 16.40 8.95 89.6 3.44e+007 (K)EGDQVALVGFGTFLVK(E) 1679.901
5 058-1301.4303.4387.2 2 1298 7.78 71.8 1.37e+008 (K)SELVEAIAASADISK(A) 1503.791
6 059-1401.4568.4568.2 2 1217 7.06 71.4 2.37e+007 (K)SELVEAIAASADISK(A) 1503.791
7 059-1401.6355.6360.2 2 1193 4.81 86.2 4.07e+007 (K)EGDQVALVGFGTFLVK(E) 1679.901
8 057-0901.6124.6155.0 2 10.98 2.87 81.1 7.57e+007 (K)EGDQVALVGFGTFLVK(E) 1679.901
9 058-1301.10128.10128.2 2 9.34 5.10 67.9 4.70e+006 (K)SELVEAIAASADISK(A) 1503.791
10 058-1301.10031.10031.0 2 6.75 2.59 77.7 1.89e+007 (K)EGDQVALVGFGTFLVK(E) 1679.901
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PA_BS12:2189570079 or3306 Bacterial nucleoid DNA-binding protein [B. setacea BS12] 90 bp
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PA_Bse_meta_comb:2073561919 BaSeMet_00055750 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
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11 059-1401.4545.4545.2 2 6.56

Group Subgroup Spectra I%;ESZL
&) @) @) )

9 9.2 11 3

# Filename z Score
1 058-1301.4429.4435.2 2 1835
2 058-1301.5103.5129.2 2 17.95
3 058-1301.6012.6074.2 2 16.82
4 058-1301.6082.6096.3 3 16.40
5 058-1301.4303.4387.2 2 12.98
6 059-1401.4568.4568.2 2 1217
7 059-1401.6355.6360.2 2 1193
8 057-0901.6124.6155.0 2 10.98
9 058-1301.10128.10128.2 2 9.34
10 058-1301.10031.10031.0 2 6.75
11 059-1401.4545.4545.2 2 6.56

Group Subgroup Spectra I%;ESZL
&) @ @) )

9 9.3 11 3

# Filename z Score
1 058-1301.4429.4435.2 2 1835
2 058-1301.4866.4913.0 2 17.67
3 058-1301.6012.6074.2 2 16.82
4 058-1301.6082.6096.3 3 16.40
5 058-1301.4303.4387.2 2 12.98
6 059-1401.4568.4568.2 2 1217
7 059-1401.6355.6360.2 2 1193
8 057-0901.6124.6155.0 2 10.98
9 058-1301.10128.10128.2 2 9.34
10 058-1301.10031.10031.0 2  6.75
11 059-1401.4545.4545.2 2 6.56

Distinct

Group Subgroup Spectra Peptides
#) ® ) “
9 9.4 6 2

6.56

Distinct
Summed
MS/MS
Search
Score

53.12

Fwd-Rev
Score

13.91
17.95
7.46
8.95
7.78
7.06
481
2.87
5.10
2.59
6.56

Distinct
Summed
MS/MS
Search
Score

52.84

Fwd-Rev
Score

13.91
9.39
7.46
8.95
7.78
7.06
481
2.87
5.10
2.59
6.56

Distinct
Summed
MS/MS
Search
Score

39.82

Fwd-Rev

http://spectrummillxp/millscripts/summaryPP.pl

61.2 2.23e+007

Total
% AA Protein
Coverage Spectral
Intensity

a1

SPI Spectrum
(%) Intensity
91.8 6.08e+007
92.0 6.25e+007
95.2 1.54e+008
89.6 3.44e+007
1.8 1.37e+008
71.4 2.37e+007
86.2 4.07e+007
1.1 7.57e+007
7.9 4.70e+006
7.7 1.89e+007
1.2 2.23e+007

Total
% AA Protein
Coverage Spectral
Intensity

(K)SELVEAIAASADISK(A)  1503.791
Pr'\(;ls\a/m Database
Accession #
(Da)

50 6.35e+008 9164.5 PA_Bse08:2503994572

Sequence

(K)SELVEAIAASADISK(A)
(R)ALDAVTESIANALK(E)
(K)EGDQVALVGFGTFLVK(E)
(K)EGDQVALVGFGTFLVK(E)
(K)SELVEAIAASADISK(A)
(K)SELVEAIAASADISK(A)
(K)EGDQVALVGFGTFLVK(E)
(K)EGDQVALVGFGTFLVK(E)
(K)SELVEAIAASADISK(A)
(K)EGDQVALVGFGTFLVK(E)
(K)SELVEAIAASADISK(A)

Protein

(CLY

Database
Accession #

MH*
Matched
(Da)
1503.791
1415.775
1679.901
1679.901
1503.791
1503.791
1679.901
1679.901
1503.791
1679.901
1503.791

50 1.01e+009 9105.4 PA BSC2:2534572633

SPI Spectrum
(%) Intensity
91.8 6.08e+007
95.0 4.42e+008
95.2 1.54e+008
89.6 3.44e+007
1.8 1.37e+008
71.4 2.37e+007
86.2 4.07e+007
1.1 7.57e+007
7.9 4.70e+006
7.7 1.89e+007
1.2 2.23e+007

Total
% AA Protein
Coverage Spectral
Intensity

W

SPI  Spectrum

Sequence

(K)SELVEAIAASADISK(A)
(R)ALDAVTESIASALK(E)
(K)EGDQVALVGFGTFLVK(E)
(K)EGDQVALVGFGTFLVK(E)
(K)SELVEAIAASADISK(A)
(K)SELVEAIAASADISK(A)
(K)EGDQVALVGFGTFLVK(E)
(K)EGDQVALVGFGTFLVK(E)
(K)SELVEAIAASADISK(A)
(K)EGDQVALVGFGTFLVK(E)
(K)SELVEAIAASADISK(A)

MH*
Matched
(Da)
1503.791
1388.764
1679.901
1679.901
1503.791
1503.791
1679.901
1679.901
1503.791
1679.901
1503.791

Pr'\(;ls\a/m Database
(Da) Accession #

33 4.51e+008 9107.5 PA_Bse02:2503999877

MH*

Protein Name
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PA_Bse08:2503994572 BSO8DRAFT_00030860 Bacterial DNA-binding protein. [B. setacea BS08 (Isolate from shipv

PA_BSC2:2534572633 Bsc2_00317 Bacterial nucleoid DNA-binding protein [Alteromonadacea bacterium Bsc2]

PA_Bse02:2503999877 BS02DRAFT_00006580 Bacterial DNA-binding protein. [B. setacea BS02 (Isolate from shipv
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F*

@ 0 & W N =

Filename

057-0901.4319.4390.0
058-1301.6012.6074.2
058-1301.6082.6096.3
059-1401.6355.6360.2
057-0901.6124.6155.0
058-1301.10031.10031.0

Group Subgroup Spectra
# ) #)

10 10.1 13

F*

‘B ‘B “: ‘H © joo N (o [0 [ W IN -

Filename z

057-0901.4644.4719.2
057-0901.2887.2921.2
057-0901.3689.3718.0
065-1701.2949.2979.2
052-0401.4935.4986.0
065-1701.3998.4019.0

058-1301.2909.2909.0
065-1701.4959.4959.0
065-1701.2955.2955.0
064-1601.3944.3944.0
058-1301.4735.4758.2
057-0901.4921.4921.0

Group Subgroup Spectra
*) ) #

11 11.1 7

H*

N o o A W N e

Filename z

059-1401.6305.6350.0 3
059-1401.4804.4888.3 3
064-1601.5984.6007.0 3
064-1601.4768.4775.0 3
059-1401.4067.4082.0 3
060-1501.4766.4793.0 3
065-1701.2867.2867.0 2

Group Subgroup Spectra

2
2
2
2
2
2
065-1701.4952.4990.0 2
2
2
2
2
2
2

z Score

23.00
16.82
16.40
11.93
10.98

6.75

N NN W NN

Distinct
Peptides
#)

Score (%) Intensity

14.42 100.0 1.27e+008
7.46 95.2 1.54e+008
8.95 89.6 3.44e+007

Sequence

481 86.2 4.07e+007

2.87 81.1 7.57e+007

259 77.7 1.89e+007
Distinct

Total .

Summed . Protein
MSMS  GoUige Spocral MW
Search - (Da)
Score Intensity

55.27 29 3.78e+009 11367.4 PA_Bse_meta_comb:2073565234

Matched
(Da)

(R)ALDAVTDSIAGALK(E)  1344.738
(K)EGDQVALVGFGTFLVK(E) 1679.901
(K)EGDQVALVGFGTFLVK(E) 1679.901
(K)EGDQVALVGFGTFLVK(E) 1679.901
(K)EGDQVALVGFGTFLVK(E) 1679.901
(K)EGDQVALVGFGTFLVK(E) 1679.901

Database
Accession #

Protein Name

n

Score Fvg;i(—)l?:v (SOZ)I Slr?g;t;{[? Sequence Mzml:_‘hed
(Da)

20.43 9.60 98.2 3.38e+009 (K)TVTAMDVVYALK(R) 1310.703
17.89 11.56 96.7 1.97e+008 (R)ISGLIYEETR(G) 1180.621
16.95 595 97.9 5.25e+007 (K)VFLENVIR(D) 989.578
16.81 10.72 94.7 3.94e+006 (R)ISGLIYEETR(G) 1180.621
15.66 8.74 91.6 5.28e+006 (K)TVTAMDVVYALK(R) 1310.703
14.65 5.44 95.9 5.06e+006 (K)VFLENVIR(D) 089.578
14.44 7.40 84.6 5.75e+006 (K)TVTAMDVVYALK(R) 1310.703
14.33 8.95 87.9 1.04e+007 (R)ISGLIYEETR(G) 1180.621
13.06 8.27 69.5 4.20e+006 (K)TVTAMDVVYALK(R) 1310.703
12.81 7.49 88.6 3.11e+006 (R)ISGLIYEETR(G) 1180.621
12.58 4.19 92.8 1.10e+007 (K)VFLENVIR(D) 989.578
12.50 7.42 67.9 5.55e+007 (K)TVTAMDVVYALK(R) 1310.703
9.10 3.46 67.6 3.71e+007 (K)TVTAMDVVYALK(R) 1310.703
o Distinct Total .

%32322 S,\ljg/n,\jlgd C%AA SPrott?inI Protein ADatab_ase#
) Search overage Inlt):r?sri?y (Da) ccession

Score
4 53.35 10 2.42e+009 77470.6 PA_Bse08:2503996278

Score

15.14
14.71
14.67
13.78
12.98
12.75
10.52

Distinct

Fwd-Rev SPl Spectrum
Score (%) Intensity

10.73 80.6 5.33e+008
4,89 72.5 1.70e+009
9.70 78.4 2.04e+007
9.24 79.1 4.55e+007
2.69 84.2 4.13e+007

8.68 74.5 7.95e+007

Sequence

(R)WDH IVPGVDEDWQNAFVDYMK (K)
(R)FP1APQTLDPNDAQG I GSVQNGGVLK(N)
(R)WDHIVPGVDEDWQNAFVDYMK (K)
(R)FP1APQTLDPNDAQG I GSVQNGGVLK(N)
(R)LIISPHTYGPSVFVQK(Q)
(R)FP1APQTLDPNDAQG I GSVQNGGVLK(N)

3.63 79.7 2.55e+006 (R)TIQQTMDEIK(A)
Distinct Total
Summed % AA Protein  Protein

http://spectrummillxp/millscripts/summaryPP.pl

Database

Protein Name
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PA_Bse_meta_comb:2073565234 BaSeMet_00088900 Histones H3 and H4 [Bankia setacea microbiome

PA_Bse08:2503996278 BSO8DRAFT_00001670 Cellulose or protein binding domain./Cellulose binding domain./Cel

MH*
Matched
(Da)
2564.156
2636.368
2564.156
2636.368
1785.990
2636.368
1206.604
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) @] @]

12 121 6

I+

Filename z

058-1301.4298.4298.0 3
058-1301.5590.5603.0 3
058-1301.4317.4328.2 2
058-1301.6197.6234.2 2
058-1301.4309.4309.0 3
058-1301.6207.6207.0 2

[ o & W N e

Group Subgroup Spectra
# #) #)

12 12.2 3

F*

Filename z

058-1301.4406.4411.2 2
058-1301.6197.6234.2 2
058-1301.6207.6207.0 2

w N -

Group Subgroup Spectra
*) (G #

13 13.1 6

F*

Filename z

059-1401.4706.4717.0 2
059-1401.2848.2864.0 2
060-1501.4700.4700.0 2
064-1601.2832.2832.0 2
059-1401.8065.8065.0 3
065-1701.2874.2874.0 2

@ o & W N =

Group Subgroup Spectra
*) # #

14 14.1 3

# Filename z

1 055-0701.7712.7727.0 3

PA_BSC2:2534576049 Bsc2_03736 chaperonin GroL [Alteromonadacea bacterium Bsc2]

PA_BS12:2189569223 0r2536 Ribosomal protein S1 [B. setacea BS12] 559 bp

Peptides MS/MS Coverage Spectral MW Accession #
#) Search Intensity (Da) Protein Name
Score
3 43.45 10 2.58e+008 46154.6 PA_Bse02:2503998146
MH*
Fwd-Rev SPl Spectrum
Score Score (%) Intensity Sequence Matched
(Da)
15.19 8.75 79.5 2.61e+007 (R)SDFSQYWDQITPENEGK(W) 2043.894
14.98 10.39 87.3 2.95e+007 (K)RPAMDWLMNYLGR(-) 1622.794
14.58 5.24 90.4 3.06e+007 (R)SDFSQYWDQITPENEGK(W) 2043.894
13.28 9.56 80.9 8.84e+007 (R)DQYNWGPLDAIYDYAR(A)  1959.888
11.84 8.47 81.6 2.70e+007 (R)SDFSQYWDQITPENEGK(W) 2043.894
9.82 451 62.7 5.62e+007 (R)DQYNWGPLDAIYDYAR(A) 1959.888
Distinct
. Total )
Distinct Summed ; Protein
) % AA Protein Database )
Peptides MS/MS Coverage Spectral MwW Accession # Protein Name
#) Search Intensity (Da)
Score
2 29.94 3 1.60e+008 99497.3 PA_Bse08:2503994382
MH*
Fwd-Rev SPI Spectrum
Score Score (%) Intensity Sequence Matched
(Da)
16.66 10.31 92.9 1.49e+007 (R)SDFTQYWDQITPENEGK(W) 2057.909
13.28 9.56 80.9 8.84e+007 (R)DQYNWGPLDAIYDYAR(A)  1959.888
9.82 451 62.7 5.62e+007 (R)DQYNWGPLDAIYDYAR(A)  1959.888
Distinct Distinc':j . Tota_l ) )
Peptides Summe % AA Protein  Protein MW Database Protein Name
MS/MS Search Coverage Spectral (Da) Accession #
Score Intensity
3 42.62 12 1.71e+008 56981.3 PA_BSC2:2534576049
MH*
Fwd-Rev SPI Spectrum
Score Score (%) Intensity Sequence Matched
(Da)
17.90 7.82 93.8 9.40e+007 (K)MLAGVNVLADAVK(I) 1300.730
14.89 9.24 81.4 3.90e+006 (R)QIVTNAGDEASVIAEK(V) 1644.844
14.36 9.10 82.5 1.37e+007 (K)MLAGVNVLADAVK(I) 1300.730
10.73 7.14 94.2 2.34e+006 (R)QIVTNAGDEASVIAEK(V) 1644.844
9.83 2.18 73.2 5.57e+007 (R)KAMLQDIAILTGATVISEEVGLDLEGATLEHLGQAKR(F) 3891.090
6.26 2.45 93.2 1.08e+006 (R)QIVTNAGDEASVIAEK(V) 1644.844
Distinct Total
Distinct Summed ; Protein
Peptides MS/MS % AA Protein MwW Database Protein Name
Coverage Spectral Accession #
#) Search | . (Da)
ntensity
Score
3 41.73 9 1.01e+008 61419.7 PA_BS12:2189569223
Score Fwd-Rev SPl Spectrum Sequence M,\th+d
Score (%) Intensity q atche
(Da)
17.38 8.99 83.5 1.78e+007 (K)VVNLGDEVEVMILDIDEER(R) 2187.086

http://spectrummillxp/millscripts/summaryPP.pl
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PA_Bse02:2503998146 BS02DRAFT_00013230 Glycosyl hydrolase family 10. [B. setacea BS02 (Isolate from shipw

PA_Bse08:2503994382 BS08DRAFT_00000020 Cellulose or protein binding domain./Glycosyl hydrolase family 10./
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057-0901.5015.5033.0 3
057-0901.4485.4485.2 2

[ 1N

Group Subgroup Spectra
# #) #)

15 15.1 8

F*

Filename z

064-1601.2771.2782.0 2
060-1501.2793.2798.2 2
065-1701.7874.7874.0 3
065-1701.7687.7717.0 3
064-1601.2794.2794.0 2
064-1601.2776.2776.0 2
060-1501.2776.2776.0 2
064-1601.2762.2762.0 2

0 N o [0 B W N =

Group Subgroup Spectra
#) (#) (#)

16 16.1 12

I+

Filename z

059-1401.4086.4124.0 2
060-1501.4131.4131.2 2
065-1701.4623.4670.3 3
059-1401.4633.4725.2 2
064-1601.4600.4648.2 2
064-1601.4608.4638.3 3
060-1501.4596.4618.2 2
065-1701.4176.4229.0 3
059-1401.4064.4122.3 3
059-1401.4645.4751.3 3
065-1701.4635.4641.2 2
058-1301.4581.4599.2 2

= = 2 0 (o No O s W IN e
=

Group Subgroup Spectra
#) (#) (#)
17 17.1 9

# Filename z

15.40 9.07 91.2 4.94e+007 (K)KGDELETVVLAIDPER(E) 1783.944
8.95 8.95 62.2 3.34e+007 (K)QLDEDPFTIYVGTNDK(G) 1854.876
Distinct SDulﬁ"ltmgzi Total Protein
Peptides MS/MS Cc‘:éeAr:ge SPprgcl:’ta:ZI MwW A?ggg;ﬁ?# Protein Name
#) Search Intensity (Da)
Score
3 41.56 24 4.86e+007 27641.5 PA_Bse02:2504001159
s Fwd-Rev SPl Spectrum MH"
core Score (%) Intensity Sequence Matched
(Da)
17.16 17.16 93.0 4.07e+006 (R)GANLAGDEFDSSYER(G) 1630.699
15.65 15.65 92.0 4.69e+006 (R)GANLAGDEFDSSYER(G) 1630.699
12.55 6.87 74.3 6.17e+006 (R)QTGEYDIEPNAVLVFDLELLEIK(S) 2648.371
11.85 11.85 74.8 1.86e+007 (K)QFDFAINPELIALAVTEVNAGTEQR(Y) 2746.405
11.28 8.02 84.3 4.34e+006 (R)GANLAGDEFDSSYER(G) 1630.699
10.58 521 77.5 3.83e+006 (R)GANLAGDEFDSSYER(G) 1630.699
8.39 5.12 82.3 3.52e+006 (R)GANLAGDEFDSSYER(G) 1630.699
7.45 7.45 83.1 3.38e+006 (R)GANLAGDEFDSSYER(G) 1630.699
Eis:!gct SEE%% % AA PIgtt:iln Pro:/t\a/in Database Protein N
ep(#l) es Search Coverage lSn;t)gr?;rlgll (Da) Accession # rotein Name
Score
2 38.50 19 1.42e+009 12753.8 PA_Bse_meta_comb:2073593092
Fwd-Rev SPl Spectrum MH*
Score Score (%) Intensity Sequence Mazg:g)ed
22.38 14.46 98.1 4.55e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
18.63 12.79 94.0 1.04e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
16.12 8.19 84.3 1.82e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
15.47 7.21 90.3 3.46e+008 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
14.16 5.12 77.9 3.63e+007 (K)DLYANTVLSGGSTMYPGIADR(M)  2201.055
13.77 5.88 78.7 2.69e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
13.74 5.88 78.8 4.73e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
13.56 8.45 73.0 2.34e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
13.12 6.47 76.1 4.39e+008 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
12.99 4,02 72.3 4.01e+008 (K)DLYANTVLSGGSTMYPGIADR(M)  2201.055
12.56 6.54 83.1 9.69e+006 (K)DLYANTVLSGGSTMYPGIADR(M)  2201.055
9.60 6.01 65.2 1.95e+007 (K)DLYANTVLSGGSTMYPGIADR(M)  2201.055
Distinct SDulztha % AA PIgtt:iln Protein Database )
Peptides MS/MS Coverage Spectral MwW Accession # Protein Name
#) Search Intensity (Da)
Score
3 38.08 47 6.83e+008 13375.7 PA_Bse_meta_comb:2073565643
Fwd-Rev SPl Spectrum MH"
Score Score (%) Intensity Sequence Mz?g:‘:)ed

http://spectrummillxp/millscripts/summaryPP.pl
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PA_Bse02:2504001159 BS02DRAFT_00031400 FKBP-type peptidyl-prolyl cis-trans isomerase./Domain amino term

PA_Bse_meta_comb:2073593092 BaSeMet_00367480 Actin and related proteins [Bankia setacea microkt

PA_Bse_meta_comb:2073565643 BaSeMet_00092990 Histone H2A [Bankia setacea microbiome (Combi
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PA_BS12:2189569790 or3098 FKBP-type peptidyl-prolyl cis-trans isomerases 1 [B. setacea BS12] 265 bp

PA_BSC2:2534576897 Bsc2_04586 pyruvate kinase (EC 2.7.1.40) [Alteromonadacea bacterium Bsc2]

PA_BS12:2189569860 or3165 Outer membrane receptor proteins, mostly Fe transport [B. setacea BS12] 1002 bp

1 064-1601.9579.9583.2 2 15.78 15.78 82.6 6.27e+007 (R)VGAGAPVYLAAVLEYLAAEVLELAGNAAR(D) 2871.562
2 058-1301.9981.10007.2 2 14.53 14.53 84.7 2.56e+008 (R)VGAGAPVYLAAVLEYLAAEVLELAGNAAR(D) 2871.562
3 065-1701.9498.9498.2 2 13.20 8.54 64.8 1.69e+007 (R)VGAGAPVYLAAVLEYLAAEVLELAGNAAR(D) 2871.562
4 058-1301.7024.7024.2 2 13.08 3.07 87.3 5.83e+007 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
5 057-0901.7196.7250.2 2 13.06 3.82 87.3 1.88e+008 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
6 058-1301.7002.7032.2 2 10.66 2.82 77.9 5.80e+007 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
7 059-1401.7284.7284.2 2 10.55 3.85 76.6 2.11e+007 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
8 058-1301.2474.2506.0 2 9.22 2.04 74.7 2.18e+006 (RYHLQLAIR(N) 850.526
9 059-1401.7271.7271.2 2 855 3.07 66.7 1.92e+007 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
o Distinct Total .
Group Subgroup Spectra PDeI[SJES(éts S&gﬂmgd % AA Protein Pr’a{:lm Database Protein Name
#) #) ) Search Coverage ISpectr_al (Da) Accession #
Score ntensity
18 18.1 7 3 37.82 18 2.71e+007 28847.5 PA BS12:2189569790
# Fi Fwd-Rev SPI Spectrum MH*
ilename z Score Score (%)  Intensity Sequence Mezg:;)ed
1 064-1601.4209.4217.0 2 14.81 8.32 90.5 7.01e+006 (R)AGTGAIPTAADTVLVNYR(G) 1789.945
2 064-1601.2755.2755.0 2 13.66 7.16 95.2 2.65e+006 (K)EGVVVAESGSGLQYK(I) 1522.775
3 064-1601.2760.2760.0 2  9.69 9.69 85.5 2.30e+006 (K)EGVVVAESGSGLQYK(I) 1522.775
4 064-1601.2729.2729.0 2 9.35 5.52 97.4 4.66e+006 (R)GTTLDGEEFDSSYSR(G) 1663.709
5 060-1501.2757.2757.2 2  8.22 8.22 62.3 2.40e+006 (R)GTTLDGEEFDSSYSR(G) 1663.709
6 064-1601.2724.2724.0 2 7.66 7.66 93.3 4.69e+006 (R)GTTLDGEEFDSSYSR(G) 1663.709
7 057-0901.2742.2742.0 2  7.00 3.03 100.0 3.37e+006 (K)EGVVVAESGSGLQYK(I) 1522.775
o Distinct Total _
Distinct Summed ; Protein
ST I T rendes WSS ooiliue specal N accessons o tane
Score ntensity
19 19.1 4 3 37.48 8 8.44e+007 52481.4 PA_BSC2:2534576897
. Fwd-Rev SPl Spectrum MH*
# Filename z Score Score (%) Intensity Sequence Mezg::)ed
1 059-1401.3833.3833.2 2 14.32 6.47 91.9 1.44e+007 (K)LITAGVNVVR(M) 1053.678
2 059-1401.3725.3737.0 2 13.21 6.13 79.9 2.52e+007 (K)IVSTLGPATDEPGILEK(L) 1739.943
3 059-1401.4207.4225.0 2  9.95 9.95 70.3 3.91e+007 (K)EGLEDGDLVLITK(G) 1401.748
4 064-1601.3807.3807.0 2 9.42 5.56 74.3 5.71e+006 (K)IVSTLGPATDEPGILEK(L) 1739.943
Distinct SDuISmtmg:j Tota_l Protein
Group Subgroup Spectra Peptides MS/MS % AA Protein MW Databgse Protein Name
#) #) #) ) Search Coverage ISpect(al (Da) Accession #
Score ntensity
20 20.1 12 3 36.91 4 1.22e+008 108814.9 PA_BS12:2189569860
# Ei Fwd-Rev SPl Spectrum MH"
ilename z Score Score (%) Intensity Sequence Mazg::)ed
1 055-0701.2578.2588.2 2 15.17 15.17 89.9 3.07e+006 (K)TSAFAQANFAK(D) 1155.580
2 056-0801.4832.4848.3 3 11.49 2.18 82.7 6.48e+007 (K)ETDPELSALLSWNHDDK(L) 1969.914
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055-0701.2572.2572.0
055-0502.2560.2560.2
055-0502.3628.3647.2
055-0501.2552.2552.0
055-0501.2573.2573.0
055-0502.2549.2549.0
055-0701.3675.3681.2
055-0501.2548.2548.0
056-0801.2562.2562.0
055-0502.2554.2554.0

‘»—\ ‘H ‘H [© 0 N o [0 » (W
N
N RN NMRNNMNNNN

Group Subgroup Spectra
*) # #

21 211 15

H*

Filename z

060-1501.2885.2907.2 2
055-0701.2806.2812.2 2
064-1601.2869.2884.2 2
064-1601.3025.3057.2 2
055-0502.2936.2944.0 2
057-0901.2983.2989.2 2
059-1401.2884.2889.2 2
055-0701.2931.2954.2 2
056-0801.2951.2957.2 2
058-1301.2984.3022.2 2
055-0501.2895.2925.2 2
060-1501.3036.3050.2 2
055-0502.4933.4933.0 3
055-0701.6632.6638.2 2
055-0501.6375.6375.2 2

»av—"»—\‘:‘H\@\m\\l\m\m\b\w\l\)ha

[

Group Subgroup Spectra
# ) #)

22 221 8

F*

Filename

059-1401.2760.2817.2
056-0801.2715.2727.2
058-1301.9922.9922.2
065-1701.9412.9412.2
058-1301.9919.9927.3

I W N =

W N NDDNDDN

PA_BS12:2189568629 or1947 Cellulose or protein binding domain. [B. setacea BS12] 325 bp

PA_BSC2:2534573502 Bsc2_01187 LSU ribosomal protein L12P [Alteromonadacea bacterium Bsc2]

11.24 11.24 76.4 8.79e+006 (K)TSAFAQANFAK(D) 1155.580

10.58 10.58 70.8 2.02e+006 (K)TSAFAQANFAK(D) 1155.580

10.25 4.78 72.0 1.65e+007 (K)DLTDTISLTGNAGVR(Y) 1532.792

8.57 5.42 70.3 1.83e+006 (K)TSAFAQANFAK(D) 1155.580

8.28 4.02 82.6 2.21e+006 (K)TSAFAQANFAK(D) 1155.580

8.16 4.15 76.4 2.05e+006 (K)TSAFAQANFAK(D) 1155.580

7.43 7.43 62.5 1.32e+007 (K)DLTDTISLTGNAGVR(Y) 1532.792

6.79 6.79 72.2 1.84e+006 (K)TSAFAQANFAK(D) 1155.580

6.43 6.43 85.8 3.25e+006 (K)TSAFAQANFAK(D) 1155.580

6.05 2.89 87.2 2.02e+006 (K)TSAFAQANFAK(D) 1155.580

o Distinct Total _
I;.e:;i:ggg SI\L/jIg]/mgd C%AA Protein vl Datab{;lse Protein Name

) Search overage I?];g:ﬁé:gl/ (Da) Accession #

Score
3 36.18 18 2.93e+008 34086.6 PA_BS12:2189568629
Fwd-Rev SPl Spectrum MH"
Score " seore (%) Intensity Sequence Matched
(Da)

15.68 6.42 88.5 9.05e+006 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
15.55 7.49 85.3 2.39e+007 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
15.07 8.77 86.1 8.91e+006 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
14.16 8.75 87.5 2.40e+007 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
14.15 7.36 87.6 2.73e+007 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
14.13 7.81 86.4 1.21e+007 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
13.91 6.54 80.7 4.20e+006 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
13.65 7.77 87.8 3.09e+007 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
12.52 5.42 83.8 2.41e+007 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
12.46 6.75 82.0 2.86e+007 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
11.93 6.21 80.4 1.52e+007 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
11.46 4.80 80.1 1.89e+007 (R)NGSTGLSNPNTQDIQNFK(A) 1934.921
10.48 4.48 74.2 1.51e+007 (K)QSYQNAGADRRFLASAMMETEVMDTNYTYGDAK(S) 3734.653
10.02 4.34 92.4 3.98e+007 (R)FWVEIPAI(-) 974.535
9.04 3.85 93.1 1.10e+007 (R)FWVEIPAI(-) 974.535
o Distinct Total .

#) Search Intensity (Da)

Score
2 36.18 30 2.87e+008 12588.4 PA_BSC2:2534573502
Fwd-Rev SPI Spectrum MH*
Score Score (%) Irrl)tensity Sequence Matched
(Da)

20.15 13.15 94.8 2.52e+007 (K)TQLEEAGASVELK(-) 1374.712

18.62 14.61 94.1 2.40e+007 (K)TQLEEAGASVELK(-) 1374.712

16.03 9.69 81.8 2.59e+007 (K)EDILNAIAEMSVMDVVELVEAMEEK(F) 2807.340

15.11 15.11 77.2 1.41e+007 (K)EDILNAIAEMSVMDVVELVEAMEEK(F) 2807.340

14.18 14.18 70.7 4.40e+007 (K)EDILNAIAEMSVMDVVELVEAMEEK(F) 2807.340

http://spectrummillxp/millscripts/summaryPP.pl
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059-1401.2785.2785.0
059-1401.10055.10055.0
059-1401.2821.2821.0

[[c<INENTTe})

Group Subgroup Spectra
*) (G #

23 23.1

H*

Filename z

054-0601.4342.4356.2
054-0601.4260.4314.0
054-0602.2978.3009.2
054-0601.4280.4280.0
054-0602.4257.4315.2
054-0601.2982.2986.2
054-0601.2886.2886.2

N o o A W N e

Group Subgroup Spectra
#) (#) (#)

23 23.2

I+

Filename z

054-0601.4342.4356.2
054-0601.4260.4314.0
054-0602.2978.3009.2
054-0601.4280.4280.0
054-0602.4257.4315.2
054-0601.2982.2986.2
054-0601.4822.4822.2

N o o s W N

Group Subgroup Spectra
# #) #)

24 24.1

F*

Filename z

065-1701.4953.4965.2
065-1701.3768.3779.2
065-1701.3174.3174.0

w N -

Page 17 of 24

PA_Bse02:2503999073 BS02DRAFT_00000810 ribosomal protein L19, bacterial type [B. setacea BS02 (Isolate fron

PA_BSC2:2534573050 Bsc2_00734 LSU ribosomal protein L19P [Alteromonadacea bacterium Bsc2]

PA_BS12:2189569048 0r2361 hypothetical protein [B. setacea BS12] 276 bp

3 13.58 13.58 82.4 3.14e+006 (K)TQLEEAGASVELK(-) 1374.712
2 10.51 10.51 64.6 1.38e+008 (K)EDILNAIAEMSVMDVVELVEAMEEK(F) 2807.340
2 10.32 7.24 85.5 1.26e+007 (K)TQLEEAGASVELK(-) 1374.712
Distinct Total
Distinct Summed } Protein
Peptides Ms/Ms . 0AA - Protein = Ty Database Protein Name
Coverage Spectral Accession #
#) Search | . (Da)
ntensity
Score
3 35.88 32 1.71e+008 13597.6 PA_Bse02:2503999073
Score Fwd-Rev SPl Spectrum Sequence M,\th+d
Score (%) Intensity a atche
(Da)
14.20 9.73 74.6 2.63e+007 (K)QELPEFSPGDTVVVQVK(V) 1871.976
13.43 5.43 70.6 4.78e+007 (K)QELPEFSPGDTVVVQVK(Y) 1871.976
13.03 7.64 75.8 9.34e+006 (R)LQAYEGVVIGK(R) 1176.663
11.66 4.27 78.2 2.52e+007 (K)QELPEFSPGDTVVVQVK(V) 1871.976
10.28 5.24 60.1 5.04e+007 (K)QELPEFSPGDTVVVQVK(Y) 1871.976
9.39 3.58 70.5 5.56e+006 (R)LQAYEGVVIGK(R) 1176.663
8.65 4.22 68.9 6.36e+006 (K)I1QELENEQLK(Q) 1356.738
Distinct
Distinct Summed % AA PIgtt:iln Protein Database
Peptides MS/MS MW B Protein Name
) Search Coverage ISn‘t)gr?;ri?l (Da) Accession #
Score Y
3 35.37 34 1.93e+008 13449.5 PA_BSC2:2534573050
MH*
Fwd-Rev SPl Spectrum
Score Score (%) Intensity Sequence Matched
(Da)
14.20 9.73 74.6 2.63e+007 (K)QELPEFSPGDTVVVQVK(Y) 1871.976
13.43 5.43 70.6 4.78e+007 (K)QELPEFSPGDTVVVQVK(Y) 1871.976
13.03 7.64 75.8 9.34e+006 (R)LQAYEGVVIGK(R) 1176.663
11.66 4.27 78.2 2.52e+007 (K)QELPEFSPGDTVVVQVK(V) 1871.976
10.28 5.24 60.1 5.04e+007 (K)QELPEFSPGDTVVVQVK(V) 1871.976
9.39 3.58 70.5 5.56e+006 (R)LQAYEGVVIGK(R) 1176.663
8.14 8.14 65.5 2.88e+007 (KONNIIQELENEQLK(Q) 1584.823
Distinct
. Total )
Distinct Summed ) Protein
Peptides MS/MS % AA Protein MwW Databgse Protein Name
Coverage Spectral Accession #
#) Search Intensity (Da)
Score
3 35.38 13 9.46e+006 30592.3 PA_BS12:2189569048
MH*
Fwd-Rev SPI Spectrum
Score Score (%) Intensity Sequence Matched
(Da)
13.76 10.51 88.7 3.83e+006 (R)AILIQTFNPSDLR(T) 1487.822
12.69 3.85 85.6 2.79e+006 (K)SQDMPVDELMER(S) 1449.635
8.93 4.63 83.6 2.83e+006 (R)SGVNAQIVQIPEK(V) 1382.764
Distinct
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o Summed Total )
Group Subgroup Spectra Eési:ggts MS/MS % AA Protein Pr,\(;':;\a/m Database Protein Name
#) #) #) P Search Coverage Spectral Accession #
(#) ; (Da)
Score Intensity
25 25.1 4 2 35.17 32 1.58e+008 12186.2 PA BSC2:2534574917
# Filename z Score FWd-Rev SPI Spectrum Sequence M,\th+d
Score (%) Intensity q a(s:a)e
1 058-1301.8691.8708.3 3 19.82 8.23 82.5 3.68e+007 (K)LELVLGDDLIEQAVEAITK(A) 2069.138
2 057-0901.8904.8909.0 3 19.51 7.29 89.8 2.98e+007 (K)LELVLGDDLIEQAVEAITK(A) 2069.138
3 058-1301.8690.8711.2 2 15.70 10.80 84.1 6.64e+007 (K)LELVLGDDLIEQAVEAITK(A) 2069.138
4 054-0601.4278.4313.2 2 15.35 8.50 89.3 2.55e+007 (R)NALSEIGVQGMTVTEVK(G) 1775.921
Distinct Total
Distinct Summed ; Protein
Group Subgroup Spectra Peptides MS/MS % AA Protein MW Database Protein Name
#) #) #) Coverage Spectral Accession #
#) Search | . (Da)
ntensity
Score
26 26.1 9 2 34.22 30 2.14e+008 12421.2 PA_BS12:2189570749
# Filename z Score Fwd-Rev  SPI  Spectrum Sequence M’\:th+d
Score (%) Intensity q EE[():a)e
1 055-0501.2768.2791.0 2 22.25 14.41 100.0 1.17e+007 (K)DLEEAGASVELK(-) 1260.632
2 055-0701.2764.2775.2 2 22.25 14.63 100.0 1.67e+007 (K)DLEEAGASVELK(-) 1260.632
3 055-0701.2793.2835.2 2 21.75 14.54 100.0 1.61e+007 (K)DLEEAGASVELK(-) 1260.632
4 055-0502.2782.2793.2 2 21.25 13.24 100.0 1.14e+007 (K)DLEEAGASVELK(-) 1260.632
5 058-1301.2804.2820.2 2 19.64 13.50 97.7 6.77e+006 (K)DLEEAGASVELK(-) 1260.632
6 064-1601.2821.2821.0 2 15.15 8.64 81.7 2.75e+006 (K)DLEEAGASVELK(-) 1260.632
7 065-1701.9406.9410.2 2 11.97 11.97 70.4 3.35e+007 (K)EDIINAIADMSVTDVVELITAMEEK(F) 2749.353
8 059-1401.10054.10054.0 2 11.78 6.96 77.0 1.11e+008 (K)EDIINAIADMSVTDVVELITAMEEK(F) 2749.353
9 059-1401.2824.2824.0 2 10.17 5.78 84.4 3.87e+006 (K)DLEEAGASVELK(-) 1260.632
Distinct
. Total )
Distinct Summed ; Protein
Group Subgroup Spectra ) % AA Protein Database )
#) #) #) Peptides  MS/MS Coverage Spectral MW Accession # Protein Name
#) Search Intensity (Da)
Score
27 27.1 6 2 31.58 4 6.74e+007 78518.0 PA_Bse02:2503998694
# Filename z Score Fwd-Rev  SPI Spectrum Sequence M’\:IHh+d
Score (%) Intensity q ?I;a)e
1 053-0501.4635.4653.2 2 17.68 10.11 98.1 1.32e+007 (R)ELLIFVTPR(I) 1087.652
2 054-0601.4750.4777.2 2 17.17 9.75 97.5 1.86e+007 (R)ELLIFVTPR(I) 1087.652
3 053-0502.4634.4634.2 2 17.12 9.79 96.1 1.08e+007 (R)ELLIFVTPR(I) 1087.652
4 054-0602.4723.4723.2 2 16.35 6.75 95.9 1.25e+007 (R)ELLIFVTPR(I) 1087.652
5 064-1601.3148.3148.0 3 13.90 3.92 81.4 552e+006 (K)QQATIESGSEVPYQEESASGGTTTAFK(D) 2803.291
6 055-0701.3083.3083.2 2 11.72 3.71 85.8 6.82e+006 (K)QQATIESGSEVPYQEESASGGTTTAFK(D) 2803.291
o - Total )
Distinct  Distinct ) Protein
Group Subgroup Spectra : % AA Protein Database h
#) #) #) Peptides Summed Coverage Spectral Mw Accession # Protein Name
#) MS/MS | . (Da)
Search ntensity

http://spectrummillxp/millscripts/summaryPP.pl

PA_BS12:2189570749 0r3994 Ribosomal protein L7/L12 [B. setacea BS12] 123 bp
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PA_BSC2:2534574917 Bsc2_02604 nitrogen regulatory protein P-II family [Alteromonadacea bacterium Bsc2]

PA_Bse02:2503998694 BS02DRAFT_00016310 type IV pilus secretin (or competence protein) PilQ [B. setacea BSC
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Score
28 28.1 9 2 31.57 28 1.20e+008 13501.0 PA_BSC2:2534573446
# Filename z Score Fwd-Rev  SPI - Spectrum Sequence M’\:IHh+d
Score (%) Intensity q ezlga)e
1 055-0501.3357.3357.0 2 16.52 12.02 93.0 1.28e+007 (-)MIQTESYLDVADNSGAR(R)  1869.865
2 055-0502.3359.3359.0 2 16.00 11.59 93.5 9.29e+006 (-)MIQTESYLDVADNSGAR(R)  1869.865
3 055-0701.3359.3359.2 2 15.39 15.39 92.4 1.30e+007 (-)MIQTESYLDVADNSGAR(R)  1869.865
4 055-0501.3661.3661.2 2 15.05 9.26 88.5 1.08e+007 (R)FDDNAAVLLNQQEAPVGTR(I) 2058.026
5 055-0701.3713.3713.2 2 13.95 9.64 86.5 9.68e+006 (R)FDDNAAVLLNQQEAPVGTR(I) 2058.026
6 055-0502.3653.3653.0 2 13.87 8.31 88.9 1.22e+007 (R)FDDNAAVLLNQQEAPVGTR(I) 2058.026
7 055-0501.3347.3355.0 3 10.07 10.07 71.3 1.98e+007 (-)MIQTESYLDVADNSGAR(R)  1869.865
8 055-0701.3381.3381.0 3 9.67 9.67 71.9 2.20e+007 (-)MIQTESYLDVADNSGAR(R)  1869.865
9 055-0502.3671.3671.2 2 8.26 4.33 70.9 1.07e+007 (R)FDDNAAVLLNQQEAPVGTR(I) 2058.026
Distinct Total
Group Subgroup Spectra D'St!nCt Summed % AA Protein Protein Database
#) #) #) Peptides  MS/MS Coverage Spectral MW Accession #
#) Search | . (Da)
ntensity
Score
28 28.2 6 2 29.03 28 1.14e+008 13487.0 PA_BS12:2189570790
# Filename z Score Fwd-Rev SPI Spectrum Sequence M,\th+d
Score (%) Intensity q a([t):a)e
1 055-0501.3357.3357.0 2 16.52 12.02 93.0 1.28e+007 (-)MIQTESYLDVADNSGAR(R) 1869.865
2 055-0502.3359.3359.0 2 16.00 11.59 935 9.29e+006 (-)MIQTESYLDVADNSGAR(R)  1869.865
3 055-0701.3359.3359.2 2 15.39 15.39 92.4 1.30e+007 (-)MIQTESYLDVADNSGAR(R)  1869.865
4 055-0501.3743.3749.0 3 1251 3.81 74.8 3.71e+007 (R)FDDNAAVLLTQQNAPVGTR(I) 2030.031
5 055-0501.3347.3355.0 3 10.07 10.07 71.3 1.98e+007 (-)MIQTESYLDVADNSGAR(R)  1869.865
6 055-0701.3381.3381.0 3  9.67 9.67 71.9 2.20e+007 (-)MIQTESYLDVADNSGAR(R)  1869.865
Distinct Distinct Total
Group Subgroup Spectra Peptides Summed % AA Protein  Protein MW Database
#) #) #) p(#) MS/MS Search Coverage Spectral (Da) Accession #
Score Intensity
29 29.1 2 2 30.95 28 2.57e+007 9318.7 PA_BS12:2189569390
. Fwd-Rev SPl Spectrum MH"
# Filename z Score Score (%) Intensity Sequence Mezg::)ed
1 055-0701.3054.3084.2 2 17.65 11.57 92.3 1.34e+007 (R)LDYWAGQGAQISDR(V) 1579.751
2 055-0701.3949.3966.0 2 13.30 4.49 86.1 1.22e+007 (R)VGFFNPIAR(G) 1020.563
Distinct
Distinct Summed Total Protein
Group Subgroup Spectra ) % AA Protein Database
#) #) # Peptides MS/MS Coverage Spectral Mw Accession #
#) Search Intensit (Da)
Score Y
30 30.1 3 2 30.36 6 7.70e+008 39939.7 PA_BS12:2189570962
# Filename z Score FWd-Rev SPI Spectrum Sequence M,\?Hh+d
Score (%) Intensity a ezlga)e

http://spectrummillxp/millscripts/summaryPP.pl

PA_BSC2:2534573446 Bsc2_01131 LSU ribosomal protein L14P [Alteromonadacea bacterium Bsc2]

Protein Name

PA_BS12:2189570790 or4034 Ribosomal protein L14 [B. setacea BS12] 122 bp

Protein Name

PA_BS12:2189569390 or2703 Ribosomal protein S16 [B. setacea BS12] 82 bp

Protein Name

Page 19 of 24

PA_BS12:2189570962 0r0231 Uncharacterized protein conserved in bacteria [B. setacea BS12] 383 bp
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w N -

056-0801.5898.5988.0 3
056-0801.2453.2499.0 2
056-0801.5923.5968.2 2

Group Subgroup Spectra

H*

N =

) @] @]

30 30.2 2

Filename z

056-0801.5887.5892.2 2
056-0801.2453.2499.0 2

Group Subgroup Spectra

F*

> e N =

) (@) #

31 311 4

Filename z

058-1301.4406.4411.2 2
064-1601.4247.4247.2 2
058-1301.4134.4134.2 2
064-1601.4259.4259.0 2

Group Subgroup Spectra

*) (@) #)

32 32.1 2

Filename z

055-0701.4777.4787.0 2
055-0701.3093.3107.2 2

Group Subgroup Spectra

@) @] @]

33 33.1 9

Filename z

056-0801.9430.9460.0 3
055-0701.9093.9099.0 3

19.30 15.00 97.0 5.05e+008 (K)ELVFWITKPGFSFDANR(T) 2027.039
11.06 6.09 91.4 1.15e+007 (R)HVIYGEWGR(D) 1116.559
10.21 10.21 70.9 2.53e+008 (K)ELVFWITKPGFSFDANR(T) 2027.039

©

Distinct Total
Distinct Summed } Protein
Peptides MS/Ms . 0AA - Protein = Ty Database Protein Name
Coverage Spectral Accession #
#) Search | . (Da)
ntensity
Score
2 25.89 6 2.26e+008 42518.1 PA Bse02:2503998249 PA_Bse02:2503998249 BS02DRAFT_00014250 Cellulose or protein binding domain./Chitin binding domain. [B. set:
Score Fwd-Rev SPl Spectrum Sequence M ,\th+ d
Score (%) Intensity a atche
(Da)
14.83 8.63 93.1 2.15e+008 (K)ELVFWITKPGFSFDENR(Y) 2085.045
11.06 6.09 91.4 1.15e+007 (RYHVIYGEWGR(D) 1116.559
Distinct
. Total )
Distinct Summed ; Protein
) % AA Protein Database .
Peptides MS/MS Coverage Spectral MwW Accession # Protein Name
#) Search Intensity (Da)
Score
2 30.24 6 4.91e+007 54835.2 PA_BS12:2189568724 PA_BS12:2189568724 or2045 Beta-1,4-xylanase [B. setacea BS12] 511 bp
Score Fwd-Rev SPI Spectrum Sequence M '\:IH': d
Score (%) Intensity a ?I;a)e

16.66 10.31 92.9 1.49e+007 (R)SDFTQYWDQITPENEGK(W) 2057.909

13.58 13.58 76.9 8.23e+006 (R)DNYNWSGLDAAYNYAK(Q) 1864.814
10.78 10.78 71.9 1.80e+007 (R)DNYNWSGLDAAYNYAK(Q) 1864.814
7.50 3.14 70.8 7.94e+006 (R)DNYNWSGLDAAYNYAK(Q) 1864.814
Distinct
Distinct Summed % AA PIgtt:iln Protein Database
Peptides MS/MS Coverage Spectral MW Accession # Protein Name
#) Search Intensity (Da)
Score
2 28.76 21 4.12e+007 13381.5 PA_BS12:2189569387 PA_BS12:2189569387 0r2700 Ribosomal protein L19 [B. setacea BS12] 118 bp
MH*
Fwd-Rev SPl Spectrum
Score Score (%) Intensity Sequence Matched
(Da)
16.63 11.32 92.3 1.73e+007 (K)NTIIQELENEQLK(Q) 1571.828
12.13 5.58 81.8 2.39e+007 (K)FSPGDTVVVQVK(V) 1275.695
Distinct Total
Distinct Summed } Protein
Peptides MS/Ms . 0AA - Protein =ty Database Protein Name
Coverage Spectral Accession #
#) Search | . (Da)
ntensity
Score
2 28.05 19 2.45e+008 17704.7 PA BSC2:2534573498 PA_BSC2:2534573498 Bsc2_01183 SSU ribosomal protein S7P [Alteromonadacea bacterium Bsc2]
Score Fwd-Rev SPl Spectrum Sequence M’\th+d
Score (%) Intensity q ‘?ga)e
17.72 8.24 88.9 3.92e+007 (K)DPLEIFGEALENIAPLVEVK(S) 2196.180
15.00 7.15 82.4 7.69e+006 (K)DPLEIFGEALENIAPLVEVK(S) 2196.180
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057-0901.9347.9368.0 3
057-0901.9387.9387.0 2
055-0701.9106.9106.0 3
057-0901.3980.3980.0 2
057-0901.9392.9392.2 2
056-0801.9443.9443.2 2
056-0801.9439.9439.2 2

[© o N o U1 ™ W

Group Subgroup Spectra
# #) #)

34 34.1 3

F*

Filename z

058-1301.4404.4422.0 2
058-1301.4006.4006.0 2
058-1301.4013.4013.0 2

w N -

Group Subgroup Spectra
#) (#) (#)

35 35.1 2

I+

Filename z

057-0901.9060.9094.0 2
057-0901.4133.4133.0 2

N =

Group Subgroup Spectra
# ) #)

36 36.1 4

F*

Filename z

064-1601.6186.6186.2 2
060-1501.6221.6229.2 2
064-1601.6153.6153.2 2
060-1501.3028.3028.0 2

[ jw N =

Group Subgroup Spectra
# ) #)
37 37.1 2

Page 21 of 24

PA_Bse08:2503996612 BSO8DRAFT_00014510 xylose isomerase [B. setacea BS08 (Isolate from shipworm gill tiss!

PA_Bse02:2504001097 BS02DRAFT_00030780 transcription termination factor Rho [B. setacea BS02 (Isolate from

PA_BSC2:2534573407 Bsc2_01092 fructose-bisphosphate aldolase (EC 4.1.2.13) [Alteromonadacea bacterium Bsc!

14.43 5.82 78.3 4.57e+007 (K)DPLEIFGEALENIAPLVEVK(S) 2196.180
14.41 8.21 79.1 4.03e+007 (K)DPLEIFGEALENIAPLVEVK(S) 2196.180
12.93 5.39 79.2 7.80e+006 (K)DPLEIFGEALENIAPLVEVK(S) 2196.180
10.33 3.46 66.0 1.97e+007 (R)IVYGALELVR(E) 1132.673
10.20 4.85 69.0 3.85e+007 (K)DPLEIFGEALENIAPLVEVK(S) 2196.180
9.18 3.81 63.0 2.40e+007 (K)DPLEIFGEALENIAPLVEVK(S) 2196.180
6.76 6.76 68.0 2.21e+007 (K)DPLEIFGEALENIAPLVEVK(S) 2196.180
Distinct
. Total )
Distinct Summed ; Protein
) % AA Protein Database )
Peptides MS/MS Coverage Spectral MwW Accession # Protein Name
# Search Intensity (Da)
Score
2 26.34 6 7.11e+007 49567.7 PA_Bse08:2503996612
Score Fwd-Rev SPI Spectrum Sequence M’\:th+d
Score (%) Intensity q ?Sa)e
14.61 7.53 78.8 3.06e+007 (K)GADFETGSLSLEQLAK(I) 1665.834
11.73 6.94 71.5 2.02e+007 (K)IAYEGPDSDNPFAFK(Y) 1670.770
10.71 7.35 74.6 2.03e+007 (K)IAYEGPDSDNPFAFK(Y)  1670.770
Distinct
Distinct Summed % AA PIgtt:iln Protein Database
Peptides MS/MS MW : Protein Name
) Search Coverage ISn‘t)gr?;ri?l (Da) Accession #
Score Y
2 26.24 10 8.04e+007 47257.4 PA_Bse02:2504001097
Score Fwd-Rev SPI Spectrum Sequence M'\:th+d
Score (%) Intensity q ?ga)e
18.60 11.23 94.9 6.25e+007 (R)SGEDIYGDGVLEILQDGFGFLR(S) 2400.172
7.64 7.64 69.1 1.79e+007 (R)SAGASYLAGPDDIYVSPSQIR(R) 2167.067
Distinct Total
Distinct Summed ; Protein
Peptides MS/MS % AA Protein MwW Databgse Protein Name
Coverage Spectral Accession #
#) Search | . (Da)
ntensity
Score
2 24.97 8 5.73e+007 38937.1 PA BSC2:2534573407
Score Fwd-Rev SPl Spectrum Seguence M’\:th+d
Score (%) Intensity q ‘?ga)e
17.63 11.11 91.6 1.40e+007 (R)LEQAFADLNAIDVL(-) 1531.801
17.60 10.68 92.2 2.37e+007 (R)LEQAFADLNAIDVL(-) 1531.801
11.44 5.79 66.7 1.28e+007 (R)LEQAFADLNAIDVL(-)  1531.801
7.34 4.27 88.8 6.86e+006 (K)AEGQQAQILGAVSGAK(H) 1527.813
Distinct
. Total )
Distinct Summed ; Protein
Peptides MS/MS % AA Protein MwW Databfase Protein Name
Coverage Spectral Accession #
#) Search Intensity (Da)
Score
2 23.73 19 1.31e+008 18210.9 PA_Bse02:2504000647
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PA_Bse02:2504000647 BS02DRAFT_00022430 bacterioferritin [B. setacea BS02 (Isolate from shipworm gill tissue)

MH*
. Fwd-Rev SPI Spectrum
# Filename z Score Score (%) Intensity Sequence Mezg::)ed
1 059-1401.7065.7083.2 2 13.51 2.94 90.6 8.86e+007 (R)ILFLEGLPNLQDLGK(L) 1669.953
2 059-1401.2936.2981.0 3 10.22 10.22 73.3 4.20e+007 (K)ELAEHEYEESIDEMK(H) 1851.796

Distinct Total

Distinct Summed ) Protein
Group Subgroup Spectra Peptides MS/MS % AA Protein MW Database Protein Name
#) #) #) Coverage Spectral Accession #
#) Search Intensit (Da)
Score y
38 38.1 2 2 23.26 6 6.70e+007 49480.7 PA_BSC2:2534574372 PA_BSC2:2534574372 Bsc2_02058 D-xylose isomerase (EC 5.3.1.5) [Alteromonadacea bacterium Bsc2]
# Filename z Score FWd-Rev SPI Spectrum Sequence M’\{th+ d
Score (%) Intensity q ?Dca)e
1 058-1301.4728.4745.2 2 13.80 7.94 78.8 3.66e+007 (R)ALIVADDLIQNSPIEK(M) 1738.959
2 058-1301.3664.3668.0 2 9.46 2.27 66.5 3.04e+007 (K)IAYEGPESDNPLAFK(Y) 1650.802
Distinct
. Total )
Distinct Summed ; Protein
Group Subgroup Spectra Peptides MS/MS % AA Protein MW Databgse Protein Name
#) #) #) Coverage Spectral Accession #
#) Search Intensity (Da)
Score
39 39.1 3 2 22.94 9 2.17e+008 45984.9 PA Bse meta comb:2073595342 PA_Bse_meta_comb:2073595342 BaSeMet_00389980 Capsid protein (F protein). [Bankia setacea microl
) Fwd-Rev SPI Spectrum MH*
# Filename z Score Score (%) Intensity Sequence Mz?g::)ed
1 057-0901.6319.6319.2 2 14.32 14.32 82.9 2.65e+007 (R)LLPMNDTMSQEADTLGEVGGYMLGTK(R) 2771.294
2 057-0901.6298.6321.0 3 10.45 451 72.6 1.74e+008 (R)LLPMNDTMSQEADTLGEVGGYMLGTK(R) 2771.294
3 057-0901.2927.2954.0 2 8.62 3.81 69.9 1.64e+007 (R)LQMEADIYGEK(D) 1296.615
Distinct
. Total )
Distinct Summed ) Protein
Group Subgroup Spectra . % AA Protein Database )
#) #) #) Peptides  MS/MS Coverage Spectral Mw Accession # Protein Name
#) Search Intensity (Da)
Score
40 40.1 2 2 22.92 20 1.87e+007 22353.9 PA Bse meta comb:2073589276 PA_Bse_meta_comb:2073589276 BaSeMet_00329320 FKBP-type peptidyl-prolyl cis-trans isomerases 1
. Fwd-Rev SPl Spectrum MH"
# Filename z Score Score (%) Intensity Sequence Mazg::)ed
1 058-1301.8405.8405.2 2 12.11 6.11 75.6 7.78e+006 (R)GEPAEFPVNGVIAGWTEALQLMPVGAK(W) 2781.429
2 058-1301.3448.3448.0 2 10.81 6.71 78.4 1.10e+007 (K)QLSENTFEGMNYNAVAK(G) 1915.886
Distinct Total
Distinct Summed ; Protein
Gr(g;‘p S”b&r)"“p Spac)"a Peptides MS/MS o eAraAge spprgg:; MW Agfézgfjﬁ ) Protein Name
#) Search | . (Da)
ntensity
Score
41 41.1 2 2 22.62 5 8.63e+006 49486.1 PA Bse02:2503998172 PA_Bse02:2503998172 BS02DRAFT_00013490 MotA/TolQ/ExbB proton channel family. [B. setacea BS02 (Isolate {
# Filename z Score Fwd-Rev SPI Spectrum Sequence M,\th+d
Score (%) Intensity a a([t):a)e
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N =

065-1701.5586.5634.0 3
065-1701.3812.3812.2 2

Group Subgroup Spectra

F*

o I W N e

* # #

42 42.1 5

Filename z

059-1401.4708.4748.0 3
060-1501.4648.4683.0 3
060-1501.4071.4075.0 3
065-1701.4673.4673.0 3
060-1501.4652.4652.0 3

Group Subgroup Spectra

F*

N =

* # #

43 43.1 2

Filename z

054-0601.2935.2940.0 2
054-0601.2933.2951.3 3

Group Subgroup Spectra

@] (@) #)

44 44.1 2

Filename z

055-0502.5519.5554.3 3
055-0502.8301.8357.2 2

Group Subgroup Spectra

) @] @]

45 45.1 4

Filename z

055-0502.5068.5068.0 2
055-0701.5102.5119.0 2

14.94 2.97 86.2 6.64e+006 (K)GIVHLLEEESAGLIAEK(S) 1807.981
7.68 7.68 71.1 1.99e+006 (K)AASLDELLK(M) 959.541
Distinct Total
Distinct Summed ; Protein
Peptides MS/MS % AA Protein MwW Databfase Protein Name
Coverage Spectral Accession #
#) Search | - (Da)
ntensity
Score
2 22.15 50 2.38e+008 12370.2 PA Bse meta comb:2073564350 PA_Bse_meta_comb:2073564350 BaSeMet_00080060 ATP-dependent protease Clp, ATPase subunit [B
Score Fwd-Rev SPl Spectrum Seguence M'\th+d
Score (%) Intensity q atche
(Da)
12.90 5.23 77.0 1.50e+008 (K)DLEPEDLVRYGLIPEFVGRLPVIATLDELDK(D) 3524.889
10.95 4.43 77.8 3.62e+007 (K)DLEPEDLVRYGLIPEFVGRLPVIATLDELDK(D) 3524.889
9.25 2.01 70.9 1.30e+007 (K)QYAKLFEMEGVEVDFRDDALDAVAEK(A) 2988.430
8.78 2.86 85.3 6.32e+006 (K)DLEPEDLVRYGLIPEFVGRLPVIATLDELDK(D) 3524.889
8.51 5.41 72.5 3.31e+007 (K)DLEPEDLVRYGLIPEFVGRLPVIATLDELDK(D) 3524.889

Distinct

- Total .
Distinct Summed ) Protein
Peptides MS/MS % AA Protein MW Databfase Protein Name

Coverage Spectral Accession #
#) Search | . (Da)
ntensity
Score
1 21.50 25 2.89e+007 7243.1 PA_Bse02:2503998197 PA_Bse02:2503998197 BS02DRAFT_00013740 "Cold-shock" DNA-binding domain. [B. setacea BS02 (Isolate from
Score Fwd-Rev SPI Spectrum Seguence M'\:IHh+ d
Score (%) Intensity q a(Dca)e

21.50 16.73 100.0 1.39e+007 (K)TLAEGQQVEFSVSQGAK(G) 1778.892
20.21 1553 96.3 1.51e+007 (K)TLAEGQQVEFSVSQGAK(G) 1778.892

Distinct

. Total )
Distinct Summed ; Protein
. % AA Protein Database :
Peptides MS/MS Coverage Spectral MW Accession # Protein Name
#) Search Intensity (Da)
Score
2 21.13 11 6.95e+007 36312.3 PA Bse02:2504001165 PA _Bse02:2504001165 BS02DRAFT_00031460 general secretion pathway protein C [B. setacea BS02 (Isolate fron
Score Fwd-Rev SPI Spectrum Sequence Ml\:th+d
Score (%) Intensity q ?ga)e
10.85 2.71 74.3 5.17e+007 (K)LFEEVGLQSGDIVTSVNGR(E) 2020.035
10.28 3.06 80.2 1.78e+007 (R)AITADGNDQQLYRIGEEIAK(A) 2217.151
Distinct Total
Distinct Summed } Protein
Peptides Ms/Ms  0AA - Protein - Ty Database Protein Name
Coverage Spectral Accession #
#) Search | . (Da)
ntensity
Score
2 21.06 17 1.19e+008 22697.8 PA_BS12:2189570780 PA_BS12:2189570780 0r4024 Ribosomal protein L3 [B. setacea BS12] 214 bp
Score Fwd-Rev SPl Spectrum Sequence M’\th+d
Score (%) Intensity q ‘?ga)e
13.33 5.43 81.6 2.17e+007 (R)IFTDDGLSVPVTVVEVDPNR(I) 2172.119
11.83 2.15 82.8 5.69e+007 (R)IFTDDGLSVPVTVVEVDPNR(I) 2172.119
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055-0501.5047.5067.0 2 11.78 3.63 80.0 3.57e+007 (R)IFTDDGLSVPVTVVEVDPNR(I) 2172.119
055-0502.3086.3086.0 2  7.73 7.73 75.5 4.26e+006 (K)NAETDGYEAVQVTVGSR(R) 1795.846

[ jw
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Results Shown Filtered by Validation Category: valid
Data Directory: msdataSM\030411_OGL_Gill2_pass1/030411_OGL_GILL2-PASS1
hit table read - SpecFeatures read
valid hits read from tagSummary file - Files: 140 Hits: 354
Data Directory: msdataSM\030511_OGL_Gill2_pass23
hit table read - SpecFeatures read
valid hits read from tagSummary file - Files: 298 Hits: 758
beginning to assemble proteins .... proteins assembled 0.172291 sec
proteins filtered by unique peptides 0.015863 sec
proteins filtered by score
calculated protein coverage maps 0.066972 sec
beginning to roll up proteins into groups ... . proteins rolled up into groups 0.023253 sec
protein groups ready for display

proteinGroupingMethod: oneSharedPeptideSubgrouped 32 Proteins listed

o Distinct Total _
Group Subgroup Spectra I?elzt:ggts S,\L;lg/n,\jlgd % AA Protein Prk?lb?lln Datab_ase
#) #) #) ) Search Coverage lipt)gs;rnal (Da) Accession #
Score Y

1 11 69 10 162.63 33 1.51e+010 56981.3 PA_BSC2:2534576049
1 1.1 31 4 67.64 13 8.77e+009 57219.5 PA_Bse08:2503995261
1 1.1 18 2 32.05 6 3.95e+009 571475 PA_Bse02:2503998519
1 11 18 2 32.05 6 3.95e+009 55514.7 PA_Bse_meta_comb:2073565377
1 1.1 5 2 25.67 6 2.12e+007 57360.8 PA_Bse_meta_comb:2073567036
1 1.1 5 2 25.67 6 2.12e+007 57128.5 PA_BS12:2189568147
2 2.1 29 9 109.20 32 7.18e+009 52481.4 PA_BSC2:2534576897
2 2.1 29 9 109.20 32 7.18e+009 52481.4 PA_Bse_meta_comb:2073595609
2 2.1 15 4 50.87 14 3.90e+009 51344.1 PA_Bse08:2503997695
2 2.1 8 3 34.16 12 2.47e+009 52516.3 PA_Bse_meta_comb:2073595711
2 2.1 8 3 34.16 12 2.47e+009 52055.7 PA_BS12:2189571918
3 3.1 37 4 68.21 15 1.52e+010 44282.5 PA_BSC2:2534573496
3 3.1 37 4 68.21 15 1.52e+010 44282.5 PA_Bse_meta_comb:2073587015
4 4.1 15 5 63.66 24 5.16e+009 45984.9 PA_Bse_meta_comb:2073595342
5 51 12 4 61.60 38 3.75e+009 12099.0 PA_BSC2:2534574907
5 51 12 4 61.60 38 3.75e+009 12099.0 PA_Bse_meta_comb:2073591701
5 5.1 12 4 61.60 39 3.75e+009 11726.4 PA_Bse_meta_comb:2073579200
5 51 9 3 4551 28 2.73e+009 12111.0 PA_BS12:2189569075
5 51 9 3 4551 28 2.73e+009 12111.0 PA_Bse_meta_comb:2073596293
5 51 9 3 45.51 28 2.73e+009 12099.0 PA_Bse02:2503998071
5 51 9 3 4551 28 2.73e+009 12099.0 PA_Bse_meta_comb:2073590737
6 6.1 6 4 59.77 47 2.09e+009 22353.9 PA_Bse_meta_comb:2073589276
6 6.1 5 3 46.34 33 1.96e+009 22339.9 PA_BSC2:2534573752
7 7.1 17 4 57.02 22 2.38e+009 38663.6 PA_BSC2:2534576404
7 7.1 17 4 57.02 22 2.38e+009 38663.6 PA_Bse_meta_comb:2073570441
7 7.1 11 3 40.75 60 9.77e+008 10618.1 PA_BSC2:2534576487
8 8.1 15 4 56.30 20 3.36e+009 33705.4 PA_BSC2:2534576639
8 8.1 15 4 56.30 20 3.36e+009 33675.4 PA_Bse_meta_comb:2073570868
8 8.1 8 2 30.84 9 2.04e+009 34007.6 PA_BS12:2189567864
8 8.1 8 2 30.84 9 2.04e+009 33949.6 PA_Bse_meta_comb:2073584304
8 8.1 8 2 30.84 9 2.04e+009 33845.5 PA_Bse08:2503994737
9 9.1 32 3 55.85 29 2.38e+010 11367.4 PA_Bse_meta_comb:2073565234

http://spectrummillxp/millscripts/summaryPP.pl

Protein Name

PA_BSC2:2534576049 Bsc2_03736 chaperonin GroL [Alteromonadacea bacterium Bsc2]
PA_Bse08:2503995261 BSO8DRAFT_00037250 chaperonin GroL [B. setacea BS08 (Isolate from shipw
PA_Bse02:2503998519 BS02DRAFT_00025680 chaperonin GroL [B. setacea BS02 (Isolate from shipw
PA_Bse_meta_comb:2073565377 BaSeMet_00090330 chaperonin GroL [Bankia setacea microbiome (¢
PA_Bse_meta_comb:2073567036 BaSeMet_00106920 chaperonin GroL [Bankia setacea microbiome (C
PA_BS12:2189568147 or1478 Chaperonin GroEL (HSP60 family) [B. setacea BS12] 549 bp
PA_BSC2:2534576897 Bsc2_04586 pyruvate kinase (EC 2.7.1.40) [Alteromonadacea bacterium Bsc2]
PA_Bse_meta_comb:2073595609 BaSeMet_00392650 pyruvate kinase (EC 2.7.1.40) [Bankia setacea r
PA_Bse08:2503997695 pyruvate kinase [B. setacea BS08 (Isolate from shipworm gill tissue)]
PA_Bse_meta_comb:2073595711 BaSeMet_00393670 pyruvate kinase (EC 2.7.1.40) [Bankia setacea r
PA_BS12:2189571918 or1025 Pyruvate kinase [B. setacea BS12] 482 bp

PA_BSC2:2534573496 Bsc2_01181 translation elongation factor 1A (EF-1A/EF-Tu) [Alteromonadacea k
PA_Bse_meta_comb:2073587015 BaSeMet_00306710 translation elongation factor 1A (EF-1A/EF-Tu) [
PA_Bse_meta_comb:2073595342 BaSeMet_00389980 Capsid protein (F protein). [Bankia setacea micr
PA_BSC2:2534574907 Bsc2_02594 nitrogen regulatory protein P-Il family [Alteromonadacea bacterium
PA_Bse_meta_comb:2073591701 BaSeMet_00353570 nitrogen regulatory protein P-1l [Bankia setacea
PA_Bse_meta_comb:2073579200 BaSeMet_00228560 nitrogen regulatory protein P-Il [Bankia setacea
PA_BS12:2189569075 0r2390 Nitrogen regulatory protein Pll [B. setacea BS12] 112 bp
PA_Bse_meta_comb:2073596293 BaSeMet_00399490 nitrogen regulatory protein P-1l [Bankia setacea
PA_Bse02:2503998071 BS02DRAFT_00012490 Nitrogen regulatory protein P-II. [B. setacea BS02 (Isol:
PA_Bse_meta_comb:2073590737 BaSeMet_00343930 nitrogen regulatory protein P-1l [Bankia setacea
PA_Bse_meta_comb:2073589276 BaSeMet_00329320 FKBP-type peptidyl-prolyl cis-trans isomerases :
PA_BSC2:2534573752 Bsc2_01438 FKBP-type peptidyl-prolyl cis-trans isomerases 1 [Alteromonadace:
PA_BSC2:2534576404 Bsc2_04093 3-isopropylmalate dehydrogenase (EC 1.1.1.85) [Alteromonadacea
PA_Bse_meta_comb:2073570441 BaSeMet_00140970 3-isopropylmalate dehydrogenase (EC 1.1.1.85)
PA_BSC2:2534576487 Bsc2_04176 Isocitrate/isopropylmalate dehydrogenase [Alteromonadacea bacte
PA_BSC2:2534576639 Bsc2_04328 transaldolase (EC 2.2.1.2) [Alteromonadacea bacterium Bsc2]
PA_Bse_meta_comb:2073570868 BaSeMet_00145240 transaldolase (EC 2.2.1.2) [Bankia setacea micr:
PA_BS12:2189567864 or1190 Transaldolase [B. setacea BS12] 311 bp
PA_Bse_meta_comb:2073584304 BaSeMet_00279600 transaldolase (EC 2.2.1.2) [Bankia setacea micr
PA_Bse08:2503994737 BSO8DRAFT_00032510 transaldolase [B. setacea BS08 (Isolate from shipworm
PA_Bse_meta_comb:2073565234 BaSeMet_00088900 Histones H3 and H4 [Bankia setacea microbiom
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51.81
51.81
49.46
49.46
38.28
38.28
46.50
46.50
28.54
44.40
44.40
25.62
25.62
25.62
43.79
43.79
39.48
37.08
37.08
22.98
22.98
36.91
36.91
26.06
26.06
34.85
34.39
34.39
33.54
20.15
29.82
29.82
28.99
28.99
28.11
28.11
26.89
26.15
26.15
25.24
25.24
24.52
24.52
22.35
22.35
22.07
22.07
21.50

http://spectrummillxp/millscripts/summaryPP.pl

BoowRRN~N~N@owssBronvooee ~EEEREERReeREERERRREERBeooRREERG K

7.46e+008
7.46e+008
1.20e+009
1.20e+009
1.06e+009
1.06e+009
8.18e+007
8.18e+007
4.39e+007
6.57e+009
6.57e+009
2.32e+009
2.32e+009
2.32e+009
4.76e+008
4.76e+008
2.88e+010
2.71e+009
2.71e+009
4.75e+008
4.75e+008
5.46e+008
5.46e+008
4.99e+008
4.99e+008
4.47e+009
6.48e+008
6.48e+008
6.22e+008
4.90e+008
1.07e+009
1.07e+009
2.72e+008
2.72e+008
4.60e+008
4.60e+008
5.59e+009
4.63e+008
4.63e+008
1.46e+009
1.46e+009
1.39e+008
1.39e+008
2.06e+008
2.06e+008
7.21e+007
7.21e+007
1.30e+009

38937.1
38921.1
35299.3
35299.3
35386.5
35354.4
78518.0
78518.0
14422.5
9105.4
9105.4
9164.5
9107.5
9075.4
77520.7
48452.4
12753.8
51876.6
48220.4
51644.4
51644.4
17704.7
17704.7
17585.6
17585.6
13375.7
16139.8
16139.8
49992.5
53697.7
37181.7
30163.7
38327.9
37743.4
118803.8
118803.8
8388.5
43102.8
42998.6
36105.1
36105.1
41997.7
41997.7
19039.9
19039.9
36669.8
36669.8
12588.4

PA

Bse

PA_BSC2:2534573407
meta_comb:2073595811

PA

Bse

PA_BSC2:2534572582
meta_comb:2073561056

PA

Bse

PA_BS12:2189571789
meta_comb:2073574964

PA

Bse

PA_Bse02:2503998694
meta_comb:2073578282

PA

Bse

meta_comb:2073571049

PA

Bse

PA_BSC2:2534572633
meta_comb:2073595431

PA

Bse

PA_Bse08:2503994572
PA_BS12:2189570079
meta_comb:2073588110

PA

Bse

PA_Bse02:2503999400
meta _comb:2073585167

PA

Bse

meta_comb:2073593092

PA

Bse

PA_BSC2:2534574029
meta_comb:2073598029

PA

Bse

PA_BS12:2189570461
meta_comb:2073593800

PA

Bse

PA_BSC2:2534573498
meta_comb:2073587017

PA

Bse

PA_BS12:2189570753
meta_comb:2073563150

PA

Bse

meta_comb:2073565643

PA

Bse

PA_BSC2:2534574197
meta_comb:2073567349

PA

Bse

meta_comb:2073595049

PA

Bse

PA_BSC2:2534573486
PA_ BSC2:2534573415
meta_comb:2073567499

PA

Bse

meta_comb:2073590044

PA

Bse

PA_BSC2:2534574320
PA_BSC2:2534573281
meta_comb:2073587930

PA

Bse

meta_comb:2073588714

PA

Bse

meta_comb:2073591868

PA

Bse

PA_BSC2:2534576536
PA_ BS12:2189567940
meta_comb:2073595898

PA

Bse

PA_BSC2:2534576868
meta_comb:2073556947

PA

Bse

PA_BSC2:2534573441
meta_comb:2073591310

PA

Bse

PA_BSC2:2534573291
meta_comb:2073590205

PA_BSC2:2534573502
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PA_BSC2:2534573407 Bsc2_01092 fructose-bisphosphate aldolase (EC 4.1.2.13) [Alteromonadacea bz
PA_Bse_meta_comb:2073595811 BaSeMet_00394670 fructose-bisphosphate aldolase (EC 4.1.2.13) [B
PA_BSC2:2534572582 Bsc2_00266 malate dehydrogenase [Alteromonadacea bacterium Bsc2]
PA_Bse_meta_comb:2073561056 BaSeMet_00047120 malate dehydrogenase (NAD) (EC 1.1.1.37) [Ba
PA_BS12:2189571789 or0889 Malate/lactate dehydrogenases [B. setacea BS12] 327 bp
PA_Bse_meta_comb:2073574964 BaSeMet_00186200 malate dehydrogenase (NAD) (EC 1.1.1.37) [Ba
PA_Bse02:2503998694 BS02DRAFT_00016310 type IV pilus secretin (or competence protein) PilQ [B. ¢
PA_Bse_meta_comb:2073578282 BaSeMet_00219380 type IV pilus secretin (or competence protein) Pi
PA_Bse_meta_comb:2073571049 BaSeMet_00147050 Type |l secretory pathway, component HofQ [Ba
PA_BSC2:2534572633 Bsc2_00317 Bacterial nucleoid DNA-binding protein [Alteromonadacea bacteriur
PA_Bse_meta_comb:2073595431 BaSeMet_00390870 bacterial nucleoid protein HU beta subunit [Bank
PA_Bse08:2503994572 BSO8DRAFT_00030860 Bacterial DNA-binding protein. [B. setacea BS08 (Isola
PA_BS12:2189570079 or3306 Bacterial nucleoid DNA-binding protein [B. setacea BS12] 90 bp
PA_Bse_meta_comb:2073588110 BaSeMet_00317660 bacterial nucleoid protein HU beta subunit [Bank
PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding
PA_Bse_meta_comb:2073585167 BaSeMet_00288230 Endoglucanase [Bankia setacea microbiome (Ct
PA_Bse_meta_comb:2073593092 BaSeMet_00367480 Actin and related proteins [Bankia setacea micrc
PA_BSC2:2534574029 Bsc2_01715 glutamine synthetase, type | [Alteromonadacea bacterium Bsc2]
PA_Bse_meta_comb:2073598029 BaSeMet_00416850 L-glutamine synthetase (EC 6.3.1.2) [Bankia set
PA_BS12:2189570461 or3700 Glutamine synthetase [B. setacea BS12] 468 bp
PA_Bse_meta_comb:2073593800 BaSeMet_00374560 L-glutamine synthetase (EC 6.3.1.2) [Bankia set
PA_BSC2:2534573498 Bsc2_01183 SSU ribosomal protein S7P [Alteromonadacea bacterium Bsc2]
PA_Bse_meta_comb:2073587017 BaSeMet_00306730 SSU ribosomal protein S7P [Bankia setacea mic
PA_BS12:2189570753 0r3998 Ribosomal protein S7 [B. setacea BS12] 156 bp
PA_Bse_meta_comb:2073563150 BaSeMet_00068060 SSU ribosomal protein S7P [Bankia setacea mic
PA_Bse_meta_comb:2073565643 BaSeMet_00092990 Histone H2A [Bankia setacea microbiome (Com
PA_BSC2:2534574197 Bsc2_01883 cyanate hydratase [Alteromonadacea bacterium Bsc2]
PA_Bse_meta_comb:2073567349 BaSeMet_00110050 cyanate hydratase [Bankia setacea microbiome
PA_Bse_meta_comb:2073595049 BaSeMet_00387050 D-glucuronate isomerase (EC 5.3.1.12) [Bankia
PA_BSC2:2534573486 Bsc2_01171 D-glucuronate isomerase (EC 5.3.1.12) [Alteromonadacea bacteriu
PA_BSC2:2534573415 Bsc2_01100 UDP-glucose pyrophosphorylase (EC 2.7.7.9) [Alteromonadacea b
PA_Bse_meta_comb:2073567499 BaSeMet_00111550 UDP-glucose pyrophosphorylase (EC 2.7.7.9) [E
PA_Bse_meta_comb:2073590044 BaSeMet_00337000 phosphate ABC transporter substrate-binding pr
PA_BSC2:2534574320 Bsc2_02006 phosphate ABC transporter substrate-binding protein, PhoT family (
PA_BSC2:2534573281 Bsc2_00965 TonB-dependent receptor [Alteromonadacea bacterium Bsc2]
PA_Bse_meta_comb:2073587930 BaSeMet_00315860 TonB-dependent receptor [Bankia setacea micrc
PA_Bse_meta_comb:2073588714 BaSeMet_00323700 hypothetical protein [Bankia setacea microbiome
PA_Bse_meta_comb:2073591868 BaSeMet_00355240 2-oxoglutarate dehydrogenase E2 component (E
PA_BSC2:2534576536 Bsc2_04225 2-oxoglutarate dehydrogenase E2 component (EC 2.3.1.61) [Altero
PA_BS12:2189567940 or1263 Glyceraldehyde-3-phosphate dehydrogenase/erythrose-4-phosphate deh
PA_Bse_meta_comb:2073595898 BaSeMet_00395540 glyceraldehyde-3-phosphate dehydrogenase, ty,
PA_BSC2:2534576868 Bsc2_04557 Phosphoglycerate dehydrogenase and related dehydrogenases [Ali
PA_Bse_meta_comb:2073556947 BaSeMet_00006030 D-3-phosphoglycerate dehydrogenase (EC 1.1.1
PA_BSC2:2534573441 Bsc2_01126 LSU ribosomal protein L6P [Alteromonadacea bacterium Bsc2]
PA_Bse_meta_comb:2073591310 BaSeMet_00349660 LSU ribosomal protein L6P [Bankia setacea mic
PA_BSC2:2534573291 Bsc2_00976 ketol-acid reductoisomerase (EC 1.1.1.86) [Alteromonadacea bacte
PA_Bse_meta_comb:2073590205 BaSeMet_00338610 ketol-acid reductoisomerase (EC 1.1.1.86) [Banl
PA_BSC2:2534573502 Bsc2_01187 LSU ribosomal protein L12P [Alteromonadacea bacterium Bsc2]
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30 30.1 14
31 31.1 2
31 31.1 2
32 32.1 3
Totals: 910 241

Group Subgroup Spectra

@) @] @]

1 11 69

H*

Filename

006-0901.4232.4280.2
006-0902.4212.4237.2
005-0801.4335.4373.2
005-0802.4346.4427.2
005-0802.4946.4974.0
006-0902.4788.4793.0
005-0801.4920.4957.0
006-0901.5110.5154.0
005-0801.2747.2788.0
005-0801.2757.2769.0
005-0802.2774.2774.3
005-0802.3490.3511.0
006-0901.6560.6560.0
006-0901.4757.4809.2
006-0901.2793.2810.0
005-0802.6764.6764.0
005-0802.2758.2806.0
005-0801.5018.5055.2
006-0901.2785.2827.0
005-0802.6736.6802.0
005-0801.5760.5803.0
006-0902.2797.2802.0
005-0802.3526.3526.2
005-0801.4475.4475.2
005-0801.1697.1726.0
005-0802.5726.5780.0
006-0901.6432.6502.0
005-0802.3985.4028.2
005-0802.6782.6782.0
006-0901.3573.3609.0
006-0901.6538.6546.0
005-0801.5997.6022.0
006-0902.5397.5397.0
006-0901.3495.3503.2

‘w‘w‘w‘w‘w‘l\)‘N‘N‘N‘N‘N‘N‘N‘N‘N‘l—“l—‘HHHI—‘I—‘H‘H‘H\‘D\@\\l\@\m\h\wﬁ\)\l—‘
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PA_Bse_meta_comb:2073587021 BaSeMet_00306770 LSU ribosomal protein L12P [Bankia setacea mi
PA_BS12:2189570195 or3426 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 709 bj
PA_Bse_meta_comb:2073567998 BaSeMet_00116540 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_BSC2:2534573471 Bsc2_01156 Dehydrogenases with different specificities (related to short-chain a

PA_BSC2:2534576049 Bsc2_03736 chaperonin GroL [Alteromonadacea bacterium Bsc2]

1 21.50 10 1.30e+009 12588.4 PA_Bse_meta_comb:2073587021

2 20.22 5 4.75e+008  73729.2 PA_BS12:2189570195

2 20.22 9 4.75e+008 44290.5 PA_Bse_meta_comb:2073567998

2 20.01 10 5.36e+008 27993.3 PA_BSC2:2534573471
Distinct SDulﬁrlnqgti Total Protein
Peptides MS/MS 0 eAnge S"p’géf;gl MW pDaabase Protein Name

#) Search Intensity (Da)

Score
10 162.63 33 1.51e+010 56981.3 PA_BSC2:2534576049
N
Score Fvgg(—)l?gv 22; Slr?tzcr;[glijt? Sequence Ma,\fé-lhed
(Da)

21.50 15.53 100.0 1.58e+008 (R)AVASIADLTGDNEDQDAGIGIAR(R) 2272.106
20.41 20.41 98.7 1.24e+008 (R)AVASIADLTGDNEDQDAGIGIAR(R) 2272.106
20.28 17.16 97.1 4.21e+008 (R)AVASIADLTGDNEDQDAGIGIAR(R) 2272.106
20.25 20.25 96.5 5.37e+008 (R)AVASIADLTGDNEDQDAGIGIAR(R) 2272.106
19.63 12.85 97.9 3.27e+008 (K)MLAGVNVLADAVK(I) 1300.730
19.57 12.05 96.6 6.13e+007 (K)MLAGVNVLADAVK(I) 1300.730
19.52 13.39 95.9 4.63e+008 (K)MLAGVNVLADAVK(I) 1300.730
19.05 12.30 96.4 1.75e+008 (K)MLAGVNVLADAVK(I) 1300.730
18.31 11.98 96.2 2.78e+008 (R)QIVTNAGDEASVIAEK(V) 1644.844
18.27 11.71 95.3 5.59e+007 (R)QIVTNAGDEASVIAEK(V) 1644.844
17.88 17.88 89.5 7.31e+006 (R)QIVTNAGDEASVIAEK(V) 1644.844
17.31 13.08 91.0 1.38e+008 (K)EISVIVDGAGSAEDIK(A) 1602.823
17.08 10.63 90.8 7.26e+007 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S) 2434.195
16.97 10.00 87.1 1.44e+008 (K)MLAGVNVLADAVK(I) 1300.730
16.54 9.65 90.7 3.31e+007 (R)QIVTNAGDEASVIAEK(V) 1644.844
16.18 10.09 84.3 1.13e+008 (K)SIAQVGTISANSDTQVGDIIAEAMGK(V) 2576.288
16.11 10.23 93.3 1.02e+008 (R)QIVTNAGDEASVIAEK(V) 1644.844
16.05 8.30 87.6 1.37e+009 (K)MLAGVNVLADAVK(I) 1300.730
15.92 9.49 89.1 1.18e+008 (R)QIVTNAGDEASVIAEK(V) 1644.844
15.81 10.37 82.4 4.88e+008 (K)SIAQVGTISANSDTQVGDIIAEAMGK(V) 2576.288
15.62 7.19 91.6 3.40e+008 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S) 2434.195
15.36 7.32 86.0 2.80e+007 (R)QIVTNAGDEASVIAEK(V) 1644.844
15.19 10.73 89.0 1.36e+008 (K)EISVIVDGAGSAEDIK(A) 1602.823
15.16 10.15 86.3 9.32e+008 (R)AVASIADLTGDNEDQDAGIGIAR(R) 2272.106
14.97 14.97 90.1 7.80e+006 (K)VGAATEVEMK(E) 1034.519
14.94 8.17 87.8 4.06e+008 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S) 2434.195
14.32 8.46 82.4 1.81e+008 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S) 2434.195
14.09 6.92 92.3 3.64e+008 (R)AAVEEGVVPGGGVSLIR(A) 1609.891
13.92 8.37 81.8 1.05e+008 (K)SIAQVGTISANSDTQVGDIIAEAMGK(V) 2576.288
13.86 8.96 85.2 1.80e+008 (K)EISVIVDGAGSAEDIK(A) 1602.823
13.84 7.45 77.0 1.42e+008 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S) 2434.195
13.58 7.57 77.7 9.98e+008 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S) 2434.195
13.46 5.91 85.3 2.02e+007 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S) 2434.195
13.43 9.49 85.4 4.83e+007 (K)EISVIVDGAGSAEDIK(A) 1602.823

http://spectrummillxp/millscripts/summaryPP.pl
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Group Subgroup Spectra

005-0801.7096.7170.0
006-0901.5322.5353.2
005-0801.6007.6007.2
006-0901.6069.6069.0
007-1001.4910.4938.0
005-0801.5752.5752.0
006-0902.4926.4998.2
005-0801.3466.3466.0
006-0901.5446.5446.0
006-0901.4985.5060.2
009-1202.4193.4193.0
005-0801.3992.3992.0
007-1001.4764.4764.2
005-0801.1694.1700.2
007-1002.4754.4754.2
005-0802.1680.1702.0
005-0801.3945.4015.2
006-0901.4118.4134.2
001-0402.5874.5874.0
007-1002.4898.4954.0
006-0901.3926.3954.2
005-0801.4005.4048.2
005-0802.5736.5736.0
007-1001.4789.4789.0
006-0902.6026.6026.0
006-0901.3651.3651.0
006-0901.3468.3468.0
006-0902.3494.3494.2
007-1001.3495.3495.0
007-1002.2817.2817.0
008-1101.5156.5156.0
008-1101.4606.4606.0
005-0801.1818.1818.0
009-1201.3960.3960.0
006-0902.6071.6071.0

) (@]

F*

[ jw N =

21 29

Filename

005-0802.9258.9304.0
006-0902.4141.4170.2
005-0801.3801.3816.0
006-0901.4401.4424.2

3 13.42 13.42 80.3 1.12e+009 (K)SIAQVGTISANSDTQVGDIIAEAMGK(V) 2576.288
2 12.86 3.31 90.3 1.68e+008 (R)ELLPVLETVAK(A) 1211.725
2 1273 7.06 85.1 4.50e+008 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S) 2434.195
3 1268 7.31 755 6.33e+007 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S) 2434.195
2 1258 2.23 89.9 1.64e+007 (R)ELLPVLETVAK(A) 1211.725
3 1256 12.56 76.9 5.67e+008 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S) 2434.195
2 1237 2.77 90.6 8.05e+007 (R)ELLPVLETVAK(A) 1211.725
2 12.30 8.13 80.9 8.26e+007 (K)EISVIVDGAGSAEDIK(A) 1602.823
2 12.28 3.26 87.7 1.10e+008 (R)ELLPVLETVAK(A) 1211.725
2 12.24 2.73 87.8 6.77e+007 (R)ELLPVLETVAK(A) 1211.725
3 12.06 6.79 74.5 1.47e+007 (R)AVASIADLTGDNEDQDAGIGIAR(R) 2272.106
3 11.94 5.98 83.0 9.15e+007 (R)AAVEEGVVPGGGVSLIR(A) 1609.891
2 11.92 595 80.1 6.89e+006 (K)MLAGVNVLADAVK(I) 1300.730
2 1155 11.55 78.1 2.50e+006 (K)VGAATEVEMK(E) 1034.519
2 11.27 584 853 1.23e+007 (K)MLAGVNVLADAVK(I) 1300.730
2 11.22 7.30 85.6 1.69e+006 (K)VGAATEVEMK(E) 1034.519
2 11.00 459 88.7 4.90e+008 (R)AAVEEGVVPGGGVSLIR(A) 1609.891
2 10.96 451 79.8 5.85e+008 (R)AAVEEGVVPGGGVSLIR(A) 1609.891
3 10.70 10.70 70.9 7.05e+006 (K)EGVITVEEGNSLENELDVVEGMQFDR(G) 2908.352
2 10.56 248 79.8 2.83e+007 (R)ELLPVLETVAK(A) 1211.725
2 1053 4.41  73.2 2.06e+008 (R)AAVEEGVVPGGGVSLIR(A) 1609.891
2 10.44 212 86.2 8.94e+008 (R)AAVEEGVVPGGGVSLIR(A) 1609.891
3 10.27 6.90 70.2 5.99e+008 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S) 2434.195
2 10.23 544 76.1 6.79e+006 (K)MLAGVNVLADAVK(I) 1300.730
3 10.22 438 711 5.53e+007 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S) 2434.195
2 1019 10.19 71.9 9.76e+007 (K)EISVIVDGAGSAEDIK(A) 1602.823
2 10.08 10.08 72.1 6.18e+007 (K)EISVIVDGAGSAEDIK(A) 1602.823
2 982 459 74.5 3.96e+007 (K)EISVIVDGAGSAEDIK(A) 1602.823
2 977 4.86 77.0 1.37e+007 (K)EISVIVDGAGSAEDIK(A) 1602.823
2 9.04 413 79.2 6.77e+006 (R)QIVTNAGDEASVIAEK(V) 1644.844
3 839 8.39 76.8 1.71e+007 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S) 2434.195
2 818 3.92 67.4 1.36e+007 (K)MLAGVNVLADAVK(I) 1300.730
2 745 7.45 90.6 2.12e+006 (K)VGAATEVEMK(E) 1034.519
2 711 1.36 93.5 6.29e+006 (R)AAVEEGVVPGGGVSLIR(A) 1609.891
2 6.94 3.54 84.8 2.19e+007 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S) 2434.195
Distinct SDulﬁ"flnqgti Total Protein
Peptides MS/MS 0 eAraAge gggéﬂgl MW Agg‘;zgﬁfﬁ ) Protein Name
#) Search Intensity (Da)
Score
9 109.20 32 7.18e+009 52481.4 PA_BSC2:2534576897
Fwd-Rev SPl Spectrum MH"
z Score Score (%) Intensity Sequence Ma(g::)ed
3 17.37 17.37 79.3 3.14e+008 (R)AETVADDQILDDIILASDAVMVAR(G) 2544.287
2 1631 7.64 89.3 6.92e+007 (R)FAEGPIQLEIGDK(F) 1416.738
2 15.64 7.29 90.1 6.95e+008 (K)IVSTLGPATDEPGILEK(L) 1739.943
2 15.63 7.44 86.6 1.67e+008 (R)FAEGPIQLEIGDK(F) 1416.738

http://spectrummillxp/millscripts/summaryPP.pl

PA_BSC2:2534576897 Bsc2_04586 pyruvate kinase (EC 2.7.1.40) [Alteromonadacea bacterium Bsc2]
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006-0901.4180.4189.0
005-0802.3745.3809.0
005-0801.4289.4330.0
005-0802.4249.4271.0
005-0802.5058.5058.2
005-0801.5052.5052.2
005-0802.5070.5070.2
006-0901.4503.4510.2
006-0901.3723.3723.0
004-0701.3768.3768.0
005-0801.8968.8968.0
008-1102.3712.3712.0
004-0701.5681.5681.2
005-0802.5047.5076.2
005-0801.4241.4285.0
006-0901.3758.3758.0
007-1001.4199.4199.0
005-0801.5029.5029.2
005-0801.9929.9929.0
006-0901.3694.3694.0
005-0802.5016.5016.2
005-0801.4829.4829.0

27 005-0802.5033.5033.2
28 007-1002.4101.4101.0
29 005-0802.4351.4368.0
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Group Subgroup Spectra

#) (#) (#)
3.1 37
Filename
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005-0801.2751.2758.0
005-0802.2722.2734.0
004-0702.2725.2760.0
005-0801.6520.6619.2
005-0801.2724.2743.0
005-0802.2742.2771.0
005-0801.2755.2755.2
006-0902.2773.2791.0
006-0901.2773.2795.0
005-0801.6790.6839.2
005-0802.6527.6558.0
004-0701.9034.9111.2
004-0702.2743.2743.0
005-0802.4358.4410.0

N W N NNWWNNWDN®W W W

13.29 7.16 83.5 7.05e+007 (R)FAEGPIQLEIGDK(F)
13.23 7.71 79.7 4.17e+008 (K)IVSTLGPATDEPGILEK(L)
13.12 7.45 79.1 8.11e+008 (R)FAEGPIQLEIGDK(F)
12.58 6.50 80.5 2.40e+008 (R)FAEGPIQLEIGDK(F)
12.26 494 74.9 2.03e+008 (R)DVNPEDMLLLDDGR(V)
11.69 5.91 78.7 2.45e+008 (R)DVNPEDMLLLDDGR(V)
11.66 11.66 67.0 2.00e+008 (R)DVNPEDMLLLDDGR(V)
10.92 10.92 73.1 2.77e+008 (K)EGLEDGDLVLITK(G)
10.78 4.07 725 1.73e+008 (K)IVSTLGPATDEPGILEK(L)
10.60 4.01 71.8 3.48e+008 (K)IVSTLGPATDEPGILEK(L)
10.51 10.51 71.8 2.71e+008 (R)AEVFDVANAVLDGTDAVMLSAETAAGK(Y)
10.42 5.08 74.0 2.13e+007 (K)IVSTLGPATDEPGILEK(L)
9.77 4.15 68.0 1.79e+008 (R)GVQPVLFQSGEIPYIETNAR(A)
9.65 438 72.8 2.36e+008 (R)DVNPEDMLLLDDGR(V)
9.55 4.71 745 3.45e+008 (R)FAEGPIQLEIGDK(F)
9.22 5.37 69.5 1.83e+008 (K)IVSTLGPATDEPGILEK(L)
8.90 8.90 69.0 2.01e+007 (K)EGLEDGDLVLITK(G)
8.83 3.53 62.8 2.32e+008 (R)DVNPEDMLLLDDGR(V)
8.68 4.81 66.5 2.76e+008 (R)AETVADDQILDDIILASDAVMVAR(G)
8.41 2.92 85.7 7.47e+007 (K)YPVQTVEAMVR(V)
8.06 2.15 64.1 1.86e+008 (R)DVNPEDMLLLDDGR(V)
8.01 4.19 73.8 3.57e+008 (R)GDLGVEIGDAQLIGVQK(H)
7.67 2.70 69.1 1.94e+008 (R)DVNPEDMLLLDDGR(V)
7.19 4.04 64.2 1.74e+007 (R)FAEGPIQLEIGDK(F)
6.82 6.82 60.3 3.61e+008 (K)EGLEDGDLVLITK(G)
Distinct SDulztmgtj o Totl Protein
Peptides  MS/MS % AA Protein MW Database
) Search Coverage Isnit):r?;rifl (Da) Accession #
Score Y
4 68.21 15 1.52e+010 44282.5 PA_BSC2:2534573496
Fwd-Rev SPI Spectrum MH*
Score " geore (%) Intensity Sequence Matched
(Da)
19.93 19.93 96.1 3.39e+007 (R)GITIATSHVEYDSPER(H) 1774.861
19.55 13.66 93.9 3.27e+007 (R)GITIATSHVEYDSPER(H) 1774.861
18.79 18.79 93.6 2.45e+007 (R)GITIATSHVEYDSPER(H) 1774.861
18.24 13.13 91.5 6.71e+008 (R)GIINVGEEMEIIGIK(D) 1614.878
18.05 18.05 93.9 6.83e+007 (R)GITIATSHVEYDSPER(H) 1774.861
17.74 7.01 93.5 1.84e+007 (R)GITIATSHVEYDSPER(H) 1774.861
16.96 8.37 92.7 1.27e+007 (R)GITIATSHVEYDSPER(H) 1774.861
16.73 11.10 81.6 1.01e+007 (R)GITIATSHVEYDSPER(H) 1774.861
16.62 16.62 84.9 3.50e+007 (R)GITIATSHVEYDSPER(H) 1774.861
16.18 11.11 89.9 1.18e+009 (R)GIINVGEEMEIIGIK(D) 1614.878
16.06 9.97 84.9 4.56e+008 (R)GIINVGEEMEIIGIK(D) 1614.878
15.23 7.84 89.0 1.21e+009 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
15.23 10.84 83.6 2.26e+007 (R)GITIATSHVEYDSPER(H) 1774.861
14.81 7.04 92.9 1.05e+009 (K)LVEALDSYIPQPER(A) 1629.849
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1416.738
1739.943
1416.738
1416.738
1601.748
1601.748
1601.748
1401.748
1739.943
1739.943
2665.303
1739.943
2218.151
1601.748
1416.738
1739.943
1401.748
1601.748
2544.287
1292.667
1601.748
1711.923
1601.748
1416.738
1401.748
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15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37

004-0702.8535.8598.2
005-0801.4473.4537.2
005-0801.6801.6801.0
005-0801.8479.8514.2
005-0801.8974.9033.0
004-0701.8592.8592.0
005-0801.4409.4409.2
005-0802.6487.6487.0
005-0801.9027.9027.0
006-0901.2769.2769.0
006-0901.7545.7545.2
004-0701.8576.8590.2
006-0901.7583.7583.0
003-0601.8704.8704.0
003-0601.8693.8693.2
005-0801.2759.2759.0
008-1102.2800.2800.0
003-0601.4494.4494.0
006-0901.4274.4274.2
005-0802.6584.6584.0
003-0602.8137.8137.0
006-0901.8356.8356.0
002-0502.5683.5683.0

N NN NN NDWNNWDNDDNNDOWNDNDNNDOWNDNDNDDNDNDNDNDN

Group Subgroup Spectra
*) # #

4.1 15

H*

Filename

004-0701.8008.8100.0
004-0701.8477.8477.0
004-0701.7242.7279.2
003-0602.2922.2922.0
003-0601.7029.7137.0
003-0601.2900.2911.0
004-0702.4380.4380.0
003-0602.4564.4598.0
004-0701.4564.4564.0
003-0601.2939.2959.2
003-0601.4805.4805.2
004-0702.2885.2894.0
004-0701.2825.2854.0
003-0601.4820.4820.2
15 004-0701.2871.2923.0

NN N NNNNDNDMDNDNOWNDNN®W®

T e el i i = L= < IR AN I T [ B E N PV O
m‘b‘w‘m‘i—\‘

14.71 6.42 88.7 3.83e+008 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
14.71 7.95 88.7 2.02e+009 (K)LVEALDSYIPQPER(A) 1629.849
13.89 8.25 82.4 9.34e+008 (R)GIINVGEEMEIIGIK(D) 1614.878
13.62 5.85 85.3 5.13e+008 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
13.61 4,09 85.0 1.38e+009 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
13.49 6.87 81.2 1.69e+008 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
13.48 7.19 88.8 7.63e+008 (K)LVEALDSYIPQPER(A) 1629.849
13.42 7.23 77.9 3.07e+008 (R)GIINVGEEMEIIGIK(D) 1614.878
13.09 2.64 83.0 2.22e+009 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
12.94 12.94 78.2 8.23e+006 (R)GITIATSHVEYDSPER(H) 1774.861
12.29 7.86 72.3 8.94e+007 (R)GIINVGEEMEIIGIK(D) 1614.878
12.10 425 84.1 3.11e+008 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
11.96 6.63 69.9 8.84e+007 (R)GIINVGEEMEIIGIK(D) 1614.878
11.87 6.69 70.8 7.59e+007 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
10.26 3.64 75.6 1.27e+008 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
10.11 4.79 88.9 1.59e+007 (R)GITIATSHVEYDSPER(H) 1774.861
9.68 9.68 85.4 3.68e+006 (R)GITIATSHVEYDSPER(H) 1774.861
9.56 3.01 72.4 9.80e+007 (K)LVEALDSYIPQPER(A) 1629.849
9.41 3.85 65.7 2.30e+008 (K)LVEALDSYIPQPER(A) 1629.849
9.06 9.06 63.0 3.12e+008 (R)GIINVGEEMEIIGIK(D) 1614.878
8.70 2.39 73.5 7.49e+007 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
8.33 8.33 61.0 2.24e+008 (R)GIINVGEEMEIIGIK(D) 1614.878
7.82 3.93 76.3 1.30e+007 (R)GIINVGEEMEIIGIK(D) 1614.878
o Distinct Total _
%;Ezgg S,\L/jlg]/mgd C%AA Protein Protein Databgse p
#) Search ‘~overage ﬁ?:ﬁ;a'/ (Da) Accession #
Score
5 63.66 24 5.16e+009 45984.9 PA_Bse_meta_comb:2073595342
Fwd-Rev SPl Spectrum MH"
SCore  geore (%) Intensity Sequence Mazg::)ed
15.26 6.56 83.1 9.94e+008 (R)AYNLIFNTFFNDDQIQEPVNIDEDWSK(S) 3275.517
14.13 14.13 83.7 1.10e+009 (R)AYNLIFNTFFNDDQIQEPVNIDEDWSK(S) 3275.517
13.90 13.90 73.0 5.06e+008 (R)LLPMNDTMSQEADTLGEVGGYMLGTK(R) 2771.294
12.50 5.62 80.2 5.70e+007 (R)LQMEADIYGEK(D) 1296.615
12.02 476 70.6 9.49e+008 (R)LLPMNDTMSQEADTLGEVGGYMLGTK(R) 2771.294
11.69 5.58 86.8 8.12e+007 (R)LQMEADIYGEK(D) 1296.615
11.05 2.51 77.5 2.61e+008 (K)QYETTMLVDPLSDK(K) 1639.789
10.95 6.56 73.5 1.31e+008 (K)TTYTSAEDGILHINEADFR(D) 2153.015
10.77 6.99 79.3 1.47e+008 (K)TTYTSAEDGILHINEADFR(D) 2153.015
10.21 4.40 80.2 1.30e+008 (R)LQMEADIYGEK(D) 1296.615
9.63 9.63 72.5 1.91e+008 (K)TTYTSAEDGILHINEADFR(D) 2153.015
9.46 4.94 60.3 6.27e+007 (R)LQMEADIYGEK(D) 1296.615
9.45 3.14 69.1 2.42e+008 (R)LQMEADIYGEK(D) 1296.615
9.37 553 70.5 1.97e+008 (K)TTYTSAEDGILHINEADFR(D) 2153.015
8.63 3.44 62.7 1.04e+008 (R)LQMEADIYGEK(D) 1296.615

http://spectrummillxp/millscripts/summaryPP.pl

Page 6 of 18

rotein Name

PA_Bse_meta_comb:2073595342 BaSeMet_00389980 Capsid protein (F protein). [Bankia setacea microl

2/12/2014





Spectrum Mill - Protein Peptide/Summary Page 7 of 18

Distinct SDulfr:mgtd Total Protein
o )
T S ST e WEMS oUL, ot MW e Poentane
Score ntensity
5 5.1 12 4 61.60 38 3.75e+009 12099.0 PA BSC2:2534574907 PA_BSC2:2534574907 Bsc2_02594 nitrogen regulatory protein P-II family [Alteromonadacea bacterium Bsc2]
# Fi Fwd-Rev SPI  Spectrum MH*
ilename z Score Score (%)  Intensity Sequence Mz?g::)ed
1 003-0602.6312.6378.0 2 24.00 19.45 100.0 4.54e+008 (K)LEVAVADDQLDSVVEAISK(A) 2001.039
2 003-0601.6676.6722.2 2 21.92 21.92 98.7 5.77e+008 (K)LEVAVADDQLDSVVEAISK(A) 2001.039
3 003-0601.6669.6748.0 2 21.79 17.41 96.7 6.43e+008 (K)LEVAVADDQLDSVVEAISK(A) 2001.039
4 003-0601.6329.6410.0 2 20.83 20.83 97.2 3.35e+008 (K)LEVAVADDQLDSVVEAISK(A) 2001.039
5 003-0602.6343.6351.3 3 20.02 14.59 89.6 1.30e+008 (K)LEVAVADDQLDSVVEAISK(A) 2001.039
6 003-0601.6713.6736.3 3 18.52 11.13 90.0 2.29e+008 (K)LEVAVADDQLDSVVEAISK(A) 2001.039
7 003-0601.4754.4801.0 2 16.09 11.68 85.9 3.09e+008 (K)IFVSTLEQVVR(I) 1290.742
8 003-0601.6372.6372.3 3 15.31 9.61 83.3 9.60e+007 (K)LEVAVADDQLDSVVEAISK(A) 2001.039
9 003-0602.4755.4773.2 2 14.75 10.68 82.1 2.28e+008 (K)IFVSTLEQVVR(I) 1290.742
10 003-0601.4983.5042.0 2 14.69 11.39 86.9 4.85e+008 (K)IFVSTLEQVVR(I) 1290.742
11 003-0601.5045.5045.0 2 10.95 3.86 73.6 8.71e+007 (R)GAEYVVDFLPK(T) 1237.647
12 003-0601.6419.6419.0 3 10.56 5.75 71.9 1.80e+008 (K)TKLEVAVADDQLDSVVEAISK(A) 2230.182
Distinct
Group Subgroup Spectra I%;t:gg; S“tjrglnh;lgd % AA P-:—gtt:iln Pr’a{;\alm Databgse Protein Name
#) #) #) ) Search Coverage Ii;t):rcl:;rifl (Da) Accession #
Score y
6 6.1 6 4 59.77 47 2.09e+009 22353.9 PA Bse meta comb:2073589276 PA_Bse_meta_comb:2073589276 BaSeMet_00329320 FKBP-type peptidyl-prolyl cis-trans isomerases 1
# Fi Fwd-Rev SPI Spectrum MH"
ilename z Score Score (%) Intensity Sequence Mezg::)ed
1 005-0801.6356.6403.2 2 19.34 14.47 95.4 2.34e+008 (K)GVVDALEGNTPEVSDADLNAAFAEIR(G) 2673.301
2 005-0802.6347.6354.2 2 17.62 11.79 90.5 1.57e+008 (K)GVVDALEGNTPEVSDADLNAAFAEIR(G) 2673.301
3 005-0802.9244.9256.0 3 14.79 6.60 86.0 3.76e+008 (R)GEPAEFPVNGVIAGWTEALQLMPVGAK(W) 2781.429
4 005-0802.4279.4279.0 3 13.43 6.43 74.2 1.26e+008 (K)KPGITVTESGLQYEILASGDGEKPTASSTVR(T) 3191.644
5 005-0801.3551.3586.0 2 12.21 8.43 81.6 3.66e+008 (K)QLSENTFEGMNYNAVAK(G) 1915.886
6 005-0801.9898.9898.0 3 11.78 5.08 76.7 8.30e+008 (R)GEPAEFPVNGVIAGWTEALQLMPVGAK(W) 2781.429
o Distinct Total .
Group Subgroup Spectra PD;;SJEESS S,\ljg/n,\jlgd % AA Protein Prh?l’\(lslm Databgse Protein Name
#) #) #) ) Search Coverage ISpc—:‘ctr_al (Da) Accession #
Score ntensity
7 7.1 17 4 57.02 22 2.38e+009 38663.6 PA BSC2:2534576404 PA_BSC2:2534576404 Bsc2_04093 3-isopropylmalate dehydrogenase (EC 1.1.1.85) [Alteromonadacea bacterium B
# Fi Fwd-Rev SPl Spectrum MH"
ilename z Score Score (%) Intensity Sequence Ma(g::)ed
1 006-0901.7691.7794.2 2 16.27 5.93 94.3 2.57e+008 (K)IVLLPGDGIGPEIVAEAVK(V) 1890.095
2 006-0901.8445.8535.2 2 1597 3.51 93.2 6.09e+008 (K)IVLLPGDGIGPEIVAEAVK(YV) 1890.095
3 006-0901.5256.5256.2 2 1457 14.57 83.7 1.09e+008 (K)VSTDEMGDAVVAALAH(-) 1585.753
4 006-0902.4829.4880.2 2 14.20 14.20 83.1 7.39e+007 (K)VSTDEMGDAVVAALAH(-) 1585.753
5 006-0902.7656.7656.0 3 13.96 490 76.8 6.23e+007 (K)IVLLPGDGIGPEIVAEAVK(VY) 1890.095
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PA_BSC2:2534576639 Bsc2_04328 transaldolase (EC 2.2.1.2) [Alteromonadacea bacterium Bsc2]

6 006-0901.10045.10063.0 3 13.67 8.24 78.5 1.68e+008 (R)SGLYEPVHGSAPDIAGQGIANPLATILSAAMLLR(Y) 3403.805
7 006-0901.8653.8653.0 2 13.66 4.38 85.8 2.78e+008 (K)IVLLPGDGIGPEIVAEAVK(VY) 1890.095
8 006-0901.5268.5268.2 2 13.28 13.28 75.4 1.14e+008 (K)VSTDEMGDAVVAALAH(-) 1585.753
9 006-0901.3362.3381.0 2 1251 8.94 73.2 9.84e+007 (R)SDAADAIEAAVGK(V) 1217.601
10 006-0901.4916.4916.2 2 1227 12.27 75.6 5.12e+007 (K)VSTDEMGDAVVAALAH(-) 1585.753
11 006-0901.5286.5286.2 2 11.66 7.90 76.1 1.06e+008 (K)VSTDEMGDAVVAALAH(-) 1585.753
12 006-0901.8569.8569.0 3 11.08 2.34 70.9 1.02e+008 (K)IVLLPGDGIGPEIVAEAVK(V) 1890.095
13 006-0902.3303.3303.0 2 11.03 11.03 70.9 2.29e+007 (R)SDAADAIEAAVGK(V) 1217.601
14 006-0901.5211.5211.0 2 10.53 10.53 67.6 1.03e+008 (K)VSTDEMGDAVVAALAH(-) 1585.753
15 006-0901.5298.5298.0 2 10.40 3.73 72.5 1.02e+008 (K)VSTDEMGDAVVAALAH(-) 1585.753
16 006-0901.7811.7811.2 2 946 3.05 67.7 9.63e+007 (K)IVLLPGDGIGPEIVAEAVK(Y) 1890.095
17 006-0901.3303.3303.0 2 788 7.88 61.8 2.84e+007 (R)SDAADAIEAAVGK(V) 1217.601
Distinct
Distinct Summed Total Protein
ST ST T pevices WSS ol Specira Y adiessions  Proeintame
Score ntensity
8 8.1 15 4 56.30 20 3.36e+009 33705.4 PA_BSC2:2534576639
. Fwd-Rev SPl Spectrum MH"
# Filename z Score Score (%) Intensity Sequence Mz?g:‘:)ed
1 006-0901.4027.4040.2 2 16.24 8.89 86.4 1.93e+008 (R)YQPLDATTNPSLLYK(A) 1723.891
2 006-0901.4069.4069.0 2 15.60 6.91 91.6 7.09e+007 (K)QFSDVVADTGDIEAIK(R) 1707.844
3 005-0801.4158.4165.0 2 15.08 9.26 91.8 1.25e+008 (K)QFSDVVADTGDIEAIK(R) 1707.844
4 005-0802.6685.6685.2 2 14.60 11.15 83.7 1.82e+008 (R)GFVADQINLENFLK(A) 1607.843
5 005-0801.4233.4246.0 2 14.36 8.43 92.7 3.66e+008 (K)QFSDVVADTGDIEAIK(R) 1707.844
6 006-0901.4299.4299.0 2 12.99 6.51 84.2 1.72e+008 (K)QFSDVVADTGDIEAIK(R) 1707.844
7 005-0801.7008.7008.2 2 11.57 5.37 73.6 4.84e+008 (R)GFVADQINLENFLK(A) 1607.843
8 006-0902.7611.7611.2 2 10.04 10.04 66.8 9.00e+007 (R)GFVADQINLENFLK(CA) 1607.843
9 005-0802.6018.6018.0 2 9.86 6.15 74.9 2.95e+008 (R)LTISPQLLGELEADTGK(L) 1784.965
10 005-0801.6712.6712.0 2 9.79 9.79 70.5 2.16e+008 (R)GFVADQINLENFLK(A) 1607.843
11 005-0801.7011.7011.0 2 9.17 5.77 68.1 4.19e+008 (R)GFVADQINLENFLK(A) 1607.843
12 008-1102.3978.3978.0 2  8.60 8.60 64.7 1.86e+007 (K)QFSDVVADTGDIEAIK(R) 1707.844
13 005-0801.6673.6673.0 2  8.12 241 66.4 2.24e+008 (R)GFVADQINLENFLK(A) 1607.843
14 006-0901.8493.8493.0 2 7.94 4.81 60.7 2.33e+008 (R)GFVADQINLENFLK(A) 1607.843
15 005-0802.6022.6022.0 2 7.63 7.63 73.5 2.72e+008 (R)LTISPQLLGELEADTGK(L) 1784.965
Distinct SDulﬁ"flnqgti Total Protein
CloyP SUbgroUp SPECI peprces WSS AR Hrolel
#) Search Intensity (Da)
Score
9 9.1 32 3 55.85 29 2.38e+010 11367.4 PA Bse_meta comb:2073565234
# Fi Fwd-Rev SPI Spectrum MH*
ilename z Score Score (%)  Intensity Sequence Mezg:;)ed
1 004-0701.5255.5285.2 2 21.00 11.43 100.0 6.17e+009 (K)TVTAMDVVYALK(R) 1310.703
2 004-0702.5198.5204.2 2 19.96 10.31 99.1 1.57e+009 (K)TVTAMDVVYALK(R) 1310.703
3 004-0701.5165.5167.2 2 18.35 9.64 95.9 1.30e+009 (K)TVTAMDVVYALK(R) 1310.703
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SBelsklisk & |

‘w‘w‘w‘m‘m‘m‘m‘m‘m‘m‘m‘m‘m»—\HHH»—‘H»—\H‘H‘H\«D\m\\l\m\m\b
N R Qoo N o [t I8 W IN Ik N I~

004-0702.2840.2854.2
004-0701.2799.2870.2
003-0601.4134.4138.0
004-0701.2842.2927.2
003-0601.2861.2881.2
003-0601.3959.3986.0
008-1101.3931.3937.0
005-0801.3942.3951.0
003-0602.3964.3979.0
004-0701.3824.3831.0
004-0702.4001.4001.0
004-0701.5406.5406.0
004-0702.3883.3977.0
003-0602.2862.2927.2
007-1001.4142.4221.0
004-0701.3872.3876.0
007-1001.4244.4244.2
008-1101.3942.3942.0
003-0601.5514.5514.2
004-0702.2933.2933.2
003-0601.2875.2923.0
005-0801.2880.2884.0
004-0701.5159.5159.0
004-0701.2908.2908.2
003-0601.2851.2851.0
008-1101.2908.2974.0
005-0801.2892.2892.2
006-0901.2909.2909.2
005-0802.2876.2876.2

N NN NN NDNDMNNNDNDDNDMDNMNNDNDMDNDMDNNDNDNDMDNDNDNNDDNDDNDDNDNDNDDN

Group Subgroup Spectra

)

10

H*

[0 N o [0 & W N =

(@]

10.1 8

Filename

007-1001.3029.3064.2
008-1101.3032.3058.0
009-1201.3332.3351.0
006-0901.7242.7304.2
008-1101.3036.3036.2
006-0901.6611.6694.2
008-1102.6391.6400.2
009-1202.3339.3356.0

@]

17.89 11.21 96.7 2.36e+008 (R)ISGLIYEETR(G)  1180.621
17.38 9.82 96.6 9.80e+008 (R)ISGLIYEETR(G) 1180.621
16.96 6.51 98.3 4.33e+008 (K)VFLENVIR(D) 989.578
16.88 10.09 96.2 3.51e+008 (R)ISGLIYEETR(G)  1180.621
16.86 10.18 96.0 3.59e+008 (R)ISGLIYEETR(G)  1180.621
16.47 596 98.7 4.10e+008 (K)VFLENVIR(D) 989.578
16.44 7.07 97.4 1.26e+007 (K)VFLENVIR(D) 989.578
16.06 599 92.3 2.25e+008 (K)VFLENVIR(D) 989.578
15.96 596 98.2 4.78e+008 (K)VFLENVIR(D) 989.578
15.71 4.96 98.3 2.35e+009 (K)VFLENVIR(D) 989.578
15.46 556 98.5 7.91e+008 (K)VFLENVIR(D) 989.578
15.39 7.60 96.9 3.42e+009 (K)TVTAMDVVYALK(R) 1310.703
15.23 5,51 99.0 1.68e+009 (K)VFLENVIR(D) 089.578
15.11 9.59 89.1 1.22e+008 (R)ISGLIYEETR(G)  1180.621
15.08 6.26 93.1 3.55e+007 (K)VFLENVIR(D) 989.578
14.72 476 98.8 8.08e+008 (K)VFLENVIR(D) 989.578
14.70 6.57 88.9 1.49e+007 (K)VFLENVIR(D) 989.578
14.15 571 957 1.83e+007 (K)VFLENVIR(D) 989.578
14.03 6.00 88.4 2.40e+008 (K)TVTAMDVVYALK(R) 1310.703
13.56 9.35 82.3 1.71e+008 (R)ISGLIYEETR(G)  1180.621
13.21 5.46 80.2 1.07e+008 (R)ISGLIYEETR(G) 1180.621
12.89 6.85 83.0 3.99e+007 (R)ISGLIYEETR(G)  1180.621
10.05 10.05 69.1 9.44e+008 (K)TVTAMDVVYALK(R) 1310.703
9.02 525 72.3 2.60e+008 (R)ISGLIYEETR(G)  1180.621
8.99 3.65 74.2 1.83e+008 (R)ISGLIYEETR(G)  1180.621
8.79 452 67.3 3.59e+007 (R)ISGLIYEETR(G)  1180.621
8.63 8.63 64.2 3.82e+007 (R)ISGLIYEETR(G)  1180.621
8.45 538 68.6 1.11e+007 (R)ISGLIYEETR(G)  1180.621
8.34 490 65.5 2.43e+007 (R)ISGLIYEETR(G)  1180.621
o Distinct Total _
%;Eggg S,\L/jlg]/mgd C%AA SPrott?inI Prﬂ\[ﬁlm ADatabase#
(#) Search overage |n?:§32?y (Da) ccession
Score
3 51.81 13 7.46e+008 38937.1 PA_BSC2:2534573407
+
Score Fvsvg(»)Fr{gv (Soz)l Slr?tee(;t:t? Sequence Ma,(\?;%)ed
19.80 11.13 96.9 3.14e+007 (K)AEGQQAQILGAVSGAK(H) 1527.813
17.93 12.00 92.4 1.97e+007 (K)AEGQQAQILGAVSGAK(H) 1527.813
16.02 6.80 91.7 6.40e+006 (K)ILDAVKPGVLTGDDVQK(V) 1767.986
15.99 9.52 82.6 4.28e+008 (R)LEQAFADLNAIDVL(-) 1531.801
13.74 7.03 83.1 1.63e+007 (K)AEGQQAQILGAVSGAK(H)  1527.813
12.55 9.21 64.7 1.91e+008 (R)LEQAFADLNAIDVL(-) 1531.801
12.40 7.94 68.2 4.45e+007 (R)LEQAFADLNAIDVL(-) 1531.801
11.69 3.62 81.0 8.69e+006 (K)ILDAVKPGVLTGDDVQK(V) 1767.986
Distinct Total

http://spectrummillxp/millscripts/summaryPP.pl
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Protein Name

PA_BSC2:2534573407 Bsc2_01092 fructose-bisphosphate aldolase (EC 4.1.2.13) [Alteromonadacea bacterium Bsc.
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Group Subgroup Spectra

*) (@) #)

11 11.1 7

H*

Filename

005-0801.9266.9330.0
005-0802.9181.9248.0
005-0802.3859.3859.2
005-0801.9265.9336.2
005-0802.9204.9209.2
005-0801.4185.4185.0
005-0801.9248.9248.2

N o o A W N e

Group Subgroup Spectra

*) *) #)

12 121 5

I+

Filename

001-0402.4760.4838.2
001-0401.4770.4819.2
002-0502.3085.3093.0
002-0501.2775.2779.2
002-0502.2788.2788.2

o s W IN e

Group Subgroup Spectra

*) (@) #)

13 131 7

I+

Filename

004-0701.5355.5446.0
004-0701.5469.5587.0
004-0702.5349.5390.0
004-0701.4872.4872.0
004-0702.6732.6768.2
004-0701.7028.7028.0
004-0701.4780.4780.0

N o o s W N

Group Subgroup Spectra

*) #) #)

o Summed Protein )
pepides USMS AR spectal T Dadbese ot name
) Score (Da)
3 49.46 16 1.20e+009 35299.3 PA_ BSC2:2534572582
Fwd-Rev SPl Spectrum MH*
Score Score (%) Intensity Sequence Matched
(Da)
2212 11.33 96.9 1.94e+008 (K)DQPVILQMLEITPALEALK(G) 2122.183
19.50  10.20 94.3 1.93e+008 (K)DQPVILQVLEITPALEALK(G) 2122.183
16.16  16.16 88.0 1.23e+008 (K)VLVVGNPANTNALIAQR(N)  1749.997
15.89  10.28 93.2 2.61e+008 (K)DQPVILQMLEITPALEALK(G) 2122.183
14.93 8.13 88.8 1.90e+008 (K)DQPVILQMLEITPALEALK(G) 2122.183
11.18 419 86.4 1.34e+008 (K)VEQDWYESDYIPTVQQR(G)  2155.994
8.06 8.06 61.8 1.01e+008 (K)DQPVILQMLEITPALEALK(G) 2122.183
Eis:!gct S:L/’:rzt/lr]'aég % AA P-:—gtt:iln Pr,\(;':/t\e/in Database Protein N
ep(#l) es Search Coverage lSn;t)gr?;rlgll (Da) Accession # rotein Name
Score
3 46.50 6 8.18e+007 78518.0 PA_Bse02:2503998694
.
Score Fvsvgc-)lfeev (SOZ)I Slr?tee(;tgjt? Sequence M{:’l\:ltll-'hed
(Da)
17.96 10.19 98.8 2.02e+007 (R)ELLIFVTPR(I) 1087.652
17.48 9.86 99.5 1.77e+007 (R)ELLIFVTPR(I) 1087.652
15.10 7.86 81.5 1.93e+007 (K)QQATIESGSEVPYQEESASGGTTTAFK(D) 2803.291
13.44 8.13 85.5 1.32e+007 (R)LDVTPQITPDNR(I) 1368.712
11.13 6.51 78.0 1.14e+007 (R)LDVTPQITPDNR(I) 1368.712
Dist!nct SDulztmgtj % AA PIgtt:iln Protein Database )
Peptides MS/MS Coverage Spectral MW Accession # Protein Name
#) Search Intensity (Da)
Score
3 44.40 50 6.57e+009 9105.4 PA_BSC2:2534572633
Fwd-Rev SPl Spectrum MH"
Score Score (%) Intensity Sequence Matched
(Da)
18.78 10.10 96.4 1.04e+009 (R)ALDAVTESIASALK(E) 1388.764
18.73 11.16 95.3 2.43e+009 (R)ALDAVTESIASALK(E) 1388.764
18.15 9.51 94.6 7.85e+008 (R)ALDAVTESIASALK(E) 1388.764
14.13 14.13 82.0 6.47e+008 (K)SELVEAIAASADISK(A) 1503.791
11.49 7.79 77.7 4.45e+008 (K)EGDQVALVGFGTFLVK(E) 1679.901
10.42 4.35 79.8 9.86e+008 (K)EGDQVALVGFGTFLVK(E) 1679.901
8.44 8.44 64.1 2.38e+008 (K)SELVEAIAASADISK(A) 1503.791
Distinct  Distinct o TOta.I Protein
Pep(g)des S'\L/Jg/n'\)lgd Co@(ggge IS:‘,EEEE%II (|M3\2§ A(?c?ézts)if:# Protein Name
Search

http://spectrummillxp/millscripts/summaryPP.pl

PA_BSC2:2534572582 Bsc2_00266 malate dehydrogenase [Alteromonadacea bacterium Bsc2]
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PA_Bse02:2503998694 BS02DRAFT_00016310 type IV pilus secretin (or competence protein) PilQ [B. setacea BSC

PA_BSC2:2534572633 Bsc2_00317 Bacterial nucleoid DNA-binding protein [Alteromonadacea bacterium Bsc2]
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14 14.1 8

H*

0 N & 0 s jw IN

Filename

006-0902.4909.4909.0
006-0901.4940.4940.0
006-0901.5948.5948.0
006-0901.6992.6992.0
006-0902.5612.5612.0
006-0901.6061.6061.0
006-0902.5615.5615.0
005-0802.9784.9784.0

W W W wwwww

Group Subgroup Spectra

#) (#) (#)
15 15.1 62
# Filename

BRREBRREBEREKREGHRERIEE©® N @O wN =

005-0801.4260.4280.0
005-0802.4173.4234.0
005-0801.4187.4253.0
006-0901.4154.4169.0
006-0902.4629.4661.2
007-1001.4561.4587.2
006-0902.5133.5202.2
005-0801.5129.5162.0
006-0901.5174.5213.2
006-0902.5259.5297.0
005-0801.4827.4925.2
005-0801.4994.5096.0
006-0901.5008.5052.0
006-0901.5454.5454.2
009-1201.5587.5666.0
006-0901.4693.4723.3
005-0801.5006.5091.3
006-0901.5340.5424.2
005-0802.4830.4937.3
006-0901.4675.4747.2
007-1002.4562.4605.2
008-1101.4488.4494.2
007-1001.5459.5553.2
007-1001.5585.5690.0
005-0802.4822.4920.2
006-0902.4739.4739.0

Score
4 43.79 14 4.76e+008 77520.7 PA_Bse02:2503999400
Score Fwd-Rev SPI Spectrgm Sequence
Score (%) Intensity
13.01 13.01 75.1 6.24e+007 (R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N)
11.59 5.82 76.6 6.22e+007 (R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N)
11.27 6.76 77.4 8.59e+007 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A)
11.09 7.68 71.1 8.73e+007 (R)TIQQTMTEITAQGINVVR(L)
9.50 3.44 100.0 3.11e+007 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A)
9.03 549 70.4 6.77e+007 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A)
8.85 2.37 73.8 2.54e+007 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A)
8.42 8.42 78.1 5.42e+007 (R)EIAGLPAQLGVDNIIGIDIFNEPWDYTWQEWK(T)
o Distinct Total )
pepices NSNS (oeAh Proen T pdabee
#) Search Intensity (Da)
Score
2 39.48 19 2.88e+010 12753.8 PA_Bse_meta_comb:2073593092
Fwd-Rev SPI Spectrum MH"
z Score Score (%) Intensity Sequence Matched
(Da)
2 2191 14.96 98.6 1.44e+009 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
2 21.37 15.24 98.1 5.40e+008 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
2 19.72 15.01 95.9 7.26e+008 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
2 19.09 11.60 93.8 5.89e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
2 1757 8.21 92.4 2.76e+008 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
2 17.11 10.37 92.6 1.74e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
2 17.05 7.45 91.7 6.40e+007 (K)DLYANTVLSGGSTMYPGIADR(M)  2201.055
2 17.04 8.00 91.1 2.77e+009 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
2 17.04 8.21 91.6 4.96e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
2 16.97 7.93 89.6 5.15e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
2 16.57 7.61 91.9 2.39e+009 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
2 16.53 9.34 91.3 4.11e+009 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
2 16.53 7.09 91.5 3.05e+008 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
2 16.44 7.44 90.0 3.59e+008 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
2 16.44 10.54 90.4 5.09e+007 (K)DLYANTVLSGGSTMYPGIADR(M)  2201.055
3 16.32 8.64 87.9 2.36e+008 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
3 16.21 6.56 86.9 1.82e+009 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
2 16.08 7.04 91.9 3.59e+008 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
3 16.07 7.36 85.4 1.13e+009 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
2 16.03 5.96 91.0 5.14e+008 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
2 15.99 9.62 90.2 2.17e+007 (K)DLYANTVLSGGSTMYPGIADR(M)  2201.055
2 15.99 6.98 90.7 3.62e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
2 1594 10.29 89.4 2.50e+008 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
2 1581 9.16 87.5 5.21e+008 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
2 15.52 7.06 91.1 2.05e+009 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
2 15.52 7.13 91.1 1.67e+008 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055

http://spectrummillxp/millscripts/summaryPP.pl
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PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding domain./Cel

MH*
Matched
(Da)

2670.410
2670.410
3509.562
2003.060
3509.562
3509.562
3509.562
3730.843

Protein Name

PA_Bse_meta_comb:2073593092 BaSeMet_00367480 Actin and related proteins [Bankia setacea microkt
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BB N
© |00 N

(98]

006-0901.5556.5556.0
008-1102.4472.4501.2
006-0901.5472.5472.3
0 008-1101.5321.5400.0
006-0902.5144.5180.0
007-1002.5326.5403.0
007-1001.5722.5722.2
005-0801.5262.5304.2
007-1002.4568.4585.0
008-1102.4496.4519.3
005-0801.4853.4900.3
007-1001.5334.5420.2
006-0901.5169.5233.0
006-0901.5058.5124.3
006-0902.4662.4715.3
008-1101.4484.4544.3
008-1101.5338.5381.3
007-1002.5415.5422.0
006-0901.4126.4134.0
005-0802.4289.4289.2
005-0802.5072.5072.2
003-0602.4857.4857.0
006-0901.6304.6406.0
005-0801.12861.12926.2

006-0901.4793.4793.0
008-1101.5445.5445.0
005-0801.12060.12060.0

006-0901.4426.4426.2
005-0801.5191.5191.2
006-0901.6418.6455.0
005-0801.12988.12988.0

005-0802.11939.11939.0

005-0802.11881.11881.0

005-0801.4810.4810.0
005-0801.12716.12716.0

o O @ | g1 o1 g1 |0 (o1 (o1 o1 o1 O s DR DR R D DWW W W W W W W W
RRBEBIBERLEREBEEREEREREBEBELRIBERBRKI

005-0801.11884.11884.2

Group Subgroup Spectra

) (@] (@]

16 16.1 9

H*

Filename

004-0701.8329.8367.0
004-0702.8292.8298.0
003-0601.8404.8480.0

W N -

N NN DN NN WOWDNDNDNDDNDWDNOWNDNDNDWOWNOWWWWWNWWWNDNDDNDWDNDWDNDDN

15.49
15.49
15.48
15.40
15.39
15.33
14.99
14.87
14.76
14.57
14.42
14.33
14.32
14.21
13.74
13.74
13.55
13.34
13.10
12.98
12.91
12.74
12.49
12.47
12.14
11.00
10.98
10.90
10.89

9.93

9.77

8.84

8.16

8.10

6.71

6.03

Distinct
Peptides

NN

#

Score

14.10
13.26
12.71

7.18
6.49
6.61
9.01
7.44
7.96
6.84
6.72
6.85
4.67
5.43
8.21
7.00
6.66
5.75
7.36
5.94
5.22
7.98
8.53
6.65
6.80
4.51
5.35
5.96
5.24
6.68
3.44
10.89
5.62
9.77
2.36
3.76
4.97
3.09
2.69

Distinct
Summed
MS/MS
Search
Score

37.08

Fwd-Rev
Score

7.29
7.11
6.31

http://spectrummillxp/millscripts/summaryPP.pl
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5.02e+008
1.75e+008

% AA

13

Total
Protein
Coverage Spectral
Intensity

Spectrum
Intensity
3.37e+008
2.33e+008
1.62e+008

(K)DLYANTVLSGGSTMYPG I ADR(M)
(K)DLYANTVLSGGSTMYPG I ADR(M)
(K)DLYANTVLSGGSTMYPG I ADR(M)
(K)DLYANTVLSGGSTMYPG I ADR(M)
(K)DLYANTVLSGGSTMYPGIADR(M)
(K)DLYANTVLSGGSTMYPG I ADR(M)
(K)DLYANTVLSGGSTMYPG I ADR(M)
(K)DLYANTVLSGGSTMYPG I ADR(M)
(K)DLYANTVLSGGSTMYPG I ADR(M)
(K)DLYANTVLSGGSTMYPG I ADR(M)
(K)DLYANTVLSGGSTMYPGIADR(M)
(K)DLYANTVLSGGSTMYPGIADR(M)
(K)DLYANTVLSGGSTMYPG I ADR(M)
(K)DLYANTVLSGGSTMYPG I ADR(M)
(K)DLYANTVLSGGSTMYPG I ADR(M)
(K)DLYANTVLSGGSTMYPG I ADR(M)
(K)DLYANTVLSGGSTMYPG I ADR(M)
(K)DLYANTVLSGGSTMYPGIADR(M)
(R)KDLYANTVLSGGSTMYPG IADR(M)
(R)KDLYANTVLSGGSTMYPG IADR(M)
(K)DLYANTVLSGGSTMYPG I ADR(M)
(K)DLYANTVLSGGSTMYPG I ADR(M)
(R)KDLYANTVLSGGSTMYPG IADR(M)
(K)DLYANTVLSGGSTMYPG I ADR(M)
(K)DLYANTVLSGGSTMYPGIADR(M)
(K)DLYANTVLSGGSTMYPG I ADR(M)
(K)DLYANTVLSGGSTMYPG I ADR(M)
(R)KDLYANTVLSGGSTMYPG IADR(M)
(K)DLYANTVLSGGSTMYPG I ADR(M)
(R)KDLYANTVLSGGSTMYPG IADR(M)
(K)DLYANTVLSGGSTMYPGIADR(M)
(K)DLYANTVLSGGSTMYPG I ADR(M)
(K)DLYANTVLSGGSTMYPG I ADR(M)
(K)DLYANTVLSGGSTMYPG I ADR(M)
(K)DLYANTVLSGGSTMYPG I ADR(M)
(K)DLYANTVLSGGSTMYPG I ADR(M)

Protein Database

(Da) Accession #

2.71e+009 51876.6 PA_BSC2:2534574029

Sequence

(K)STGLGDTAFFGPEPEFFVFDDIK(W)
(K)STGLGDTAFFGPEPEFFVFDDIK(W)
(K) STGLGDTAFFGPEPEFFVFDDIK (W)

2201.055
2201.055
2201.055
2201.055
2201.055
2201.055
2201.055
2201.055
2201.055
2201.055
2201.055
2201.055
2201.055
2201.055
2201.055
2201.055
2201.055
2201.055
2329.150
2329.150
2201.055
2201.055
2329.150
2201.055
2201.055
2201.055
2201.055
2329.150
2201.055
2329.150
2201.055
2201.055
2201.055
2201.055
2201.055
2201.055

Protein Name

PA_BSC2:2534574029 Bsc2_01715 glutamine synthetase, type | [Alteromonadacea bacterium Bsc2]

MH*
Matched
(Da)

2536.192
2536.192
2536.192
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003-0601.8421.8451.0
005-0801.11356.11356.0
004-0701.8766.8791.0
005-0801.12282.12282.0
004-0702.8263.8291.0
005-0801.5007.5007.0

© o N o o s

Group Subgroup Spectra
#) (#) (#)

17 17.1 9

H*

Filename

003-0601.9410.9462.0
003-0601.9471.9474.2
003-0602.9393.9396.0
003-0601.10099.10117.0
003-0602.9452.9468.2
003-0601.9992.9992.0
003-0601.9528.9528.0
003-0601.10118.10118.2
003-0602.4377.4377.0

[© joo N (o o1 I W IN -

Group Subgroup Spectra
*) ) #

18 18.1 11

H*

Filename

005-0802.7728.7808.0
004-0702.11662.11668.2

3
2
3
3
2 16.01
3
2
2
2

004-0701.12725.12749.2

005-0801.11754.11763.2

005-0802.11573.11579.2
005-0801.12692.12705.2
006-0901.12018.12018.2
004-0701.7815.7860.2
004-0701.8206.8262.0
004-0702.7781.7829.2
005-0801.8253.8253.2

‘»—\ ‘H © |0 N o (o & W N =
- o

Group Subgroup Spectra
*) #) #

2 12.69
2 12.48
2 12.02
2 10.68
3 10.50
3 10.50

Distinct
Peptides
#)

z Score

17.16
16.90
16.20
16.19

10.85
9.87
9.79
8.90

Distinct
Peptides
(#)

z Score

3 17.75
2 17.10
2 15.33
2 1485
2 13.80
2 13.77
2 1375
2 1357
2 13.05
2 13.02
2 862

Distinct
Peptides
(#)

4.64
3.53
5.26
3.73
2.25
5.18

Distinct
Summed
MS/MS
Search
Score

36.91

Fwd-Rev
Score

8.38
11.71
6.81
6.89
11.95
4.98
5.59
6.40
3.38

Distinct
Summed
MS/MS
Search
Score

34.85

Fwd-Rev
Score

8.67
17.10

11.60
14.85
13.80
9.89
13.75
3.21
4.48
3.22
3.28

Distinct
Summed
MS/MS
Search
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PA_BSC2:2534573498 Bsc2_01183 SSU ribosomal protein S7P [Alteromonadacea bacterium Bsc2]

Protein Name

78.1 1.50e+008 (K)STGLGDTAFFGPEPEFFVFDDIK(W) 2536.192
73.8 5.14e+007 (R)FPDPIANPYLAFAAMLMAGLDGVK(N) 2522.283
80.2 9.95e+008 (K)STGLGDTAFFGPEPEFFVFDDIK(W) 2536.192
72.1 1.77e+008 (R)FPDPIANPYLAFAAMLMAGLDGVK(N) 2522.283
70.7 3.60e+008 (K)STGLGDTAFFGPEPEFFVFDDIK(W) 2536.192
89.6 2.47e+008 (K)GGYFPVPPVDSLHDIR(A) 1768.902
Total :
o ) Protein
covmpe Gooorm LD, poienvane
ntensity
21 5.46e+008 17704.7 PA_BSC2:2534573498
MH*
(SOZ)I Slrr])tl:;t:i.lt;] Sequence Mezt[;::)ed
86.6 8.66e+007 (K)DPLEIFGEALENIAPLVEVK(S) 2196.180
89.1 5.49e+007 (K)DPLEIFGEALENIAPLVEVK(S) 2196.180
87.3 4.68e+007 (K)DPLEIFGEALENIAPLVEVK(S) 2196.180
87.6 7.59e+007 (K)DPLEIFGEALENIAPLVEVK(S) 2196.180
90.9 6.86e+007 (K)DPLEIFGEALENIAPLVEVK(S) 2196.180
75.0 4.67e+007 (K)MNKDPLEIFGEALENIAPLVEVK(S) 2569.359
68.4 3.84e+007 (K)DPLEIFGEALENIAPLVEVK(S) 2196.180
69.1 6.56e+007 (K)DPLEIFGEALENIAPLVEVK(S) 2196.180
67.7 6.22e+007 (R)IVYGALELVR(E) 1132.673
% AA P-ll'-gtt:iln Protein Database
Coverage Spectral MW Accession #
Intensity (Da)
41 4.47e+009 13375.7 PA_Bse_meta comb:2073565643
MH*
ZZ)I Slr?t‘i%tgjt;] Sequence Mag::)ed
88.3 3.89e+008 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
87.4 2.31e+008 (R)VGAGAPVYLAAVLEYLAAEVLELAGNAAR(D) 2871.562
90.1 4.33e+008 (R)VGAGAPVYLAAVLEYLAAEVLELAGNAAR(D) 2871.562
83.3 1.68e+008 (R)VGAGAPVYLAAVLEYLAAEVLELAGNAAR(D) 2871.562
75.3 1.28e+008 (R)VGAGAPVYLAAVLEYLAAEVLELAGNAAR(D) 2871.562
82.1 3.47e+008 (R)VGAGAPVYLAAVLEYLAAEVLELAGNAAR(D) 2871.562
84.2 4.51e+008 (R)VGAGAPVYLAAVLEYLAAEVLELAGNAAR(D) 2871.562
87.0 4.48e+008 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
85.9 1.07e+009 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
85.6 3.88e+008 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
87.0 4.17e+008 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
% AA P-:-gttgiln Prlx?l’\(l?lm Database Protein Name
Coverage Spectral (Da) Accession #
Intensity
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Score
19 19.1 6 2 34.39 16 6.48e+008 16139.8 PA BSC2:2534574197 PA_BSC2:2534574197 Bsc2_01883 cyanate hydratase [Alteromonadacea bacterium Bsc2]
. Fwd-Rev SPl Spectrum MH*
# Filename z Score Score (%) Intensity Sequence Mazg::)ed
1 006-0902.4603.4635.0 2 17.24 9.63 90.9 3.48e+007 (K)LDVTEAIILAK(K) 1185.709
2 006-0902.3991.4037.2 2 17.15 11.62 91.9 1.15e+008 (R)LYEVVGVYGDTLK(E) 1455.774
3 006-0901.4198.4260.2 2 17.05 13.21 89.7 3.10e+008 (R)LYEVVGVYGDTLK(E) 1455.774
4 006-0901.4671.4671.0 2 15.57 15.57 85.3 2.75e+007 (K)LDVTEAIILAK(K)  1185.709
5 006-0901.4879.4970.0 2 14.13 10.60 83.3 1.54e+008 (K)LDVTEAIILAK(K) 1185.709
6 007-1001.4498.4498.0 2 13.76 6.86 81.3 6.23e+006 (K)LDVTEAIILAK(K) 1185.709
Distinct
. Total )
Group Subgroup Spectra PDe'SgggtS S'\L/Jg/n'\)lgd % AA Protein Protein Database Protein Name
#) #) #) P Coverage Spectral Accession #
#) Search Intensity (Da)
Score
20 20.1 4 3 33.54 11 6.22e+008 49992.5 PA Bse meta comb:2073595049 PA_Bse_meta_comb:2073595049 BaSeMet_00387050 D-glucuronate isomerase (EC 5.3.1.12) [Bankia s
. Fwd-Rev SPl Spectrum MH"
# Filename z Score Score (%) Intensity Sequence Mezt[;::)ed
1 005-0801.3369.3369.2 2 13.39 13.39 74.1 1.32e+008 (R)AMAVEDATEYNNYIDR(L) 1874.823
2 005-0802.8995.8995.2 2 12.28 12.28 74.8 1.58e+008 (R)LGEVADVTISSFDDLITALR(V) 2135.124
3 005-0802.8986.8986.0 2 9.06 3.34 66.3 1.44e+008 (R)LGEVADVTISSFDDLITALR(V) 2135.124
4 005-0801.5354.5354.0 2 7.87 7.87 64.3 1.88e+008 (R)QIEALSQLGLLSR(F) 1427.822
Distinct
. Total )
Distinct Summed ) Protein
Group Subgroup Spectra : % AA Protein Database h
#) #) #) Peptides  MS/MS Coverage Spectral Mw Accession # Protein Name
#) Search Intensit (Da)
Score y
21 21.1 6 2 29.82 8 1.07e+009 37181.7 PA_BSC2:2534573415 PA_BSC2:2534573415 Bsc2_01100 UDP-glucose pyrophosphorylase (EC 2.7.7.9) [Alteromonadacea bacterium Bsc
. Fwd-Rev SPl Spectrum MH"
# Filename z Score Score (%) Intensity Sequence Mazg::)ed
1 005-0802.3841.3841.2 2 16.68 16.68 89.8 1.07e+008 (K)NNEVQLTDALMTQAK(N) 1675.833
2 005-0801.7736.7782.0 2 13.14 5.48 88.8 2.68e+008 (R)YILTPDIFEIIK(N) 1464.835
3 005-0801.3837.3837.0 2 12.97 12.97 80.2 1.29e+008 (K)NNEVQLTDALMTQAK(N) 1675.833
4 005-0802.7710.7756.0 2 12.85 4.95 81.8 3.13e+008 (R)YILTPDIFEITK(N) 1464.835
5 005-0802.3858.3858.0 2 12.10 12.10 72.5 1.17e+008 (K)NNEVQLTDALMTQAK(N) 1675.833
6 005-0801.3821.3821.2 2 10.91 10.91 72.3 1.37e+008 (K)NNEVQLTDALMTQAK(N) 1675.833
Distinct
- Total )
Distinct Summed ) Protein
Group Subgroup Spectra ) % AA Protein Database ’
#) #) #) Peptides  MS/MS Coverage Spectral MW Accession # Protein Name
#) Search Intensity (Da)
Score
22 221 2 2 28.99 9 2.72e+008 38327.9 PA Bse meta comb:2073590044 PA_Bse_meta_comb:2073590044 BaSeMet_00337000 phosphate ABC transporter substrate-binding pro
. Fwd-Rev SPl Spectrum MH"
# Filename z Score Score (%) Intensity Sequence Mezg::)ed
1 003-0601.4920.4948.2 2 16.79 8.68 93.8 1.68e+008 (K)VQASFVDGTEPTFETIADGR(Y) 2140.020
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2 003-0601.2775.2802.2 2

Group Subgroup Spectra
# ) #)

23 23.1

F*

Filename

004-0702.3921.3921.2
004-0701.3890.3933.2
004-0701.3145.3145.0

w N

Group Subgroup Spectra
#) (#) (#)

24 24.1 12

I+

Filename

004-0701.7110.7127.0
005-0802.6713.6718.0
004-0701.7093.7163.0
005-0801.6730.6828.0
005-0802.4866.4947.2
006-0901.5026.5097.2
004-0702.6779.6818.0
006-0902.4743.4748.0
004-0701.4861.4917.2
004-0701.6811.6851.0
004-0701.4938.4991.0
004-0702.6857.6857.0

= = 2 [© (o N o 0w N e
['=y

Group Subgroup Spectra
# #) #)

25 25.1

F*

Filename

006-0901.4096.4129.2
006-0902.4073.4108.2
006-0901.4827.4861.1
006-0902.4791.4806.1
007-1001.4701.4701.1

o1 1w N e
PR R NN

12.20 5.76 83.3 1.04e+008 (K)IEVLGPPPTSGTR(D) 1323.727
Distinct
. Total .
Distinct Summed ) Protein
Peptides MS/MS % AA Protein MW Databgse
Coverage Spectral Accession #
#) Search Intensity (Da)
Score
2 28.11 2 4.60e+008 118803.8 PA_BSC2:2534573281
Score Fwd-Rev SPI Spectrum Sequence M’\:ther
Score (%) Intensity q azlga)e
19.18 15.04 94.4 1.71e+008 (R)EAVGVVDAISAEDIGK(M) 1572.812
17.06 13.32 92.5 1.88e+008 (R)EAVGVVDAISAEDIGK(M) 1572.812
8.93 8.93 66.8 1.02e+008 (K)MPDANLAESLQR(I) 1344.658
Distinct
Distinct Summed % AA PTOta.I Protein Datab
Peptides MS/MS . 20 rotein atabase
Coverage Spectral Accession #
#) Search Intensity (Da)
Score
2 26.89 30 5.59e+009 8388.5 PA_Bse_meta_comhbh:2073588714
Score Fwd-Rev SPl Spectrum Seguence M'\:IHh+d
Score (%) Intensity q atcne
(Da)
15.17 9.81 85.5 8.74e+008 (K)DTGTFADFMEAFK(T) 1479.647
12.80 7.78 78.5 3.65e+008 (K)DTGTFADFMEAFK(T) 1479.647
12.02 5.40 82.9 1.03e+009 (K)DTGTFADFMEAFK(T) 1479.647
11.76 5.70 78.4 5.55e+008 (K)DTGTFADFMEAFK(T) 1479.647
11.72 6.39 86.8 4.50e+008 (K)FEEFIPLYK(E) 1185.620
11.60 6.16 83.6 1.38e+008 (K)FEEFIPLYK(E) 1185.620
11.49 7.31 80.1 3.36e+008 (K)DTGTFADFMEAFK(T) 1479.647
10.68 3.23 84.7 3.91e+007 (K)FEEFIPLYK(E) 1185.620
10.52 5.30 77.6 4.01e+008 (K)FEEFIPLYK(E) 1185.620
8.86 4.13 69.5 4.40e+008 (K)DTGTFADFMEAFK(T) 1479.647
8.51 2.97 72.1 7.51e+008 (K)FEEFIPLYK(E) 1185.620
7.69 7.69 69.1 2.11e+008 (K)DTGTFADFMEAFK(T) 1479.647
Distinct
Distinct Summed % TOta.I Protein b
Peptides MS/MS o AA Protein Datal ase
Coverage Spectral Accession #
#) Search Intensity (Da)
Score
2 26.15 4 4.63e+008 43102.8 PA_Bse_meta_comb:2073591868
MH*
Fwd-Rev SPl Spectrum
Score Score (%) Intensity Sequence Matched
(Da)
18.65 11.37 93.2 1.06e+008 (R)NVENMSIAEIENGVR(D) 1674.812
15.35 8.51 86.5 7.98e+007 (R)NVENMSIAEIENGVR(D) 1674.812
7.50 2.40 81.1 1.91e+008 (R)ILLEL(-) 600.397
7.49 2.79 80.8 7.76e+007 (R)ILLEL(-) 600.397
6.38 3.11 83.8 8.56e+006 (R)ILLEL(-) 600.397
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Protein Name

PA_BSC2:2534573281 Bsc2_00965 TonB-dependent receptor [Alteromonadacea bacterium Bsc2]

Protein Name

PA_Bse_meta_comb:2073588714 BaSeMet_00323700 hypothetical protein [Bankia setacea microbiome (

Protein Name

PA_Bse_meta_comb:2073591868 BaSeMet_00355240 2-oxoglutarate dehydrogenase E2 component (E(
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PA_BS12:2189567940 or1263 Glyceraldehyde-3-phosphate dehydrogenase/erythrose-4-phosphate dehydrogenase

PA_BSC2:2534576868 Bsc2_04557 Phosphoglycerate dehydrogenase and related dehydrogenases [Alteromonadac

PA_BSC2:2534573441 Bsc2_01126 LSU ribosomal protein L6P [Alteromonadacea bacterium Bsc2]

Distinct Total
Distinct Summed ) Protein
Group Subgroup Spectra ) % AA Protein Database .
#) #) #) Peptides  MS/MS Coverage Spectral MW Accession # Protein Name
#) Search Intensity (Da)
Score
26 26.1 14 2 25.24 8 1.46e+009 36105.1 PA_BS12:2189567940
# Filename z Score Fwd-Rev SPI Spectrum Sequence M'\:th+d
Score (%) Intensity a ?I:(‘:a)e
1 005-0801.4578.4617.2 2 16.49 13.18 91.5 3.93e+008 (R)VPTPDVSVVDLTVR(L) 1496.832
2 008-1101.4336.4350.2 2 16.48 13.16 91.8 2.24e+007 (R)VPTPDVSVVDLTVR(L) 1496.832
3 005-0802.4595.4608.2 2 15.69 10.83 87.4 2.19e+008 (R)VPTPDVSVVDLTVR(L) 1496.832
4 007-1001.4397.4465.2 2 14.87 14.87 85.2 3.50e+007 (R)VPTPDVSVVDLTVR(L) 1496.832
5 006-0901.4468.4498.0 2 14.85 11.13 83.2 8.92e+007 (R)VPTPDVSVVDLTVR(L) 1496.832
6 007-1002.4377.4381.2 2 13.10 13.10 84.8 2.03e+007 (R)VPTPDVSVVDLTVR(L) 1496.832
7 009-1202.4366.4394.0 2 12.16 7.84 74.8 1.45e+007 (R)VPTPDVSVVDLTVR(L) 1496.832
8 004-0701.4583.4635.0 2 12.04 8.21 80.0 3.06e+008 (R)VPTPDVSVVDLTVR(L) 1496.832
9 006-0902.4484.4512.0 2 10.74 5.79 67.8 5.16e+007 (R)VPTPDVSVVDLTVR(L) 1496.832
10 007-1002.4348.4425.0 2 9.72 9.72 67.2 3.66e+007 (R)VPTPDVSVVDLTVR(L) 1496.832
11 004-0702.4634.4634.0 2 9.61 5.71 73.4 1.77e+008 (R)VPTPDVSVVDLTVR(L) 1496.832
12 008-1101.4536.4587.2 2 8.75 2.69 73.3 4.71e+007 (K)DDTPMFVMGVNNTK(Y) 1568.709
13 008-1101.4310.4310.0 2 7.96 4.92 64.5 1.94e+007 (R)VPTPDVSVVDLTVR(L) 1496.832
14 008-1102.4527.4551.2 2 7.13 2.76 71.7 3.23e+007 (K)DDTPMFVMGVNNTK(Y) 1568.709
Distinct Total
Distinct Summed ; Protein
G'(‘;;‘p S”bg)"“p Sp&")t’a Peptides MS/MS 0 eAraAge Spprgé‘t*;gl MW Aggézts’f’:f 4 Protein Name
#) Search | . (Da)
ntensity
Score
27 27.1 4 2 24.52 7 1.39e+008 41997.7 PA_BSC2:2534576868
# Filename z Score FWd-Rev SPI Spectrum Sequence M’\th+d
Score (%) Intensity q ‘?ga)e
1 007-1001.4148.4187.0 2 13.93 6.93 83.3 2.64e+007 (K)YSVGEEAAAPEAVLLR(S) 1674.870
2 007-1002.4132.4206.2 2 13.91 9.61 83.2 3.08e+007 (K)YSVGEEAAAPEAVLLR(S) 1674.870
3 006-0902.4205.4217.2 2 12.37 6.74 82.1 6.07e+007 (K)YSVGEEAAAPEAVLLR(S) 1674.870
4 006-0902.5299.5299.0 2 10.59 10.59 74.0 2.15e+007 (K)ELVLTGMLLSSR(G) 1318.740
Distinct Total
Distinct Summed ; Protein
Group Subgroup Spectra Peptides MS/MS % AA Protein MW Databgse Protein Name
#) #) #) Coverage Spectral Accession #
#) Search | . (Da)
ntensity
Score
28 28.1 2 2 22.35 27 2.06e+008 19039.9 PA_BSC2:2534573441
# Filename z Score Fwd-Rev SPI Spectrum Sequence M'\th+d
Score (%) Intensity q a([t):a)e
1 003-0601.6549.6579.0 3 14.58 8.05 83.3 1.24e+008 (K)TLNLTLGFSHPIDYDLPEGVSAETPSQTEIVLK(S) 3584.838
2 003-0601.4387.4387.0 2 7.77 7.77 66.3 8.18e+007 (R)ALVNNMVTGVSDGFEK(K) 1680.827
Distinct Total
Group Subgroup Spectra Distinct Summed % AA Protein  Protein Database
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#) #) #) Peptides MS/MS Coverage Spectral MW Accession #
#) Search Intensity (Da) Protein Name
Score
29 29.1 3 2 22.07 8 7.21e+007 36669.8 PA BSC2:2534573291 PA_BSC2:2534573291 Bsc2_00976 ketol-acid reductoisomerase (EC 1.1.1.86) [Alteromonadacea bacterium Bsc2]
. Fwd-Rev SPl Spectrum MH"
# Filename z Score Score (%) Intensity Sequence Mazg::)ed
1 006-0901.5938.5938.0 2 11.22 5.85 80.1 3.14e+007 (K)QFILEGQSNYPSMTAWR(R) 2027.965
2 006-0902.2838.2838.2 2 10.85 10.85 70.8 1.55e+007 (K)DSGVDVTVGLR(A) 1117.585
3 006-0901.4981.4981.0 2 8.94 2.49 80.9 2.51e+007 (K)QFILEGQSNYPSMTAWR(R) 2027.965
Distinct SDuISmtmg:j Tota_l Protein
Group Subgroup Spectra Peptides MS/MS % AA Protein MW Database Protein Name
#) #) ) Search Coverage ISpect(al (Da) Accession #
Score ntensity
30 30.1 14 1 21.50 10 1.30e+009 12588.4 PA_BSC2:2534573502 PA_BSC2:2534573502 Bsc2_01187 LSU ribosomal protein L12P [Alteromonadacea bacterium Bsc2]
# Ei Fwd-Rev SPI Spectrum MH"
ilename z Score Score (%)  Intensity Sequence Mazg::)ed
1 006-0901.2692.2768.2 2 21.50 21.50 100.0 1.55e+008 (K)TQLEEAGASVELK(-) 1374.712
2 006-0901.2713.2719.2 2 20.32 16.44 97.0 2.04e+008 (K)TQLEEAGASVELK(-) 1374.712
3 006-0902.2694.2739.2 2 19.83 16.59 97.2 1.39e+008 (K)TQLEEAGASVELK(-) 1374.712
4 006-0901.2780.2808.2 2 19.73 16.30 95.7 8.60e+007 (K)TQLEEAGASVELK(-) 1374.712
5 003-0601.2689.2730.0 2 18.38 11.49 90.9 2.80e+008 (K)TQLEEAGASVELK(-) 1374.712
6 003-0602.2678.2695.0 2 18.38 14.18 90.2 1.15e+008 (K)TQLEEAGASVELK(-) 1374.712
7 003-0601.2681.2734.0 2 15.84 15.84 84.3 5.66e+007 (K)TQLEEAGASVELK(-) 1374.712
8 006-0902.2784.2784.2 2 14.24 14.24 88.5 4.57e+007 (K)TQLEEAGASVELK(-) 1374.712
9 002-0502.2731.2759.2 2 14.05 14.05 78.8 2.05e+007 (K)TQLEEAGASVELK(-) 1374.712
10 002-0501.2749.2749.2 2 12.70 8.86 77.1 3.92e+007 (K)TQLEEAGASVELK(-) 1374.712
11 002-0501.2748.2767.2 2 11.91 11.91 77.3 2.16e+007 (K)TQLEEAGASVELK(-) 1374.712
12 002-0501.2754.2754.2 2 10.98 6.73 69.5 1.98e+007 (K)TQLEEAGASVELK(-) 1374.712
13 004-0701.2687.2687.2 2 10.13 10.13  73.4 9.75e+007 (K)TQLEEAGASVELK(-) 1374.712
14 007-1001.2733.2738.0 2 9.97 6.78 60.1 1.59e+007 (K)TQLEEAGASVELK(-) 1374.712
. Distinct Total )
gy Subgow Speste poiides sws oM. Foen T Dwe e ame
#) Search Intensity (Da)
Score
31 31.1 2 2 20.22 5 4.75e+008 73729.2 PA_BS12:2189570195 PA_BS12:2189570195 0r3426 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 709 bp
# Fi Fwd-Rev SPI Spectrum MH*
ilename z Score Score (%) Intensity Sequence Mezg::)ed
1 005-0801.3175.3222.2 2 12.09 5.81 81.2 4.67e+008 (R)IGAIEGPADGDGMGLR(E) 1528.743
2 001-0401.6402.6402.0 3  8.13 8.13 71.4 7.06e+006 (R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
Distinct SDuISmtmg:j Tota_l Protein
Group Subgroup Spectra Peptides MS/MS % AA Protein MW Database Protein Name
#) #) Coverage Spectral Accession #
#) Search Intensity (Da)
Score
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32 32.1 3 2 20.01 10 5.36e+008 27993.3 PA BSC2:2534573471 PA_BSC2:2534573471 Bsc2_01156 Dehydrogenases with different specificities (related to short-chain alcohol dehyc
# Filename z Score Fwd-Rev SPI Spectrum Sequence M’\:ther
Score (%) Intensity q azlga)e
1 005-0801.9132.9132.2 2 10.50 5.62 74.3 1.76e+008 (R)VPLLEMPLEEWELVIK(T) 1938.066
2 005-0802.5216.5216.2 2 9.51 9.51 65.0 1.85e+008 (R)VEGNPFNDFIINR(T) 1534.765
3 005-0802.9020.9020.2 2  9.06 3.06 70.5 1.75e+008 (R)VPLLEMPLEEWELVIK(T) 1938.066
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Spectrum Mill - Protein Peptide/Summary

Results Shown Filtered by Validation Category: valid
Data Directory: msdataSM\080210_OGL_gill2_zip_duplicate
hit table read - SpecFeatures read

valid hits read from tagSummary file -

Files: 0 Hits: 0

Data Directory: msdataSM\080210_OGL_gill3_zip_duplicate
hit table read - SpecFeatures read

valid hits read from tagSummary file -

Data Directory: msdataSM\080310_OGL_gill2_zip
hit table read - SpecFeatures read

valid hits read from tagSummary file -

Data Directory: msdataSM\080310_OGL_gill3_zip
hit table read - SpecFeatures read

valid hits read from tagSummary file - Files: 12 Hits: 23
Data Directory: msdataSM\080410_gill2_zip
hit table read - SpecFeatures read

valid hits read from tagSummary file -

Data Directory: msdataSM\080410_gill3_zip
hit table read - SpecFeatures read

valid hits read from tagSummary file -

Files: 6 Hits: 15

Files: 5 Hits: 5

Files: 14 Hits: 29

Files: 16 Hits: 25

beginning to assemble proteins .... proteins assembled 0.013293 sec
proteins filtered by unique peptides 0.001489 sec

proteins filtered by score

calculated protein coverage maps 0.017153 sec
beginning to roll up proteins into groups ... . proteins rolled up into groups 0.001564 sec
protein groups ready for display

proteinGroupingMethod: oneSharedPeptideSubgrouped

8 Proteins listed

Page 1 of 4

Spectrum Mill - Protein Peptide/Summary

Protein Name

PA_BSC2:2534576049 Bsc2_03736 chaperonin GroL [Alteromonadacea bacterium Bsc2]

PA_Bse08:2503995261 BSO8DRAFT_00037250 chaperonin GroL [B. setacea BS08 (Isolate from shipw
PA_Bse02:2503998519 BS02DRAFT_00025680 chaperonin GroL [B. setacea BS02 (Isolate from shipw
PA_Bse_meta_comb:2073565377 BaSeMet_00090330 chaperonin GroL [Bankia setacea microbiome (¢
PA_Bse_meta_comb:2073565234 BaSeMet_00088900 Histones H3 and H4 [Bankia setacea microbiom
PA_Bse02:2503998993 BS02DRAFT_00000010 TonB-dependent receptor [B. setacea BS02 (Isolate frc
PA_Bse_meta_comb:2073560314 BaSeMet_00039700 TonB-dependent receptor [Bankia setacea micrc
PA_Bse02:2504001159 BS02DRAFT_00031400 FKBP-type peptidyl-prolyl cis-trans isomerase./Domain
PA_Bse_meta_comb:2073579700 BaSeMet_00233560 FKBP-type peptidyl-prolyl cis-trans isomerases :
PA_Bse02:2503999606 BS02DRAFT_00003500 TonB-dependent receptor [B. setacea BS02 (Isolate frc
PA_Bse_meta_comb:2073556678 BaSeMet_00003340 TonB-dependent receptor [Bankia setacea micrc
PA_BSC2:2534573407 Bsc2_01092 fructose-bisphosphate aldolase (EC 4.1.2.13) [Alteromonadacea bz
PA_Bse_meta_comb:2073595811 BaSeMet_00394670 fructose-bisphosphate aldolase (EC 4.1.2.13) [B
PA_Bse02:2503999320 BS02DRAFT_00011490 glyceraldehyde-3-phosphate dehydrogenase, type | [B.
PA_Bse_meta_comb:2073585080 BaSeMet_00287360 glyceraldehyde-3-phosphate dehydrogenase, ty,
PA_Bse_meta_comb:2073565643 BaSeMet_00092990 Histone H2A [Bankia setacea microbiome (Com

o Distinct Total _
Group Subgroup Spectra %SE:S?S S,\L;lg/n,\;gd % AA Protein Pr’\c/)&/(\e/m Database
#) #) #) P Coverage Spectral Accession #
#) Search Intensity (Da)
Score
1 11 15 6 87.50 20 3.14e+008 56981.3 PA_BSC2:2534576049
1 11 6 3 42.76 10 1.51e+008 57219.5 PA_Bse08:2503995261
1 11 5 2 29.63 6 1.18e+008 57147.5 PA_Bse02:2503998519
1 11 5 2 29.63 6 1.18e+008 55514.7 PA_Bse_meta_comb:2073565377
2 2.1 14 4 61.97 40 3.88e+008 11367.4 PA_Bse_meta_comb:2073565234
3 3.1 12 4 47.82 10 8.20e+007 109063.9 PA_Bse02:2503998993
3 3.1 12 4 47.82 10 8.20e+007 109063.9 PA Bse meta comb:2073560314
4 4.1 5 2 30.59 18 5.99e+007 27641.5 PA_Bse02:2504001159
4 4.1 5 2 30.59 18 5.99e+007 27641.5 PA_Bse_meta_comb:2073579700
5 5.1 2 2 28.06 4 3.13e+007 109777.4 PA_Bse02:2503999606
5 51 2 2 28.06 5 3.13e+007 92261.9 PA_Bse_meta_comb:2073556678
6 6.1 2 2 27.41 9 6.77e+007 38937.1 PA_BSC2:2534573407
6 6.1 2 2 27.41 9 6.77e+007 38921.1 PA Bse_meta _comb:2073595811
7 7.1 2 2 26.33 12 4.26e+007 35965.2 PA_Bse02:2503999320
7 7.1 2 2 26.33 12 4.26e+007 35965.2 PA_Bse_meta_comb:2073585080
8 8.1 1 1 20.15 18 2.59e+007 13375.7 PA_Bse_meta_comb:2073565643
Totals: 92 42
Distinct SDuISmtmg:j Tota_l Protein
Group Subgroup Spectra Peptides MS/MS % AA Protein MW Database Protein Name
#) #) #) P Coverage Spectral Accession #
#) Search Intensit (Da)
Score y
1 11 15 6 87.50 20 3.14e+008 56981.3 PA BSC2:2534576049

http://spectrummillxp/millscripts/summaryPP.pl

PA_BSC2:2534576049 Bsc2_03736 chaperonin GroL [Alteromonadacea bacterium Bsc2]
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Spectrum Mill - Protein Peptide/Summary

F*

ERERER®® N OIN®N

Group Subgroup Spectra

Filename

072-3701.4727.4746.0
072-0701.3774.3787.0
072-0701.2604.2604.2
072-3701.4180.4180.0
072-3601.4723.4723.0
072-0701.3402.3402.0
086-1501.3809.3816.2
072-0701.4201.4211.0
072-3601.4175.4175.0
072-3601.4163.4163.0
086-1501.3802.3802.0
072-0701.3925.3943.2
072-0701.3792.3792.0
086-1501.3932.3978.0
072-3601.3756.3756.0

#) (#) (#)
2.1 14
Filename

F*

HH‘H“:‘H\@\m\\l\m\m\b\w\mha

Group Subgroup Spectra

071-0601.3849.3872.2
086-1501.2406.2436.2
085-1401.3891.3915.2
086-1501.3952.3970.0
086-1501.3212.3224.0
072-0701.3153.3159.0
072-0701.2325.2343.2
086-1501.2013.2029.0
071-0601.3161.3166.0
071-0601.1966.1972.2
071-0601.1960.1976.0
071-0601.1955.1955.0
085-1401.2019.2019.0
072-0701.1965.1965.0

) ® @]

#

3.1 12

Filename

MH*
Matched
(Da)
2576.288
1300.730
1233.597
2434.195
2576.288
2272.106
1300.730
2434.195
2434.195
2434.195
1300.730
1211.725
1300.730
1211.725
1300.730

Protein Name

Protein Name

Page 2 of 4

PA_Bse_meta_comb:2073565234 BaSeMet_00088900 Histones H3 and H4 [Bankia setacea microbiome

PA_Bse02:2503998993 BS02DRAFT_00000010 TonB-dependent receptor [B. setacea BS02 (Isolate from shipwor

z Score Fvgg(—)l?gv (SOZ)I S”?g;t;ﬂ? Sequence
3 17.77 17.77 89.5 1.72e+007 (K)SIAQVGTISANSDTQVGDIIAEAMGK(V)
2 15.83 11.74 87.0 2.70e+007 (K)MLAGVNVLADAVK(I)
2 15.39 15.39 83.8 3.07e+007 (K)SVAAGMNPMDLK(R)
3 14.24 14.24 79.4 2.26e+007 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S)
3 13.28 13.28 75.5 1.05e+007 (K)SIAQVGTISANSDTQVGDIIAEAMGK(V)
3 13.13 13.13 74.7 3.22e+007 (R)AVASIADLTGDNEDQDAGIGIAR(R)
2 1291 8.42 80.7 1.26e+007 (K)MLAGVNVLADAVK(I)
3 12.28 6.50 77.0 2.18e+007 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S)
3 12.05 5.39 74.9 2.22e+007 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S)
3 11.59 8.41 74.9 2.10e+007 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S)
2 11.34 7.00 73.2 1.15e+007 (K)MLAGVNVLADAVK(I)
2 11.14 551 80.1 2.09e+007 (R)ELLPVLETVAK(A)
2 10.85 10.85 68.6 2.72e+007 (K)MLAGVNVLADAVK(I)
2 10.60 4.68 66.9 1.69e+007 (R)ELLPVLETVAK(A)
2 7.49 7.49 61.8 1.97e+007 (K)MLAGVNVLADAVK(I)
o Distinct Total .
pepiides Woms (ooAA - roten P Dacbase,
#) Search Intensity (Da)
Score
4 61.97 40 3.88e+008 11367.4 PA_Bse_meta_comb:2073565234
Fwd-Rev SPI Spectrum MH*
z Score Score (%) Intensity Sequence Mezg::)ed
2 16.82 7.94 94.9 4.06e+006 (K)TVTAMDVVYALK(R) 1310.703
2 16.30 11.14 94.2 5.91e+007 (R)ISGLIYEETR(G) 1180.621
2 16.28 8.39 93.6 2.58e+006 (K)TVTAMDVVYALK(R) 1310.703
2 15.73 8.21 93.0 7.79e+007 (K)TVTAMDVVYALK(R) 1310.703
2 15.65 6.52 95.7 6.29e+007 (K)VFLENVIR(D) 089.578
2 1491 5.67 96.0 6.76e+007 (K)VFLENVIR(D) 089.578
2 1435 8.80 88.8 5.40e+007 (R)ISGLIYEETR(G) 1180.621
3 13.20 4.04 90.2 2.27e+007 (R)DNIQGITKPAIR(R) 1325.754
2 13.04 4.70 90.6 4.29e+006 (K)VFLENVIR(D) 989.578
2 1294 8.32 78.3 5.87e+006 (R)DNIQGITKPAIR(R) 1325.754
3 12.69 3.76 89.6 2.98e+006 (R)DNIQGITKPAIR(R) 1325.754
2 954 9.54 66.3 5.99e+006 (R)DNIQGITKPAIR(R) 1325.754
3 8.56 2.37 83.0 3.70e+006 (R)DNIQGITKPAIR(R) 1325.754
2 6.66 6.66 81.6 1.42e+007 (R)DNIQGITKPAIR(R) 1325.754
o Distinct Total .
%SE:SZZ S&g/mgd C%AA SF’rottteinI Pr&wn ADatabase#
) Search overage Inlt):r?sri?y (Da) ccession
Score
4 47.82 10 8.20e+007 109063.9 PA_Bse02:2503998993
z Score Fwd-Rev SPI Spectrum Sequence

http://spectrummillxp/millscripts/summaryPP.pl

MH*

2/12/2014





Spectrum Mill - Protein Peptide/Summary

Page 3 of 4

PA_Bse02:2504001159 BS02DRAFT_00031400 FKBP-type peptidyl-prolyl cis-trans isomerase./Domain amino term

Score (%) Intensity Matched
(Da)
1 085-1401.5008.5081.0 3 17.59 17.59 90.4 1.14e+007 (R)NFQDVLPALNVAWDVSDDVK(I) 2245114
2 085-1401.4996.5075.0 3 16.44 16.44 88.3 1.22e+007 (R)NFQDVLPALNVAWDVSDDVK(I) 2245.114
3 085-1401.4497.4545.0 3 15.58 15.58 84.9 5.55e+006 (R)FGVLAAFTSSQADLANYYEGK(Q) 2252.088
4 086-1501.5112.5112.0 3 14.76 14.76 79.8 4.70e+006 (R)NFQDVLPALNVAWDVSDDVK(I) 2245.114
5 085-1401.4991.5056.0 3 13.69 13.69 85.4 1.10e+007 (R)NFQDVLPALNVAWDVSDDVK(I) 2245.114
6 086-1501.4620.4620.0 3 12.82 8.05 80.4 4.18e+006 (R)FGVLAAFTSSQADLANYYEGK(Q) 2252.088
7 085-1401.5068.5068.0 3 12.58 12.58 78.5 6.04e+006 (R)NFQDVLPALNVAWDVSDDVK(I) 2245114
8 086-1501.4617.4617.0 3 10.57 5.04 75.0 4.33e+006 (R)FGVLAAFTSSQADLANYYEGK(Q) 2252.088
9 086-1501.5106.5106.0 3 9.24 9.24 81.1 4.84e+006 (R)NFQDVLPALNVAWDVSDDVK(I) 2245.114
10 086-1501.5251.5251.0 3 8.51 495 82.2 9.29e+006 (R)GLPQVSTQLNGESYLGANSITDFQPNFGDIPSQLFK(G) 3882.919
11 086-1501.5115.5115.0 2 7.76 2.85 72.5 2.99e+006 (R)NFQDVLPALNVAWDVSDDVK(I) 2245114
12 085-1401.5960.5960.0 2 6.14 2.40 64.6 5.42e+006 (R)SSTIEATAEWYLAPGSMLTAGIFR(I) 2572.276
Distinct
Group Subgroup Spectra I%;ESZL S'\L;Irg/n'\;lgd % AA P-{gtteailn Pr’\(/)ls\a/m Databgse Protein Name
#) # #) ) Search Coverage Iilt):r(l:;rifl (Da) Accession #
Score y
4 4.1 5 2 30.59 18 5.99e+007 27641.5 PA_Bse02:2504001159
# Fi Fwd-Rev SPI Spectrum MH"
ilename z Score Score (%) Intensity Sequence Mezg::)ed
1 086-1501.5909.5915.0 3 15.66 15.66 81.7 1.80e+007 (K)QFDFAINPELIALAVTEVNAGTEQR(Y) 2746.405
2 085-1401.5788.5830.0 3 15.13 15.13 81.9 2.09e+007 (K)QFDFAINPELIALAVTEVNAGTEQR(Y) 2746.405
3 085-1401.5080.5080.0 3 14.93 6.51 80.7 3.93e+006 (K)AIEISSLDDQVSYMLGFNMAR(Q) 2360.127
4 086-1501.5184.5184.0 3 14.14 5.71 79.7 3.52e+006 (K)AIEISSLDDQVSYMLGFNMAR(Q) 2360.127
5 086-1501.5879.5879.0 3 12.05 12.05 70.9 1.35e+007 (K)QFDFAINPELIALAVTEVNAGTEQR(Y) 2746.405
Distinct
Group Subgroup Spectra IE);[SJE:S;; S“L;rglnh;lgd % AA P-{gtteailn Prﬁls\alln Databgse Protein Name
#) #) #) ) Search Coverage Iilt):r(l:;rifl (Da) Accession #
Score y
5 5.1 2 2 28.06 4 3.13e+007 109777.4 PA_Bse02:2503999606
# Filename z Score Fvsvgc-)lfgv (SOZ)I Slr?t?e(;t;lljt? Sequence Matched
1 085-1401.5465.5465.0 3 14.44 4.09 83.0 2.20e+006 (R)AFDFANLASEVIGGVDVYK(T) 2015.013
2 085-1401.5560.5560.0 3 13.62 7.91 76.3 2.91e+007 (R)EITEEVTSAYVELNQAFDLGDMPGNVVAGLR(Y) 3337.626
Distinct

Group Subgroup Spectra Eé;:ggts S,\L/jlg]/mgd % AA Protein Pr,\(;:;\e/m Database
#) #) #) ) Search Coverage I?];;gr?;ri?l (Da) Accession #
Score y
6 6.1 2 2 27.41 9 6.77e+007 38937.1 PA_BSC2:2534573407
# Filename z Score Fwd-Rev  SPI Spectrum Sequence M’\:IHh+d
Score (%) Intensity a ezlga)e
1 072-0701.2421.2421.0 2 14.51 14.51 79.3 2.05e+007 (K)AEGQQAQILGAVSGAK(H) 1527.813

http://spectrummillxp/millscripts/summaryPP.pl

Total

Protein Name

PA_Bse02:2503999606 BS02DRAFT_00003500 TonB-dependent receptor [B. setacea BS02 (Isolate from shipwor

PA_BSC2:2534573407 Bsc2_01092 fructose-bisphosphate aldolase (EC 4.1.2.13) [Alteromonadacea bacterium Bsc.
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2 072-0701.2697.2703.0 3 12.90 5.32 72.2 4.72e+007 (K)ILDAVKPGVLTGDDVQK(V) 1767.986
Distinct
. Total )
Distinct Summed ; Protein
Group Subgroup Spectra Peptides MS/MS % AA Protein MW Databgse Protein Name
#) #) #) Coverage Spectral Accession #
#) Search Intensity (Da)
Score
7 7.1 2 2 26.33 12 4.26e+007 35965.2 PA_Bse02:2503999320 PA_Bse02:2503999320 BS02DRAFT_00011490 glyceraldehyde-3-phosphate dehydrogenase, type | [B. setacea BS
+
# Filename z Score Fwd-Rev SPI Spectrum Sequence M;\fyhed
Score (%) Intensity (Da)
1 085-1401.6056.6090.0 3 19.49 19.49 92.7 3.86e+007 (R)DNVEVVGINDLLDVDYIAYMLK(Y) 2511.269
2 085-1401.9868.9868.0 2 6.84 6.84 79.6 4.01e+006 (K)WGEIGADFVAEATGIFLTK(E) 2025.033
Distinct
o Total )
Group Subgroup Spectra Eési:ggts S,\L/jlg]/mgd % AA Protein Pr,\(;:;\e/m Database Protein Name
#) #) #) P Coverage Spectral Accession #
#) Search Intensit (Da)
Score y
8 8.1 1 1 20.15 18 2.59e+007 13375.7 PA_Bse_meta comb:2073565643 PA_Bse_meta_comb:2073565643 BaSeMet_00092990 Histone H2A [Bankia setacea microbiome (Combi
. Fwd-Rev SPl Spectrum MH*
# Filename z Score Score (%) Intensity Sequence Mezg::)ed
1 072-0701.5285.5303.3 3 20.15 9.95 93.7 2.59e+007 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
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Spectrum Mill - Protein Peptide/Summary

Results Shown Filtered by Validation Category: valid
Data Directory: msdataSM\081910_GC_pellet_zip
hit table read - SpecFeatures read
valid hits read from tagSummary file - Files: 82 Hits: 187
Data Directory: msdataSM\081910_GC_tissue
hit table read - SpecFeatures read
valid hits read from tagSummary file - Files: 45 Hits: 98
Data Directory: msdataSM\081910_GS_pellet_zip
hit table read - SpecFeatures read
valid hits read from tagSummary file - Files: 32 Hits: 85
Data Directory: msdataSM\081910_GS_tissue
hit table read - SpecFeatures read
valid hits read from tagSummary file - Files: 72 Hits: 157
beginning to assemble proteins .... proteins assembled 0.070078 sec
proteins filtered by unique peptides 0.008497 sec
proteins filtered by score
calculated protein coverage maps 0.084826 sec
beginning to roll up proteins into groups ... . proteins rolled up into groups 0.029255 sec
protein groups ready for display
proteinGroupingMethod: oneSharedPeptideSubgrouped 43 Proteins listed

Distinct Total

P S TG e NS X, Tom T2
*) Search 9 | nFt’ ensity  (02)
Score
1 1.1 23 10 151.55 36 3.24e+009 59772.4 PA_Bse08:2503995076
2 2.1 7 6 83.57 16 2.18e+008 77520.7 PA_Bse02:2503999400
2 2.1 7 6 83.57 27 2.18e+008 48452.4 PA_Bse_meta_comb:2073585167
3 3.1 10 6 79.05 36 9.05e+008 28933.2 PA_BS12:2189568903
3 3.1 9 5 63.45 30 8.84e+008 28217.6 PA_Bse_meta _comb:2073562517
4 4.1 6 6 77.90 11 1.54e+009 108814.9 PA_BS12:2189569860
4 4.1 6 6 77.90 11 1.54e+009 108814.9 PA_Bse_meta_comb:2073560924
4 4.2 2 2 20.50 2 1.67e+008 109417.8 PA_Bse02:2504000752
4 4.2 2 2 20.50 2 1.67e+008 109417.8 PA_Bse_meta_comb:2073563726
5 51 12 6 75.15 18 1.13e+009 57219.5 PA_Bse08:2503995261
5 51 3 2 24.55 4 1.90e+008 57360.8 PA_Bse_meta _comb:2073567036
5 5.1 3 2 24.55 4 1.90e+008 57128.5 PA_BS12:2189568147
5 52 10 5 67.93 16 9.55e+008 56981.3 PA_BSC2:2534576049
5 53 9 5 65.52 17 6.40e+008 57147.5 PA_Bse02:2503998519
5 5.3 9 5 65.52 18 6.40e+008 55514.7 PA_Bse_meta_comb:2073565377
6 6.1 7 5 73.81 8 7.21e+008 106594.3 PA_Bse_meta_comb:2073586734
7 7.1 11 5 71.48 36 1.10e+009 29434.1 PA_Bse_meta_comb:2073593916
7 7.1 9 3 46.58 15 9.79e+008 32809.2 PA_Bse02:2504001059
7 7.1 6 2 29.13 44 6.31e+008 11606.9 PA_Bse_meta_comb:2073587998
8 8.1 7 5 69.52 6 1.25e+009 126855.7 PA_Bse02:2504001037
8 8.1 6 4 52.20 8 1.24e+009 79685.5 PA_Bse _meta _comhbh:2073583788
8 8.1 4 2 34.13 35 4.43e+008 10762.9 PA_Bse_meta_comb:2073595596
9 9.1 13 4 67.62 7 4.22e+008 100788.0 PA_Bse_meta_comb:2073596195
9 9.2 10 4 65.45 31 4.06e+008 19640.4 PA_ Bse_meta comb:2073597966
10 10.1 7 4 58.77 35 4.26e+008 27641.5 PA_Bse02:2504001159
10 10.1 7 4 58.77 35 4.26e+008 27641.5 PA_Bse_meta _comb:2073579700
11 11.1 7 4 58.49 9 1.11e+009 56014.8 PA_Bse08:2503995077
12 12.1 6 4 57.70 21 6.91e+008 33845.5 PA_Bse08:2503994737
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Protein Name

PA_Bse08:2503995076 BSO8DRAFT_00035440 nitrogenase molybdenum-iron protein beta chain [B. se
PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding
PA_Bse_meta_comb:2073585167 BaSeMet_00288230 Endoglucanase [Bankia setacea microbiome (Ct
PA_BS12:2189568903 0r2222 Putative salt-induced outer membrane protein [B. setacea BS12] 260 bp
PA_Bse_meta_comb:2073562517 BaSeMet_00061730 Putative salt-induced outer membrane protein [E
PA_BS12:2189569860 or3165 Outer membrane receptor proteins, mostly Fe transport [B. setacea BS12
PA_Bse_meta_comb:2073560924 BaSeMet_00045800 TonB-dependent receptor [Bankia setacea micrc
PA_Bse02:2504000752 BS02DRAFT_00023490 TonB-dependent receptor [B. setacea BS02 (Isolate frc
PA_Bse_meta_comb:2073563726 BaSeMet_00073820 TonB-dependent receptor [Bankia setacea micrc
PA_Bse08:2503995261 BSO8DRAFT_00037250 chaperonin GroL [B. setacea BS08 (Isolate from shipw
PA_Bse_meta_comb:2073567036 BaSeMet_00106920 chaperonin GroL [Bankia setacea microbiome (C
PA_BS12:2189568147 or1478 Chaperonin GroEL (HSP60 family) [B. setacea BS12] 549 bp
PA_BSC2:2534576049 Bsc2_03736 chaperonin GroL [Alteromonadacea bacterium Bsc2]
PA_Bse02:2503998519 BS02DRAFT_00025680 chaperonin GroL [B. setacea BS02 (Isolate from shipw
PA_Bse_meta_comb:2073565377 BaSeMet_00090330 chaperonin GroL [Bankia setacea microbiome (C
PA_Bse_meta_comb:2073586734 BaSeMet_00303900 TonB-dependent receptor [Bankia setacea micrc
PA_Bse_meta_comb:2073593916 BaSeMet_00375720 Outer membrane protein (porin) [Bankia setacee
PA_Bse02:2504001059 BS02DRAFT_00030400 Gram-negative porin. [B. setacea BS02 (Isolate from st
PA_Bse_meta_comb:2073587998 BaSeMet_00316540 Outer membrane protein (porin) [Bankia setacee
PA_Bse02:2504001037 BS02DRAFT_00030180 TonB-dependent receptor [B. setacea BS02 (Isolate frc
PA_Bse_meta_comb:2073583788 BaSeMet_00274440 TonB-dependent Receptor Plug Domain. [Bankii
PA_Bse_meta_comb:2073595596 BaSeMet_00392520 TonB-dependent Receptor Plug Domain. [Bankii
PA_Bse_meta_comb:2073596195 BaSeMet_00398510 TonB-dependent receptor [Bankia setacea micrc
PA_Bse_meta_comb:2073597966 BaSeMet_00416220 Outer membrane receptor for ferrienterochelin a
PA_Bse02:2504001159 BS02DRAFT_00031400 FKBP-type peptidyl-prolyl cis-trans isomerase./Domain
PA_Bse_meta_comb:2073579700 BaSeMet_00233560 FKBP-type peptidyl-prolyl cis-trans isomerases :
PA_Bse08:2503995077 BSO8DRAFT_00035450 nitrogenase molybdenum-iron protein alpha chain [B. s
PA_Bse08:2503994737 BSO8DRAFT_00032510 transaldolase [B. setacea BS08 (Isolate from shipworm
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12
12
12
12
12
13
14
14
14
14
14
14
14
14
15
16
17
17
17
18
18
19
20
20
20
20
20
21
22
23
23
24
24
25
26
26
26
26
26
26
26
27
27
27
28
28
29
30

121
12.1
12.1
12.1
121
13.1
14.1
14.1
14.1
14.1
14.1
14.2
14.2
14.3
15.1
16.1
17.1
17.1
17.1
18.1
18.1
19.1
20.1
20.1
20.1
20.1
20.2
211
221
23.1
23.1
241
24.1
25.1
26.1
26.1
26.1
26.1
26.1
26.1
26.1
271
27.2
27.2
28.1
28.1
29.1
30.1

W N NN N0 OO o NN SNSNDNSN SN W00 O N Www R b

N
~

N NDDNNWWWDDDDDDDAEDADDEDWWWNDDNODDN

N NN NDNDNDNDNDNDDNDDNDDNDDNDDNDNDNDNMNDNMNDNDNDNMNDNNDNDWWWWWWPA2DNWWDEODNDWWNDNMNNWWDDDNDDNDMDNDW®W

41.83
41.83
29.95
29.95
22.18
53.93
49.56
49.56
30.37
29.69
29.69
38.18
38.18
25.14
48.66
47.92
47.24
47.24
30.13
47.01
47.01
41.86
41.04
41.04
41.04
41.04
34.62
39.81
37.84
33.77
33.77
33.40
33.40
27.44
26.89
26.89
26.89
26.89
26.89
26.89
26.89
25.42
23.94
23.94
25.29
25.29
24.37
23.39
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4.78e+008
4.78e+008
3.63e+008
3.63e+008
2.67e+008
2.26e+008
1.21e+009
1.21e+009
7.54e+007
1.17e+009
1.17e+009
1.28e+009
1.28e+009
6.69e+007
6.12e+009
1.12e+009
4.61e+008
4.61e+008
1.65e+008
9.23e+008
9.23e+008
8.97e+008
1.83e+008
1.83e+008
1.83e+008
1.83e+008
1.40e+008
5.91e+009
1.37e+008
1.14e+008
1.14e+008
4.07e+007
4.07e+007
3.05e+007
1.44e+007
1.44e+007
1.44e+007
1.44e+007
1.44e+007
1.44e+007
1.44e+007
2.53e+008
9.84e+007
9.84e+007
3.02e+008
3.02e+008
1.67e+008
2.01e+008

34007.6
33949.6
33705.4
33675.4
10806.4
115295.3
442825
44282.5
9849.9
44395.5
44335.5
44298.7
44266.6
44255.6
11367.4
102017.5
12471.3
12471.3
12772.7
42092.0
42043.9
36127.2
35386.5
35354.4
35299.3
35299.3
35600.6
12753.8
115945.6
17663.6
17663.6
52481.4
52481.4
19750.3
12111.0
12111.0
12099.0
12099.0
12099.0
12099.0
11726.4
9164.5
9107.5
9075.4
28847.5
28847.5
105318.6
118803.8

PA

Bse

PA_BS12:2189567864
meta_comb:2073584304

PA

Bse

PA_BSC2:2534576639
meta_comb:2073570868

PA

Bse

meta_comb:2073579380

PA

Bse

PA_BS12:2189568198
PA_BSC2:2534573496
meta_comb:2073587015

PA

Bse

meta_comb:2073591525

PA

Bse

PA_ BS12:2189570755
meta_comb:2073563152

PA

Bse

PA_Bse02:2503998465
meta_comb:2073556354

PA

Bse

PA_Bse08:2503995480
meta_comb:2073565234

PA

Bse

PA_Bse08:2503996049
PA_Bse02:2503998471
meta_comb:2073556360

PA

Bse

PA_Bse08:2503995486
PA_BSC2:2534574460
meta_comb:2073562800

PA

Bse

PA_Bse08:2503993973
PA_BS12:2189571789
meta_comb:2073574964

PA

Bse

PA_BSC2:2534572582
meta_comb:2073561056

PA

Bse

PA_Bse08:2503994614
meta_comb:2073593092

PA

Bse

PA_Bse08:2503996008
PA_Bse02:2503998467
meta_comb:2073556356

PA

Bse

PA_BSC2:2534576897
meta_comb:2073595609

PA

Bse

PA_Bse08:2503995045
PA_BS12:2189569075
meta_comb:2073596293

PA

Bse

PA_BSC2:2534574907
PA_Bse02:2503998071
meta_comb:2073590737

PA

Bse

meta_comb:2073591701

PA

Bse

meta_comb:2073579200

PA

Bse

PA_Bse08:2503994572
PA_Bse02:2503999877
meta_comb:2073579833

PA

Bse

PA_BS12:2189569790
meta_comb:2073568597

PA_BS12:2189568779
PA_BSC2:2534573281
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PA_BS12:2189567864 or1190 Transaldolase [B. setacea BS12] 311 bp
PA_Bse_meta_comb:2073584304 BaSeMet_00279600 transaldolase (EC 2.2.1.2) [Bankia setacea micr:
PA_BSC2:2534576639 Bsc2_04328 transaldolase (EC 2.2.1.2) [Alteromonadacea bacterium Bsc2]
PA_Bse_meta_comb:2073570868 BaSeMet_00145240 transaldolase (EC 2.2.1.2) [Bankia setacea micr
PA_Bse_meta_comb:2073579380 BaSeMet_00230360 transaldolase (EC 2.2.1.2) [Bankia setacea micr
PA_BS12:2189568198 or1530 Outer membrane receptor for ferrienterochelin and colicins [B. setacea B!
PA_BSC2:2534573496 Bsc2_01181 translation elongation factor 1A (EF-1A/EF-Tu) [Alteromonadacea k
PA_Bse_meta_comb:2073587015 BaSeMet_00306710 translation elongation factor 1A (EF-1A/EF-Tu) [
PA_Bse_meta_comb:2073591525 BaSeMet_00351810 translation elongation factor 1A (EF-1A/EF-Tu) [
PA_BS12:2189570755 0r4000 GTPases - translation elongation factors [B. setacea BS12] 407 bp
PA_Bse_meta_comb:2073563152 BaSeMet_00068080 translation elongation factor 1A (EF-1A/EF-Tu) [
PA_Bse02:2503998465 BS02DRAFT_00025140 translation elongation factor TU [B. setacea BS02 (Isol:
PA_Bse_meta_comb:2073556354 BaSeMet_00000100 translation elongation factor 1A (EF-1A/EF-Tu) [
PA_Bse08:2503995480 BSO8DRAFT_00039430 translation elongation factor TU [B. setacea BS08 (Isol:
PA_Bse_meta_comb:2073565234 BaSeMet_00088900 Histones H3 and H4 [Bankia setacea microbiom
PA_Bse08:2503996049 BSO8DRAFT_00012470 TonB-dependent receptor [B. setacea BS08 (Isolate frc
PA_Bse02:2503998471 BS02DRAFT_00025200 ribosomal protein L7/L12 [B. setacea BS02 (Isolate fror
PA_Bse_meta_comb:2073556360 BaSeMet_00000160 LSU ribosomal protein L12P [Bankia setacea mi
PA_Bse08:2503995486 BSO8DRAFT_00039490 ribosomal protein L7/L12 [B. setacea BS08 (Isolate fror
PA_BSC2:2534574460 Bsc2_02147 hypothetical protein [Alteromonadacea bacterium Bsc2]
PA_Bse_meta_comb:2073562800 BaSeMet_00064560 hypothetical protein [Bankia setacea microbiome
PA_Bse08:2503993973 BSO8DRAFT_00026510 glyceraldehyde-3-phosphate dehydrogenase, type | [B.
PA_BS12:2189571789 or0889 Malate/lactate dehydrogenases [B. setacea BS12] 327 bp
PA_Bse_meta_comb:2073574964 BaSeMet_00186200 malate dehydrogenase (NAD) (EC 1.1.1.37) [Ba
PA_BSC2:2534572582 Bsc2_00266 malate dehydrogenase [Alteromonadacea bacterium Bsc2]
PA_Bse_meta_comb:2073561056 BaSeMet_00047120 malate dehydrogenase (NAD) (EC 1.1.1.37) [Ba
PA_Bse08:2503994614 BSO8DRAFT_00031280 malate dehydrogenase [B. setacea BS08 (Isolate from
PA_Bse_meta_comb:2073593092 BaSeMet_00367480 Actin and related proteins [Bankia setacea micrc
PA_Bse08:2503996008 BSO8DRAFT_00012060 TonB-dependent receptor [B. setacea BS08 (Isolate frc
PA_Bse02:2503998467 BS02DRAFT_00025160 ribosomal protein S7, bacterial/organelle [B. setacea B!
PA_Bse_meta_comb:2073556356 BaSeMet_00000120 SSU ribosomal protein S7P [Bankia setacea mic
PA_BSC2:2534576897 Bsc2_04586 pyruvate kinase (EC 2.7.1.40) [Alteromonadacea bacterium Bsc2]
PA_Bse_meta_comb:2073595609 BaSeMet_00392650 pyruvate kinase (EC 2.7.1.40) [Bankia setacea r
PA_Bse08:2503995045 BSO8DRAFT_00035130 flavodoxin, long chain [B. setacea BS08 (Isolate from s
PA_BS12:2189569075 0r2390 Nitrogen regulatory protein Pll [B. setacea BS12] 112 bp
PA_Bse_meta_comb:2073596293 BaSeMet_00399490 nitrogen regulatory protein P-1l [Bankia setacea
PA_BSC2:2534574907 Bsc2_02594 nitrogen regulatory protein P-II family [Alteromonadacea bacterium
PA_Bse02:2503998071 BS02DRAFT_00012490 Nitrogen regulatory protein P-II. [B. setacea BS02 (Isol:
PA_Bse_meta_comb:2073590737 BaSeMet_00343930 nitrogen regulatory protein P-1l [Bankia setacea
PA_Bse_meta_comb:2073591701 BaSeMet_00353570 nitrogen regulatory protein P-1l [Bankia setacea
PA_Bse_meta_comb:2073579200 BaSeMet_00228560 nitrogen regulatory protein P-1l [Bankia setacea
PA_Bse08:2503994572 BSO8DRAFT_00030860 Bacterial DNA-binding protein. [B. setacea BS08 (Isola
PA_Bse02:2503999877 BS02DRAFT_00006580 Bacterial DNA-binding protein. [B. setacea BS02 (Isola
PA_Bse_meta_comb:2073579833 BaSeMet_00234890 bacterial nucleoid protein HU beta subunit [Bank
PA_BS12:2189569790 or3098 FKBP-type peptidyl-prolyl cis-trans isomerases 1 [B. setacea BS12] 265 t
PA_Bse_meta_comb:2073568597 BaSeMet_00122530 FKBP-type peptidyl-prolyl cis-trans isomerases :
PA_BS12:2189568779 0r2098 Outer membrane receptor proteins, mostly Fe transport [B. setacea BS12
PA_BSC2:2534573281 Bsc2_00965 TonB-dependent receptor [Alteromonadacea bacterium Bsc2]
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30 30.1 2 2 23.39
31 31.1 2 2 22.92
31 31.1 2 2 22.92
32 32.1 6 1 20.76
33 33.1 2 1 20.65
34 34.1 2 2 20.32
35 35.1 1 1 20.06
35 35.1 1 1 20.06
Totals: 461 255
o Distinct
Group Subgroup Spectra pegicy Sis.
#) Search
Score
1 1.1 23 10 151.55
# Filename 7 Score TWd-Rev
Score
1 044-1001.7340.7346.3 3 19.20
2 043-0801.6971.6982.2 2 18.59
3 044-1001.8012.8016.2 2 17.59
4 044-1001.4496.4503.0 2 16.85
5 045-1201.11685.11685.0 3 15.95
6 044-1001.7329.7339.2 2 15.42 15.42
7 043-0801.5220.5244.2 2 14.62 7.07
8 045-1201.11544.11544.0 3 14.34 6.65
9 044-1001.6781.6799.0 2 13.92 6.10
10 044-1001.6805.6838.3 3 13.67 6.45
11 043-0801.4111.4113.2 2 13.05 13.05
12 044-1001.4999.5005.0 3 1285 6.23
13 044-1001.5406.5426.2 2 12.63 5.92
14 044-1001.4053.4053.2 2 12.32 12.32
15 044-1001.7353.7363.0 3 12.18 4.55
16 046-1401.8070.8070.0 3 12.18 8.75
17 043-0801.4895.4909.0 3 12.14 12.14
18 046-1401.9526.9526.0 3 12.06 12.06
19 046-1401.8056.8056.0 3 11.93 5.88
20 043-0801.6058.6063.2 2 10.08 3.91
21 044-1001.6787.6787.2 2 9.62 3.97
22 044-1001.5038.5038.2 2 891 4.99
23 044-1001.8072.8072.2 2 870 8.70
o Distinct
Gr(g;lp Subg#r)oup Spectra %;E:zg; S“tjlrglnh;lgd
#) Search
Score
2 21 7 6 83.57
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11.01 93.6
13.84 94.9
12.79 94.9
8.20 93.8
15.95 83.2
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2 2.01e+008 118803.8 PA_Bse_meta_comb:2073587930 PA_Bse_meta_comb:2073587930 BaSeMet_00315860 TonB-dependent receptor [Bankia setacea micrc
11 2.88e+008 29305.8 PA_Bse02:2503998171 PA_Bse02:2503998171 BS02DRAFT_00013480 Protein of unknown function (DUF3450). [B. setacea B!
11 2.88e+008 29305.8 PA_Bse_meta comb:2073584294 PA_Bse_meta_comb:2073584294 BaSeMet_00279500 Protein of unknown function (DUF3450). [Bankie
18 2.01e+010 13375.7 PA_Bse_meta comb:2073565643 PA_Bse_meta_comb:2073565643 BaSeMet_00092990 Histone H2A [Bankia setacea microbiome (Com
2 3.67e+007 68581.6 PA_Bse08:2503997242 PA_Bse08:2503997242 BSO8DRAFT_00017410 chaperone protein DnaK [B. setacea BS08 (Isolate fron
6 9.27e+007 98379.6 PA_BSC2:2534573844 PA_BSC2:2534573844 Bsc2_01530 TonB-dependent receptor [Alteromonadacea bacterium Bsc2]
9 3.78e+007 12421.2 PA_BS12:2189570749 PA_BS12:2189570749 0r3994 Ribosomal protein L7/L12 [B. setacea BS12] 123 bp
9 3.78e+007 12421.2 PA_Bse_meta_comb:2073563146 PA_Bse_meta_comb:2073563146 BaSeMet_00068020 LSU ribosomal protein L12P [Bankia setacea mi
% AA P-Igtt:iln Protein Database
Coverage Spectral ('\EI)\;\; Accession # Protein Name
Intensity
36 3.24e+009 59772.4 PA_Bse08:2503995076 PA_Bse08:2503995076 BSO8DRAFT_00035440 nitrogenase molybdenum-iron protein beta chain [B. setacea BS08
MH*
(So/f)' ?r?t%%t;w Sequence MeztDc:)ed
93.6 1.69e+008 (K)DAPNALNTFLVQPWQLNK(T) 2069.082
94.9 2.32e+007 (K)FSLWGDPDFVMGLTK(F) 1712.836
94.9 2.16e+008 (K)FSLWGDPDFVMGLTK(F) 1712.836
93.8 1.85e+008 (R)ENFEETPSQENIDEVFK(W) 2054.920
83.2 6.89e+007 (R)QTTLGYEGAMQILTTLVNSVLER(L) 2537.329
90.8 1.77e+008 (K)DAPNALNTFLVQPWQLNK(T) 2069.082
94.2 1.33e+007 (R)IGFPIFDR(H) 964.526
74.1 1.98e+007 (K)DGLQNCNATYKPDMIAVSTTCMAEVIGDDLNAFITNSK(V) 4075.912
83.2 3.43e+008 (K) INLVPGFETYLGNYR(V) 1755.907
87.0 9.94e+007 (K) INLVPGFETYLGNYR(V) 1755.907
77.2 5.81e+007 (R)LMQETDYNYDLIR(-) 1673.785
81.4 5.08e+008 (R)SLVFTNKPDFMIGNSYGK(F) 2018.006
94.7 1.87e+008 (R)IGFPIFDR(H) 964.526
75.3 2.94e+008 (R)LMQETDYNYDLIR(-) 1673.785
81.2 1.63e+008 (K)DAPNALNTFLVQPWQLNK(T) 2069.082
86.5 4.97e+006 (K)TWMHEIPTLNIPMGLEWTDEFLMK(V) 2932.409
71.8 4.33e+007 (R)SLVFTNKPDFMIGNSYGK(F) 2018.006
73.0 8.45e+006 (R)QTTLGYEGAMQILTTLVNSVLER(L) 2537.329
74.9 4.81e+006 (K)TWMHEIPTLNIPMGLEWTDEFLMK(V) 2932.409
68.8 2.10e+007 (K) INLVPGFETYLGNYR(V) 1755.907
72.2 3.26e+008 (K) INLVPGFETYLGNYR(V) 1755.907
65.7 1.44e+008 (R)SLVFTNKPDFMIGNSYGK(F) 2018.006
60.2 1.59e+008 (K)FSLWGDPDFVMGLTK(F) 1712.836
% AA P-:—gtt:iln Protein Database )
Coverage ISpectr_al (I’\g\g Accession # Protein Name
ntensity
16 2.18e+008 77520.7 PA_Bse02:2503999400 PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding domain./Cel

MH*
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F*

Filename z

043-0801.5197.5211.0
043-0801.3829.3829.0
043-0801.5679.5702.0
043-0801.5591.5605.2
043-0801.4426.4472.0
043-0801.5386.5386.0
043-0801.5600.5600.2

N o o s e N e
N W WwN W W W

Group Subgroup Spectra
# ) #)

3 31 10

F*

Filename z

043-0801.3615.3639.2 2
043-0801.5283.5297.2 2
045-1201.3630.3630.0 2
043-0801.4011.4014.2 2
045-1201.3643.3643.0 2
043-0801.5673.5720.2 2
043-0801.4762.4781.2 2
045-1201.5913.5927.2 2
045-1201.4741.4765.2 2
10 045-1201.2684.2720.0 2

© [0 N @ [0 Ih W N =

Group Subgroup Spectra
# ) #)

4 4.1 6

F*

Filename z

045-1201.7009.7028.0 3
045-1201.2817.2838.2 2
045-1201.4460.4460.0 2
045-1201.5466.5497.0 3
045-1201.9458.9461.0 3
045-1201.4118.4118.2 2

@ o & W N =

Group Subgroup Spectra
# ) #)
4 4.2 2

PA_BS12:2189568903 0r2222 Putative salt-induced outer membrane protein [B. setacea BS12] 260 bp

Fwd-Rev SPI Spectrum Matched
Score Score (%) Intensity Sequence (Da)
19.46 13.04 91.5 2.95e+007 (R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N) 2670.410
16.25 8.00 85.0 4.85e+007 (R)AAEQEMWSHITPGVDR(E) 1826.850
15.88 10.23 87.4 3.36e+007 (R)TIQQTMTEITAQGINVVR(L) 2003.060
12.54 5.88 86.0 2.42e+007 (R)EWQDALVDYMVEK(D) 1625.752
11.29 3.69 81.7 4.00e+007 (R)LVLSPHTYGPSVFVQR(Q) 1799.981
8.15 4.43 79.7 2.12e+007 (R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A) 3509.562
6.40 2.15 65.2 2.13e+007 (R)EWQDALVDYMVEK(D) 1625.752
Distinct Total
Distinct Summed ; Protein
Peptides MS/MS % AA Protein MwW Database Protein Name
Coverage Spectral Accession #
#) Search | . (Da)
ntensity
Score
6 79.05 36 9.05e+008 28933.2 PA_BS12:2189568903
Score Fwd-Rev SPl Spectrum Sequence M'\:IHh+d
Score (%) Intensity q atche
(Da)
17.78 17.78 91.6 4.22e+007 (K)FSGYDYQGTLAAGYSNR(L) 1869.841
15.60 15.60 88.4 2.12e+007 (K)AGFSIYNNSVVLDNIEK(T) 1882.955
14.47 14.47 82.4 8.97e+007 (K)FSGYDYQGTLAAGYSNR(L) 1869.841
13.20 9.94 77.6 6.46e+007 (K)FTQTLSSDIAFDSAK(N) 1630.796
12.94 12.94 82.0 8.13e+007 (K)FSGYDYQGTLAAGYSNR(L) 1869.841
11.37 5.69 80.8 7.20e+007 (K)WLNNYVIEGFYK(E) 1545.774
11.02 11.02 71.6 3.68e+007 (K)SISAEAELGALTTSGNTQSNAFK(G) 2297.126
10.78 10.78 77.5 2.29e+008 (K)WLNNYVIEGFYK(E) 1545.774
10.23 10.23 70.5 2.50e+008 (K)SISAEAELGALTTSGNTQSNAFK(G) 2297.126
10.08 5.67 81.4 1.82e+007 (K)YFMSAQSDYK(L) 1239.536
Distinct
.. Total .
Distinct Summed ) Protein
Peptides MS/MS % AA Protein MW Databgse Protein Name
Coverage Spectral Accession #
#) Search Intensity (Da)
Score
6 77.90 11 1.54e+009 108814.9 PA_BS12:2189569860
Score Fwd-Rev SPI Spectrum Sequence M'\:IHh+d
Score (%) Intensity q atche
(Da)
20.34 20.34 94.3 4.82e+008 (R)NATNIVDAVSAEDIGRLPDVTIADSLQR(I) 2953.523
17.52 13.40 94.9 3.34e+007 (K)TSAFAQANFAK(D) 1155.580
12.49 12.49 84.5 1.71e+008 (K)LATSLAVSYGDSTLLNNQGR(L) 2080.068
12.08 4.96 84.2 5.38e+008 (K)ETDPELSALLSWNHDDK(L) 1969.914
9.28 3.73 72.9 1.82e+008 (K)EVLGTLNGEYFLLPASVTSNGLDFTDVPSSMVSGLNVSK(S) 4058.032
6.19 6.19 62.8 1.37e+008 (R)LPDVTIADSLQR(I) 1327.722
Distinct Total
Distinct Summed ; Protein
Peptides MS/MS % AA Protein MwW Database Protein Name
Coverage Spectral Accession #
#) Search | . (Da)
ntensity
Score
2 20.50 2 1.67e+008 109417.8 PA_Bse02:2504000752
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PA_BS12:2189569860 or3165 Outer membrane receptor proteins, mostly Fe transport [B. setacea BS12] 1002 bp
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F*

N =

Filename

Group Subgroup Spectra
*) (G #

H*

= = 2 o (o N o O W N e
=

5 5.1 12

Filename

045-1201.1874.1880.0
044-1001.4815.4815.2
044-1001.6338.6338.0
044-1001.6344.6344.0
044-1001.1875.1885.0
044-1001.6340.6351.0
043-0801.5697.5697.0
044-1001.2468.2468.0
043-0801.4315.4315.0
044-1001.4241.4254.2
044-1001.5994.6013.0
044-1001.2462.2462.0

Group Subgroup Spectra
*) #) #

F*

© joo N o o [ W IN -

10

Group Subgroup Spectra Peptides

5 5.2 10

Filename

045-1201.1874.1880.0
044-1001.4815.4815.2
044-1001.6338.6338.0
044-1001.6344.6344.0
044-1001.1875.1885.0
044-1001.6340.6351.0
043-0801.5697.5697.0
043-0801.3088.3094.0
043-0801.4315.4315.0
044-1001.4241.4254.2

045-1201.2961.2961.0 2 14.31
045-1201.4118.4118.2
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PA_Bse02:2504000752 BS02DRAFT_00023490 TonB-dependent receptor [B. setacea BS02 (Isolate from shipwor

PA_Bse08:2503995261 BSO8DRAFT_00037250 chaperonin GroL [B. setacea BS08 (Isolate from shipworm gill tissu

"
z Score Fvsvg(-)lfgv 22; Slrr])t(:;tgjt? Sequence Ma:\frhed
(Da)
14.31 87.6 3.01e+007 (R)SLNMDEGFSGSAR(L) 1370.601
2 6.19 6.19 62.8 1.37e+008 (K)LPDVTIADSLQR(I) 1327.722
o Distinct Total _
I;.e:;i:ggg SI\L/jlg]/mgd Ctj/\geAraAge Sp;;g(t:ﬁgl Pr&b?lln A([:)Ca(tezt;iacfr?# Protein Name
#) Search Intensity (Da)
Score
6 75.15 18 1.13e+009 57219.5 PA_Bse08:2503995261
Fwd-Rev SPl Spectrum MH"
z Score Score (%) Intensity Sequence Mazg::)ed
2 16.79 16.79 91.3 5.64e+006 (K)VGAATEVEMK(E) 1034.519
2 15.59 15.59 86.1 1.32e+008 (R)AVSAIADLTGDNEDQDAGIGIAR(R) 2272.106
3 15.12 11.70 86.1 2.18e+008 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S) 2434.195
3 14.96 11.55 81.4 2.14e+008 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S) 2434.195
2 14.46 14.46 86.6 2.41e+006 (K)VGAATEVEMK(E) 1034.519
2 14.45 7.97 86.8 8.12e+007 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S) 2434.195
3 11.70 11.70 70.3 2.72e+007 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S) 2434.195
2 10.16 3.38 70.4 5.57e+006 (R)QIVTNSGDEASVVAEK(V) 1646.824
2 973 3.80 80.0 1.78e+007 (R)AAVEEGVVPGGGVSLIR(A) 1609.891
2 8.62 291 75.8 2.43e+008 (R)AAVEEGVVPGGGVSLIR(A) 1609.891
2 7.76 7.76 61.3 1.82e+008 (K)MLAGVNILADAVK(I) 1314.746
2 7.05 7.05 65.6 5.50e+006 (R)QIVTNSGDEASVVAEK(V) 1646.824
%32322 Stijlrs’rmgfj % AA P-:-gttgiln Protein MW Databgse
MS/MS Search Coverage Spectral (Da) Accession #
Score Intensity
5 67.93 16 9.55e+008 56981.3 PA_BSC2:2534576049
Fwd-Rev SPI Spectrum MH"
Z Score " gore (%) Intensity Sequence Matched
(Da)
2 16.79 16.79 91.3 5.64e+006 (K)VGAATEVEMK(E) 1034.519
2 1559 15.59 86.1 1.32e+008 (R)AVASIADLTGDNEDQDAGIGIAR(R)  2272.106
3 1512 11.70 86.1 2.18e+008 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S) 2434.195
3 14.96 11.55 81.4 2.14e+008 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S) 2434.195
2 14.46 14.46 86.6 2.41e+006 (K)VGAATEVEMK(E) 1034.519
2 1445 7.97 86.8 8.12e+007 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S) 2434.195
3 11.70 11.70 70.3 2.72e+007 (K)ASDDAGDGTTTATVLAQSIVNEGLK(S) 2434.195
2 10.70 10.70 71.5 1.39e+007 (R)QIVTNAGDEASVIAEK(V) 1644.844
2 973 3.80 80.0 1.78e+007 (R)AAVEEGVVPGGGVSLIR(A) 1609.891
2 862 2.91 75.8 2.43e+008 (R)AAVEEGVVPGGGVSLIR(A) 1609.891
Distinct )
Distinct Summed Total Protein Protein Name
MS/MS % AA Protein MW Database

http://spectrummillxp/millscripts/summaryPP.pl

Protein Name

PA_BSC2:2534576049 Bsc2_03736 chaperonin GroL [Alteromonadacea bacterium Bsc2]
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Spectrum Mill - Protein Peptide/Summary

@) (@) ) )
5 5.3 9 5
# Filename z Score
1 045-1201.1874.1880.0 2 16.79
2 045-1201.11177.11177.0 3 15.46
3 044-1001.6338.6338.0 3 15.12
4 044-1001.6344.6344.0 3 14.96
5 044-1001.1875.1885.0 2 14.46
6 044-1001.6340.6351.0 2 14.45
7 043-0801.5697.5697.0 3 11.70
8 045-1201.2419.2426.0 2 10.03
9 045-1201.3997.3997.0 2 8.12

Group Subgroup Spectra
# ) #)

6 6.1 7

F*

Filename z

045-1201.3698.3708.2 2
046-1401.6256.6281.0 3
045-1201.7417.7417.0 3
045-1201.2216.2243.2 2
045-1201.2153.2208.0 2
046-1401.6279.6279.0 3
045-1201.2038.2118.0 2

N o 0w N

Group Subgroup Spectra
# ) #)

7 7.1 11

F*

Filename z

045-1201.4631.4637.2 2
046-1401.4499.4499.0 3
045-1201.4627.4634.0 3
045-1201.7475.7475.2 2
045-1201.3856.3876.2 2
045-1201.2124.2135.2 2
045-1201.7535.7535.0 2
046-1401.6296.6296.0 3
046-1401.6371.6371.0 3

[© 0 N o 01 Id W N e

Distinct

Peptides MS/MS

#

Score F
17.64
15.92
15.55
13.13
11.57
11.54
11.51

Distinct

Peptides MS/MS

@]

Score

18.83
17.30
16.23
15.77
14.60
11.98
11.65
11.28
10.30
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PA_Bse02:2503998519 BS02DRAFT_00025680 chaperonin GroL [B. setacea BS02 (Isolate from shipworm gill tissu

Protein Name

MH*
Matched
(Da)
1034.519
3636.905
2434.195
2434.195
1034.519
2434.195
2434.195
1644.808
1076.636

8 7.21e+008 106594.3 PA_Bse_meta_comb:2073586734 PA_Bse_meta_comb:2073586734 BaSeMet_00303900 TonB-dependent receptor [Bankia setacea micrc

Protein Name

Search Coverage Spectral (Da) Accession #
Score Intensity
65.52 17 6.40e+008 57147.5 PA_Bse02:2503998519
Pscore. ) miensity Sequence
16.79 91.3 5.64e+006 (K)VGAATEVEMK(E)
9.38 89.6 1.60e+007 (K)AMLQDIAILTGGTVISEEIGLDLESATLEHLGQAK(R)
11.70 86.1 2.18e+008 (R)ASDDAGDGTTTATVLAQSIVNEGLK(S)
11.55 81.4 2.14e+008 (R)ASDDAGDGTTTATVLAQSIVNEGLK(S)
14.46 86.6 2.41e+006 (K)VGAATEVEMK(E)
7.97 86.8 8.12e+007 (R)ASDDAGDGTTTATVLAQSIVNEGLK(S)
11.70 70.3 2.72e+007 (R)ASDDAGDGTTTATVLAQSIVNEGLK(S)
10.03 72.2 5.53e+006 (R)QIVENAGEEGSVVADK(V)
8.12 77.3 6.98e+007 (K)AVIAAVEYIK(S)
Distinct
Summed % AA P-{gtt:iln Pr’\clals\e/in Database
Search Coverage Isn‘t):r::;rifl (Da) Accession #
Score Yy
73.81
MH*
Score. () intensity Sequence Matched
10.03 96.9 1.15e+008 (RYMGVTGISGTVNLK(T) 1276.694
8.34 82.8 1.74e+007 (R)SYTTTLPSLNINYALADDINLR(F) 2468.267
6.79 76.5 5.44e+008 (R)ASATIIDAISAEDIGKLPDVTISDSLQR(I) 2899.526
7.18 85.4 3.12e+006 (R)SAGEGAAINIR(G) 1058.559
4.46 82.4 6.79e+006 (R)ASIETSINAK(R) 1033.553
8.20 72.1 1.31e+007 (R)ASATIIDAISAEDIGKLPDVTISDSLQR(I) 2899.526
3.66 82.4 2.06e+007 (R)ASIETSINAK(R) 1033.553
Distinct
Summed % AA P-:-gttgiln Prﬁ’\t;:lin Databfase
Search Coverage Iilt):r?;?; (Da) Accession #
Score
71.48 36 1.10e+009 29434.1 PA_Bse _meta_comb:2073593916
MH*
e 8 ey vathes
18.83 97.1 3.35e+008 (K)VNVSWQSADEGEYNELELR(N) 2238.032
13.56 82.5 3.85e+006 (K)VNVSWQSADEGEYNELELR(N) 2238.032
16.23 80.7 2.76e+008 (K)VNVSWQSADEGEYNELELR(N) 2238.032
15.77 88.9 1.57e+008 (K)VDLFNDMEGDIATTLTTNDVR(A) 2340.103
10.33 86.5 1.11e+008 (R)ATNSVAYTTPSSSPVAVNVQVVNK(E) 2433.262
5.49 90.6 2.89e+006 (K)SLSVGADYK(L) 939.479
11.65 65.6 1.67e+008 (K)VDLFNDMEGDIATTLTTNDVR(A) 2340.103
11.28 75.4 3.24e+007 (K)VDLFNDMEGDIATTLTTNDVR(A) 2340.103
10.30 72.0 1.11e+007 (K)GTEDLGNGLTAIYQLETGVNFDDNGNFSK(R) 3089.434

http://spectrummillxp/millscripts/summaryPP.pl

PA_Bse_meta_comb:2073593916 BaSeMet_00375720 Outer membrane protein (porin) [Bankia setacea |
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Spectrum Mill - Protein Peptide/Summary

046-1401.4494.4494.0 3
046-1401.4511.4511.2 2

Group Subgroup Spectra
# ) #)

8.1 7

F*

Filename z

045-1201.2320.2326.0
045-1201.2556.2588.2
045-1201.5875.5875.0
045-1201.5878.5878.0
045-1201.2338.2359.2
045-1201.6464.6481.0
045-1201.4974.4974.0

N o 00 A w N e

Group Subgroup Spectra
® #) #)

9.1 13

H*

Filename z

046-1401.7775.7817.0
045-1201.9713.9726.0
045-1201.3916.3922.2
045-1201.3042.3066.2
046-1401.7163.7163.0
045-1201.9714.9722.2
046-1401.7788.7788.2
046-1401.7805.7805.2
046-1401.7140.7140.0
046-1401.7152.7152.0
046-1401.7800.7800.2
046-1401.7161.7161.0
046-1401.3884.3884.0

‘ol—‘o ‘K‘) ‘: ‘»—\ [© jo N o [0 ™ W IN e

Group Subgroup Spectra

#) (#) (#)
9 9.2 10
# Filename z
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10.17 10.17 79.1 3.87e+006 (K)VNVSWQSADEGEYNELELR(N) 2238.032
6.08 6.08 79.7 1.61e+006 (K)VNVSWQSADEGEYNELELR(N) 2238.032
Distinct SDulﬁ"ltmgzi Total Protein
Peptides MS/MS Cc‘:éeAr:ge SPprgcl:’ta:ZI MwW ACD:ézk;?:f# Protein Name
#) Search Intensity (Da)
Score
5 69.52 6 1.25e+009 126855.7 PA_Bse02:2504001037 PA_Bse02:2504001037 BS02DRAFT_00030180 TonB-dependent receptor [B. setacea BS02 (Isolate from shipwor
Fwd-Rev SPl Spectrum MH*
Score Score (%) Intensity Sequence M(?g::)ed
17.50 11.15 92.8 2.45e+007 (K)NDPDHFSAEGSGAVVR(G) 1657.757
17.32 13.12 94.6 1.59e+007 (K)TEMQISEDGYTQGR(S) 1614.707
16.63 10.60 87.9 2.07e+008 (R)EADTFVDAISASDIGALPDR(S) 2062.993
14.78 7.36 86.6 2.07e+008 (R)EADTFVDAISASDIGALPDR(S) 2062.993
14.47 14.47 88.7 5.30e+006 (K)NDPDHFSAEGSGAVVR(G) 1657.757
9.84 3.87 72.3 5.09e+008 (R)GLSFQDVAPELMSSVK(L) 1707.863
8.23 8.23 64.9 2.87e+008 (R)FFEDGFVTSLK(G) 1289.642
o Distinct Total _
I;.e:;i:ggg SI\L/jIg]/mgd Cct:/\?eAraAge Spgg(t:?;; PrI\?I{I(\eIm A(I?(iteask;?osr?# Protein Name
#) Search Intensity (Da)
Score
4 67.62 7 4.22e+008 100788.0 PA_Bse_meta_comb:2073596195 PA_Bse_meta_comb:2073596195 BaSeMet_00398510 TonB-dependent receptor [Bankia setacea micrc
Fwd-Rev SPl Spectrum MH*
Score Score (%)  Intensity Sequence Mazg::)ed
23.00 23.00 100.0 8.34e+006 (R)AFDFANIASEVIYGVDVYK(T) 2121.054
19.04 19.04 92.4 7.46e+007 (R)AFDFANIASEVIYGVDVYK(T) 2121.054
15.88 15.88 88.9 1.83e+008 (K)ADIATGGLGGTINIK(T) 1400.775
14.94 8.58 92.4 3.54e+007 (R)NMPTVTIDGTAGDK(G) 1419.679
13.80 13.80 83.5 3.30e+006 (R)FITEEATSVFAQFAGSFK(l) 1979.976
13.79 13.79 78.6 9.27e+007 (R)AFDFANIASEVIYGVDVYK(T) 2121.054
12.31 12.31 89.1 4.71e+006 (R)AFDFANIASEVIYGVDVYK(T) 2121.054
11.42 11.42 81.0 4.70e+006 (R)AFDFANIASEVIYGVDVYK(T) 2121.054
11.06 11.06 74.7 3.49e+006 (R)FITEEATSVFAQFAGSFK(I) 1979.976
10.11 10.11 92.6 3.29e+006 (R)FITEEATSVFAQFAGSFK(1) 1979.976
9.98 6.80 91.4 5.10e+006 (R)AFDFANIASEVIYGVDVYK(T) 2121.054
9.55 9.55 82.7 3.22e+006 (R)FITEEATSVFAQFAGSFK(I) 1979.976
7.65 7.65 87.8 7.20e+005 (K)ADIATGGLGGTINIK(T) 1400.775
Distinct SDulztha % AA PIgtt:iln Protein Database )
Peptides MS/MS Coverage Spectral MwW Accession # Protein Name
#) Search Intensity (Da)
Score
4 65.45 31 4.06e+008 19640.4 PA_Bse_meta_comb:2073597966 PA_Bse_meta_comb:2073597966 BaSeMet 00416220 Outer membrane receptor for ferrienterochelin an
Fwd-Rev SPI Spectrum MH"
Score Score (%) Intensity Sequence Mazg::)ed

http://spectrummillxp/millscripts/summaryPP.pl
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Spectrum Mill - Protein Peptide/Summary

046-1401.7775.7817.0 3
045-1201.9713.9726.0 3
045-1201.3916.3922.2 2
045-1201.3092.3097.0 2
045-1201.9714.9722.2 2
046-1401.7788.7788.2 2
045-1201.2340.2370.0 2
046-1401.7805.7805.2 2
046-1401.7800.7800.2 2
10 046-1401.3884.3884.0 2

[© joo N o o1 1™ W IN e

Group Subgroup Spectra
*) (G #

10 10.1 7

H*

Filename

046-1401.5475.5481.0
046-1401.7956.8020.0
045-1201.10532.10537.0
046-1401.7967.7967.0
046-1401.7960.7960.0
045-1201.2267.2267.0
045-1201.2272.2272.0

N o o s W N e

Group Subgroup Spectra
#) (#) (#)

11 11.1 7

I+

Filename z

044-1001.2983.3020.0 2
044-1001.2883.2902.0 3
043-0801.2991.3007.0 2
044-1001.6908.6976.0 2
043-0801.6143.6185.2 2
044-1001.4891.4891.2 2
044-1001.4897.4897.0 2

N o o W N

Group Subgroup Spectra
# #) #)
12 12.1 6

Protein Name

Protein Name

Protein Name

23.00 23.00 100.0 8.34e+006 (R)AFDFANIASEVIYGVDVYK(T) 2121.054
19.04 19.04 92.4 7.46e+007 (R)AFDFANIASEVIYGVDVYK(T) 2121.054
15.88 15.88 88.9 1.83e+008 (K)ADIATGGLGGTINIK(T) 1400.775
14.51 751 91.6 2.31e+007 (R)NMPTVTIDGTAGEDK(G) 1548.722
13.79 13.79 78.6 9.27e+007 (R)AFDFANIASEVIYGVDVYK(T) 2121.054
12.31 12.31 89.1 4.71e+006 (R)AFDFANIASEVIYGVDVYK(T) 2121.054
12.06 6.68 82.7 8.84e+006 (R)ASMAQSIDVK(R) 1049.530
11.42 11.42 81.0 4.70e+006 (R)AFDFANIASEVIYGVDVYK(T) 2121.054
9.98 6.80 91.4 5.10e+006 (R)AFDFANIASEVIYGVDVYK(T) 2121.054
7.65 7.65 87.8 7.20e+005 (K)ADIATGGLGGTINIK(T) 1400.775
Distinct Total
Dlst!nct Summed % AA Protein Protein Database
Peptides  MS/MS Coverage Spectral W Accession #
#) Search Intensit (Da)
Score y
4 58.77 35 4.26e+008 27641.5 PA_Bse02:2504001159
7 Score Fwd-Rev SPI Spectrum Sequence
Score (%) Intensity a
3 18.12 9.77 84.9 8.13e+006 (K)EGVIQTESGLQYEIITAGDGAIPTAK(D)
3 15.16 15.16 81.7 1.52e+007 (K)QFDFAINPELIALAVTEVNAGTEQR(Y)
3 14.69 8.07 85.6 3.75e+008 (R)GEPAEFPVGSLIPGWVEALQLMPVGSK(W)
3 12.84 12.84 72.2 1.16e+007 (K)QFDFAINPELIALAVTEVNAGTEQR(Y)
3 11.26 11.26 70.8 1.04e+007 (K)QFDFAINPELIALAVTEVNAGTEQR(Y)
2 10.80 6.07 88.1 2.94e+006 (R)YSDEEMQATMR(A)
2 897 5.20 90.0 2.94e+006 (R)YSDEEMQATMR(A)
Distinct
Distinct Summed % AA PTOta.I Protein Datab
Peptides MSMsS 2 rotein atabase
Coverage Spectral Accession #
#) Search Intensity (Da)
Score
4 58.49 9 1.11e+009 56014.8 PA_Bse08:2503995077
MH*
Fwd-Rev SPI Spectrum
Score Score (%) Intensity Sequence Matched
(Da)
17.26 12.02 88.8 1.70e+008 (K)IAEQFDETIQAK(T) 1392.701
16.09 5.55 86.7 1.79e+007 (R)KIAEQFDETIQAK(T) 1520.796
14.32 14.32 79.7 3.48e+007 (K)IAEQFDETIQAK(T) 1392.701
13.16 8.03 86.5 4.72e+008 (K)LVDEIETLFPLNK(G) 1530.842
11.99 6.75 82.3 4.18e+007 (K)LVDEIETLFPLNK(G) 1530.842
11.98 11.98 80.8 1.90e+008 (R)VVAQWSGDGTISEMELTPK(V) 2048.001
9.86 9.86 73.3 1.86e+008 (R)VVAQWSGDGTISEMELTPK(V) 2048.001
Distinct
g Total )
Distinct Summed ) Protein
Peptides MS/MS % AA Protein MW Databfase
Coverage Spectral Accession #
#) Search Intensity (Da)
Score
4 57.70 21 6.91e+008 33845.5 PA_Bse08:2503994737

http://spectrummillxp/millscripts/summaryPP.pl

MH*
Matched
(Da)

2661.362
2746.405
2808.465
2746.405
2746.405
1360.551
1360.551
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PA_Bse02:2504001159 BS02DRAFT_00031400 FKBP-type peptidyl-prolyl cis-trans isomerase./Domain amino term

PA_Bse08:2503995077 BSO8DRAFT_00035450 nitrogenase molybdenume-iron protein alpha chain [B. setacea BSO:

PA_Bse08:2503994737 BSO8DRAFT_00032510 transaldolase [B. setacea BS08 (Isolate from shipworm gill tissue)]
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Spectrum Mill - Protein Peptide/Summary

MH*
) Fwd-Rev SPl Spectrum
# Filename z Score Score (%) Intensity Sequence M(?g::)ed
1 043-0801.6426.6443.2 2 19.65 15.36 98.0 2.70e+007 (R)GFVADQINLENFLK(A) 1607.843
2 044-1001.7328.7333.0 2 19.35 15.76 97.2 1.84e+008 (R)GFVADQINLENFLK(A) 1607.843
3 044-1001.7478.7529.0 3 15.87 6.81 93.6 1.95e+008 (R)LTISPDLLGALEADTGKLER(A) 2112.155
4 043-0801.6564.6568.0 3 12.75 5.09 89.7 1.77e+007 (R)LTISPDLLGALEADTGKLER(A) 2112.155
5 044-1001.3501.3501.0 3 11.88 559 76.7 1.15e+008 (K)QYSDVVADTGDIEAIKR(Y) 1879.940
6 044-1001.4199.4199.2 2 10.30 5.46 72.8 1.53e+008 (R)YQPLDATTNPSLLYK(A) 1723.891
Distinct SDuISmtmg:j Total Protein
Group Subgroup Spectra ) % AA Protein Database
#) #) #) Peptides  MS/MS Coverage Spectral Mw Accession #
#) Search Intensit (Da)
Score y
13 13.1 5 4 53.93 4 2.26e+008 115295.3 PA_BS12:2189568198
# Filename z Score FWd-Rev SPI Spectrum Sequence M,\?Hh+d
Score (%) Intensity q ezlga)e
1 045-1201.3469.3473.2 2 17.78 13.58 96.6 9.69e+007 (R)ASLEAAMDIK(R) 1048.535
2 045-1201.3231.3246.2 2 17.67 17.67 92.7 9.60e+007 (K)ASIATGGIGATVNVK(T) 1358.764
3 045-1201.2045.2045.0 2 10.91 5.88 97.6 1.47e+006 (R)VNGEGAEITVR(G) 1144.596
4 045-1201.3194.3202.0 2 7.57 7.57 70.1 3.01e+007 (K)LDGSFEFDNGR(F) 1256.555
5 045-1201.2034.2034.0 2  6.62 2.76 91.3 1.48e+006 (R)VNGEGAEITVR(G) 1144.596
Distinct SDuISmtmg:j Total Protein
Group Subgroup Spectra ) % AA Protein Database
#) #) #) Peptides  MS/MS Coverage Spectral Accession #
#) Search Intensit (Da)
Score y
14 14.1 8 3 49.56 10 1.21e+009 44282.5 PA_BSC2:2534573496
# Filename z Score FWd-Rev SPI Spectrum Sequence M’\:IHh+d
Score (%) Intensity q ezlga)e
1 043-0801.3038.3061.0 3 19.87 19.87 95.9 2.19e+007 (R)GITIATSHVEYDSPER(H) 1774.861
2 045-1201.9451.9527.3 3 19.19 19.19 89.5 3.96e+008 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
3 043-0801.7896.7906.3 3 18.73 18.73 90.6 2.74e+007 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
4 045-1201.9444.9450.2 2 12.63 6.41 85.0 4.91e+008 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
5 043-0801.7889.7895.2 2 12.47 6.83 78.9 2.23e+007 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
6 045-1201.9539.9539.0 3 11.99 11.99 74.0 2.02e+008 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
7 043-0801.3067.3067.0 3 11.56 11.56 77.5 2.04e+007 (R)GITIATSHVEYDSPER(H) 1774.861
8 045-1201.2930.2959.0 2 10.50 4.73 76.4 3.31e+007 (K)TTLTAALTR(V) 947.553
Distinct
. Total )
Group Subgroup Spectra I%SESZL S'\tjlrg/n'\;lgd % AA Protein Prlx(/)lwn Database
#) #) #) P Coverage Spectral Accession #
#) Search Intensity (Da)
Score
14 14.2 7 3 38.18 9 1.28e+009 44298.7 PA_Bse02:2503998465
# Filename z Score Fwd-Rev SPI Spectrum Sequence MTHh+d
Score (%) Intensity q ?Sa)e

http://spectrummillxp/millscripts/summaryPP.pl
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PA_BS12:2189568198 or1530 Outer membrane receptor for ferrienterochelin and colicins [B. setacea BS12] 1069 b

PA_BSC2:2534573496 Bsc2_01181 translation elongation factor 1A (EF-1A/EF-Tu) [Alteromonadacea bacterium Bs:

PA_Bse02:2503998465 BS02DRAFT_00025140 translation elongation factor TU [B. setacea BS02 (Isolate from shi
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045-1201.9451.9527.3
043-0801.7896.7906.3 18.73 18.73
045-1201.9444.9450.2 12.63 6.41

3 19.19 19.19
3
2
043-0801.7889.7895.2 2 12.47 6.83
3
2
2

[e}
©
&

3.96e+008 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
2.74e+007 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
4.91e+008 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085

©
<
o

[oel
a1
o

N o o s W N

78.9 2.23e+007 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
045-1201.9539.9539.0 11.99 11.99 74.0 2.02e+008 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
045-1201.2930.2959.0 10.50 4.73 76.4 3.31e+007 (K)TTLTAALTR(V) 947.553
045-1201.4027.4027.0 8.49 3.01 70.2 1.06e+008 (K)VGEEISIVGIK(D) 1143.662
Distinct
Distinct Summed Total Protein
O e e WS oA, Zos W N, pensane
Score ntensity
14 14.3 2 2 25.14 6 6.69e+007 44255.6 PA Bse08:2503995480 PA_Bse08:2503995480 BSO8DRAFT_00039430 translation elongation factor TU [B. setacea BS08 (Isolate from shif
# Fi Fwd-Rev SPI Spectrum MH*
ilename z Score Score (%) Intensity Sequence Ma(tDc:)ed
1 045-1201.11056.11056.2 2 14.64 9.09 86.0 3.39e+007 (R)AIDLPFLMPIEDVFSISGR(G) 2120.110
2 045-1201.2930.2959.0 2 10.50 4.73 76.4 3.31e+007 (K)TTLTAALTR(V) 947.553
Distinct S?:Smtmg:j Tota_l Protein
Group Subgroup Spectra Peptides MS/MS % AA Protein Datab_ase Protein Name
#) #) #) ) Search Coverage I?];;gr?;ri?l (Da) Accession #
Score y
15 15.1 7 3 48.66 29 6.12e+009 11367.4 PA Bse meta comb:2073565234 PA_Bse_meta_comb:2073565234 BaSeMet_00088900 Histones H3 and H4 [Bankia setacea microbiome
# Fi Fwd-Rev SPl Spectrum MH*
ilename z Score Score (%) Intensity Sequence Mazg::)ed
1 044-1001.5591.5645.2 2 18.43 10.76 98.2 4.69e+009 (K)TVTAMDVVYALK(R) 1310.703
2 043-0801.5307.5325.2 2 17.91 8.09 97.5 2.65e+008 (K)TVTAMDVVYALK(R) 1310.703
3 044-1001.5643.5643.0 3 16.00 8.70 84.2 1.14e+008 (K)TVTAMDVVYALK(R) 1310.703
4 043-0801.3193.3211.2 2 15.80 10.03 94.0 5.89e+007 (R)ISGLIYEETR(G) 1180.621
5 044-1001.3171.3175.2 2 15.31 7.48 94.4 6.28e+008 (R)ISGLIYEETR(G) 1180.621
6 043-0801.4262.4272.0 2 14.43 4.44 87.7 2.35e+008 (K)VFLENVIR(D) 989.578
7 044-1001.4195.4200.0 2 14.07 5.50 92.5 1.24e+008 (K)VFLENVIR(D) 989.578
Distinct
Distinct Summed Total Protein
S S T e WEMS oUI%, Sotm MW e o ane
Score ntensity
16 16.1 7 4 47.92 6 1.12e+009 102017.5 PA Bse08:2503996049 PA_Bse08:2503996049 BSO8DRAFT_00012470 TonB-dependent receptor [B. setacea BS08 (Isolate from shipwor
. Fwd-Rev SPl Spectrum MH"
# Filename z Score Score (%) Intensity Sequence Mazg::)ed
1 044-1001.7472.7491.2 2 16.42 8.84 87.2 1.85e+008 (R)ILPSFSAVYDVVNNVK(V) 1764.954
2 045-1201.7406.7412.2 2 13.96 13.96 72.5 2.59e+008 (R)ILPSFSAVYDVVNNVK(V) 1764.954
3 044-1001.7522.7543.0 2 13.66 9.00 88.8 1.33e+008 (R)QVDLNMFPTELFK(S) 1581.799
4 044-1001.7516.7516.0 3 12.27 3.12 81.6 6.88e+007 (R)ILPSFSAVYDVVNNVK(V) 1764.954
5 044-1001.4762.4762.0 2 10.88 5.54 80.7 9.75e+007 (R)ANPADMFPNSEWDGSGIDK(I1) 2050.882
6 045-1201.7411.7411.0 2 8.16 5.15 75.7 2.52e+008 (R)QVDLNMFPTELFK(S) 1581.799
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7 045-1201.4484.4484.0 2

Group Subgroup Spectra
# #) #)

17 17.1 7

F*

Filename z

045-1201.4661.4666.2 2
045-1201.2393.2423.0 3
044-1001.2415.2427.0 3
045-1201.2714.2780.0 2
045-1201.2404.2404.2 2
045-1201.2800.2852.0 2
044-1001.2709.2714.0 2

N o o W N

Group Subgroup Spectra
*) (G #

18 18.1 5

H*

Filename z

044-1001.3706.3713.0 2
045-1201.3790.3797.0 3
044-1001.3699.3699.0 2
044-1001.4586.4602.2 2
045-1201.5614.5614.0 2

o s W N =

Group Subgroup Spectra
*) (G #

19 19.1 8

H*

Filename z

044-1001.4971.5004.2 2
043-0801.2324.2327.0 3
043-0801.4811.4833.0 2
044-1001.4571.4571.0 2
044-1001.2354.2354.2 2
044-1001.2347.2347.0 2
044-1001.2336.2336.2 2
044-1001.4608.4608.0 2

[0 N o O s W N e

Page 11 of 16

PA_Bse02:2503998471 BS02DRAFT_00025200 ribosomal protein L7/L12 [B. setacea BS02 (Isolate from shipworm

PA_BSC2:2534574460 Bsc2_02147 hypothetical protein [Alteromonadacea bacterium Bsc2]

PA_Bse08:2503993973 BS08DRAFT_00026510 glyceraldehyde-3-phosphate dehydrogenase, type | [B. setacea BS

6.96 6.96 61.3 1.19e+008 (R)DSVGFSDEVFSDDMGK(M) 1734.717
Distinct
. Total )
Distinct Summed ) Protein
Peptides MS/MS % AA Protein MwW Databgse Protein Name
Coverage Spectral Accession #
#) Search Intensity (Da)
Score
3 47.24 21 4.61e+008 12471.3 PA_Bse02:2503998471
MH*
Fwd-Rev SPI Spectrum
Score Score (%) Intensity Sequence Matched
(Da)
17.11 12.17 89.3 2.96e+008 (K)TDFDVVLTSVGEK(K) 1409.716
16.49 9.96 92.1 1.13e+007 (K)KQLEEAGASVELK(-) 1401.759
16.27 7.81 89.3 3.99e+006 (K)KQLEEAGASVELK(-) 1401.759
13.64 6.49 84.0 7.46e+007 (K)QLEEAGASVELK(-) 1273.664
13.28 8.34 85.3 5.29e+006 (K)KQLEEAGASVELK(-) 1401.759
12.97 8.16 85.9 3.48e+007 (K)QLEEAGASVELK(-) 1273.664
12.81 6.87 85.5 3.49e+007 (K)QLEEAGASVELK(-) 1273.664
Distinct Total
Distinct Summed } Protein
Peptides MS/Ms . 0AA - Protein = Ty Database Protein Name
Coverage Spectral Accession #
#) Search | p (Da)
ntensity
Score
4 47.01 17 9.23e+008 42092.0 PA_BSC2:2534574460
MH*
Fwd-Rev SPl Spectrum
Score Score (%) Intensity Sequence Matched
(Da)
13.84 13.84 75.3 2.08e+008 (K)SLSLGGEYTLANR(E) 1380.712
13.23 4.12 82.4 8.49e+007 (R)FNLGTTTTIGEHTLK(T) 1632.860
12.69 12.69 70.8 2.05e+008 (K)SLSLGGEYTLANR(E) 1380.712
11.68 11.68 79.6 2.96e+008 (R)IVTDQNPLPDFVGR(Y) 1570.823
8.26 8.26 62.4 1.29e+008 (R)YTTGNFQFAVENPETTVTPFEGGGR(I) 2719.264
Distinct Total
D'St!nCt Summed % AA Protein Protein Database .
Peptides MS/MS : Protein Name
Coverage Spectral Accession #
#) Search | . (Da)
ntensity
Score
3 41.86 11 8.97e+008 36127.2 PA_Bse08:2503993973
MH*
Fwd-Rev SPl Spectrum
Score Score (%) Intensity Sequence Matched
(Da)
15.92 11.20 83.6 3.55e+008 (R)VPTPDVSVVDLTVR(L) 1496.832
15.31 15.31 84.7 4.21e+006 (K)YDSTHGQFNGDVEVK(D) 1695.762
11.34 8.02 76.1 2.34e+007 (R)VPTPDVSVVDLTVR(L) 1496.832
10.63 10.63 74.1 2.01e+008 (K)VVELMEYMDSK(A) 1343.623
10.41 7.27 69.3 4.54e+006 (K)YDSTHGQFNGDVEVK(D) 1695.762
9.51 3.95 68.4 4.39e+006 (K)YDSTHGQFNGDVEVK(D) 1695.762
9.44 9.44 68.2 4.21e+006 (K)YDSTHGQFNGDVEVK(D) 1695.762
8.41 8.41 72.6 3.00e+008 (K)VVELMEYMDSK(A) 1343.623
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Distinct S?Jilr:mgzi Total Protein
o )
T S S e EMS (UI%, Do MW O o ane
Score ntensity
20 20.1 7 3 41.04 15 1.83e+008 35386.5 PA_BS12:2189571789 PA_BS12:2189571789 or0889 Malate/lactate dehydrogenases [B. setacea BS12] 327 bp
# Fi Fwd-Rev SPI Spectrum MH"
ilename z Score Score (%) Intensity Sequence Mezg::)ed
1 043-0801.8498.8541.0 3 22.10 15.36 96.1 8.73e+006 (K)DQPVILQMLEITPALEALK(G) 2122.183
2 044-1001.9752.9809.0 3 19.63 11.11 91.1 2.56e+007 (K)DQPVILQMLEITPALEALK(G) 2122.183
3 044-1001.9754.9792.2 2 16.14 13.01 93.4 1.16e+007 (K)DQPVILQMLEITPALEALK(G) 2122.183
4 044-1001.9772.9772.2 2 13.45 9.67 88.8 1.08e+007 (K)DQPVILQMLEITPALEALK(G) 2122.183
5 044-1001.4104.4104.2 2 10.82 10.82 67.7 1.15e+008 (K)VLVVGNPANTNALIAQR(N) 1749.997
6 043-0801.5251.5251.0 2 8.12 8.12 66.7 7.24e+006 (K)DLLEANAAIFSVQGK(A) 1575.838
7 043-0801.8514.8514.0 2 8.08 4.61 89.3 3.99e+006 (K)DQPVILQMLEITPALEALK(G) 2122.183
Distinct S?Jﬁ:lnqgti Total Protein
Coup SUBgIOUR SPECR pepiides WSS (oA ETOIET
#) Search Intensity (Da)
Score
20 20.2 3 3 34.62 18 1.40e+008 35600.6 PA Bse08:2503994614 PA_Bse08:2503994614 BSO8DRAFT_00031280 malate dehydrogenase [B. setacea BS08 (Isolate from shipworm gi
# Fi Fwd-Rev SPI Spectrum MH"
ilename z Score Score (%) Intensity Sequence Ma(lt:t)::)ed
1 044-1001.10202.10207.0 3 15.68 7.25 87.9 1.80e+007 (R)IAGGEMLGQDQPIILQMLEISPALEALK(G) 2978.595
2 044-1001.4104.4104.2 2 10.82 10.82 67.7 1.15e+008 (K)VLVVGNPANTNALIAQR(N) 1749.997
3 043-0801.5251.5251.0 2 812 8.12 66.7 7.24e+006 (K)DLLEANAAIFSVQGK(A) 1575.838
Distinct
Distinct Summed Total Protein
S S T e W it Somy WS o
Score ntensity
21 21.1 14 2 39.81 19 5.91e+009 12753.8 PA_Bse_meta_comb:2073593092 PA_Bse_meta_comb:2073593092 BaSeMet_00367480 Actin and related proteins [Bankia setacea microk
# Fi Fwd-Rev SPI Spectrum MH"
ilename z Score Score (%) Intensity Sequence Mezt[()::)ed
1 043-0801.4522.4528.0 2 2290 18.19 98.3 1.91e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
2 044-1001.4529.4575.0 2 21.73 18.04 95.6 3.64e+008 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
3 045-1201.4405.4428.0 2 1784 13.18 89.7 4.69e+008 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
4 045-1201.5196.5224.0 2 16.91 16.91 90.0 5.02e+008 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
5 046-1401.4835.4884.3 3 16.63 8.88 85.0 1.28e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
6 043-0801.5027.5032.3 3 16.59 9.12 85.9 3.39e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
7 045-1201.4392.4486.3 3 1343 6.35 77.4 2.52e+009 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
8 044-1001.5372.5372.0 2 1211 5.51 75.7 3.43e+008 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
9 043-0801.5002.5033.2 2 1134 11.34 73.7 3.41e+007 (K)DLYANTVLSGGSTMYPGIADR(M)  2201.055
10 043-0801.4501.4513.0 3 1127 4.64 75.0 1.45e+008 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
11 044-1001.4502.4508.0 3 10.55 3.83 71.2 1.44e+009 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
12 046-1401.4383.4387.0 3 1043 4.69 70.1 1.73e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
13 046-1401.4839.4843.2 2  9.39 9.39 86.2 3.57e+006 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
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14 044-1001.11380.11380.0 2 6.82 6.82 61.6 9.10e+006 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
Distinct
o Total .
Distinct Summed ; Protein
Group Subgroup Spectra Peptides MS/MS % AA Protein MW Databgse Protein Name
#) #) #) Coverage Spectral Accession #
#) Search Intensity (Da)
Score
22 22.1 2 2 37.84 5 1.37e+008 115945.6 PA Bse08:2503996008 PA _Bse08:2503996008 BSO8DRAFT_00012060 TonB-dependent receptor [B. setacea BS08 (Isolate from shipwor
) Fwd-Rev SPI Spectrum MH*
# Filename z Score Score (%) Intensity Sequence Mz?g::)ed

1 044-1001.7727.7751.0 3 22.90 22.90 98.1 8.39e+007 (R)DNVNVVDSIVAEDIGKLPDTTITDSLQR(V) 3027.549
2 044-1001.8660.8690.0 3 14.94 10.79 90.0 5.34e+007 (R)HENSSQEILPSFNLNLFPTDDLVLR(F) 2898.464

Distinct

o Total )
Group Subgroup Spectra Eési:ggts S,\L/jlg]/mgd % AA Protein Pr,\(;:;\e/m Database Protein Name
#) #) #) P Coverage Spectral Accession #
#) Search Intensit (Da)
Score y
23 231 2 2 33.77 14 1.14e+008 17663.6 PA_Bse02:2503998467 PA_Bse02:2503998467 BS02DRAFT_00025160 ribosomal protein S7, bacterial/organelle [B. setacea BS02 (Isolate
# Filename z Score Fwd-Rev SPI - Spectrum Sequence M'\:th+ d
Score (%) Intensity a ?ga)e
1 045-1201.11191.11241.0 3 17.96 12.27 83.9 4.09e+007 (R)DPLEVFSEALENIAPLVEVK(S) 2212.175
2 045-1201.10659.10682.0 3 15.81 10.11 93.3 7.36e+007 (K)TNRDPLEVFSEALENIAPLVEVK(S) 2583.367

Distinct Total

Distinct Summed ; Protein
Group Subgroup Spectra Peptides MS/MS % AA Protein MW Databgse Protein Name
#) #) #) Coverage Spectral Accession #
# Search | - (Da)
ntensity
Score
24 24.1 3 2 33.40 10 4.07e+007 52481.4 PA_BSC2:2534576897 PA_BSC2:2534576897 Bsc2_04586 pyruvate kinase (EC 2.7.1.40) [Alteromonadacea bacterium Bsc2]
# Filename z Score Fwd-Rev SPI Spectrum Sequence M'\th+d
Score (%) Intensity q EEI:():a)e
1 044-1001.9808.9808.0 3 16.97 16.97 87.8 9.99e+006 (R)AETVADDQILDDIILASDAVMVAR(G) 2544.287
2 044-1001.9814.9814.0 3 16.94 10.14 88.8 1.02e+007 (R)AETVADDQILDDIILASDAVMVAR(G) 2544.287
3 044-1001.9501.9519.0 3 16.43 16.43 77.8 2.05e+007 (R)AEVFDVANAVLDGTDAVMLSAETAAGK(Y) 2665.303

Distinct Total

Distinct Summed ; Protein
Group Subgroup Spectra ) % AA Protein Database )
#) #) #) Peptides  MS/MS Coverage Spectral MW Accession # Protein Name
#) Search Intensity (Da)
Score
25 251 3 2 27.44 16 3.05e+007 19750.3 PA_Bse08:2503995045 PA_Bse08:2503995045 BSO8DRAFT_00035130 flavodoxin, long chain [B. setacea BS08 (Isolate from shipworm gill
# Filename z Score Fwd-Rev SPI Spectrum Sequence Ml\:th+ d
Score (%) Intensity q ?S:a)e
1 043-0801.8440.8450.2 2 16.85 8.63 97.2 5.49e+006 (R)LNTWLAQIAPEFGLPI(-) 1782.979
2 043-0801.4316.4316.0 2 10.59 7.01 72.0 1.97e+007 (K)IGIFFGSNTGNTR(K) 1383.702
3 043-0801.8484.8484.0 2 7.84 4.37 96.1 5.31e+006 (R)LNTWLAQIAPEFGLPI(-) 1782.979

Distinct Total
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Group Subgroup Spectra
#) (#) (#)

26 26.1 4

H*

Filename z

046-1401.4621.4627.0 2
046-1401.4614.4614.0 3
046-1401.4632.4632.2 2
046-1401.5824.5824.0 3

[ jw N =

Group Subgroup Spectra
# ) #)

27 27.1 3

F*

Filename z

046-1401.6252.6274.2 2
044-1001.6156.6156.0 2
044-1001.7394.7394.0 2

W N -

Group Subgroup Spectra
# #) #)

27 27.2 3

F*

Filename z

046-1401.6252.6274.2 2
046-1401.5209.5209.2 2
044-1001.7394.7394.0 2

w N -

Group Subgroup Spectra

#) (#) (#)
28 28.1 2
# Filename z

1 045-1201.3028.3034.2 2
2 045-1201.6227.6227.2 2

Group Subgroup Spectra

o Summed Protein )
Eésgggts MS/MS % AA Spectral Pr,\(;':;\a/m Database
P Search Coverage Intensity Accession #
) Score (Da)
2 26.89 33 1.44e+007 12111.0 PA_BS12:2189569075
Score Fwd-Rev SPl Spectrum Sequence M,\th+d
Score (%) Intensity a atche
(Da)
17.13 13.53 94.3 2.54e+006 (R)EALSEIGVQGITVTEVK(G) 1772.965
16.72 16.72 87.8 2.77e+006 (R)EALSEIGVQGITVTEVK(G) 1772.965
10.96 10.96 74.8 3.06e+006 (R)EALSEIGVQGITVTEVK(G) 1772.965
9.76 4.32 72.0 5.97e+006 (K)TKLEVAVADDQLDSVVEAISK(A) 2230.182
Distinct Total
Distinct Summed ; Protein
Peptides MS/MS % AA Protein MW Databfase
Coverage Spectral Accession #
#) Search | . (Da)
ntensity
Score
2 25.42 33 2.53e+008 9164.5 PA_Bse08:2503994572
Score Fwd-Rev SPl Spectrum Seguence M’\:th+d
Score (%) Intensity q ‘?ga)e
13.71 7.89 91.9 9.99e+006 (K)EGDQVALVGFGTFLVK(E) 1679.901
11.71 11.71 73.9 1.58e+008 (R)ALDAVTESIANALK(E) 1415.775
9.08 9.08 72.5 8.56e+007 (K)EGDQVALVGFGTFLVK(E) 1679.901
Distinct
. Total .
Distinct Summed ) Protein
Peptides MS/MS % AA Protein MW Databgse
Coverage Spectral Accession #
#) Search Intensity (Da)
Score
2 23.94 34 9.84e+007 9107.5 PA_Bse02:2503999877
Score Fwd-Rev SPI Spectrum Sequence M’\:th+d
Score (%) Intensity q ‘?ga)e
13.71 7.89 91.9 9.99e+006 (K)EGDQVALVGFGTFLVK(E) 1679.901
10.23 10.23 95.4 2.80e+006 (K)SELIEAIAASADISK(A) 1517.806
9.08 9.08 72.5 8.56e+007 (K)EGDQVALVGFGTFLVK(E) 1679.901
Distinct
Distinct Summed % AA PTOta.I Protein Datab
Peptides MSIMS ot MW poabase
) Search overage In‘tjgr?;rita (Da) ccession
Score y
2 25.29 10 3.02e+008 28847.5 PA_BS12:2189569790
MH*
Fwd-Rev SPl Spectrum
Score Score (%) Intensity Sequence Mezg::)ed

17.30 17.30 90.4
7.99 7.99 60.8

Distinct
Distinct Summed

http://spectrummillxp/millscripts/summaryPP.pl

3.17e+007 (K)EGVVVAESGSGLQYK(1) 1522.775
(K)GWVEALQLMPVGSK(W)  1514.804

2.70e+008

% AA

Total
Protein Protein Database

Protein Name

PA_BS12:2189569075 0r2390 Nitrogen regulatory protein Pl [B. setacea BS12] 112 bp

Protein Name

Protein Name

Protein Name

Page 14 of 16

PA_Bse08:2503994572 BSO8DRAFT_00030860 Bacterial DNA-binding protein. [B. setacea BS08 (Isolate from shipv

PA_Bse02:2503999877 BS02DRAFT_00006580 Bacterial DNA-binding protein. [B. setacea BS02 (Isolate from shipv

PA_BS12:2189569790 or3098 FKBP-type peptidyl-prolyl cis-trans isomerases 1 [B. setacea BS12] 265 bp
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#) #) #) Peptides MS/MS Coverage Spectral MW Accession #
#) Search Intensity (Da) Protein Name
Score
29 29.1 2 2 24.37 3 1.67e+008 105318.6 PA BS12:2189568779 PA _BS12:2189568779 0r2098 Outer membrane receptor proteins, mostly Fe transport [B. setacea BS12] 968 bp
# Filename z Score Fwd-Rev  SPI Spectrum Sequence M’\:IHh+d
Score (%) Intensity q aEI;a)e
1 045-1201.9534.9540.0 2 13.22 13.22 75.0 7.67e+007 (K)LLPSFSAVLDVVEDVK(L) 1730.958
2 045-1201.9596.9621.2 2 11.15 7.54 72.1 9.05e+007 (R)QVDLDLFPTELFGSLAVDK(T) 2107.096
Distinct Total
Distinct Summed ; Protein
G'(‘;;‘p S”bg)"“p Sp&")t’a Peptides MS/MS 0 eAraAge Spprgé‘t*;gl MW ACD;"‘;‘ZZ?;[? ) Protein Name
#) Search Intensity (Da)
Score
30 30.1 2 2 23.39 2 2.01e+008 118803.8 PA_BSC2:2534573281 PA_BSC2:2534573281 Bsc2_00965 TonB-dependent receptor [Alteromonadacea bacterium Bsc2]
# Filename z Score FWd-Rev SPI Spectrum Sequence M’\ith+ d
Score (%) Intensity q ‘?ga)e
1 045-1201.3018.3037.0 2 16.92 11.86 90.3 3.44e+007 (R)ASLEAAMDVK(R) 1034.519
2 045-1201.4189.4189.0 2  6.47 6.47 64.6 1.67e+008 (R)EAVGVVDAISAEDIGK(M) 1572.812
Distinct
. Total )
Distinct Summed ; Protein
Group Subgroup Spectra ) % AA Protein Database )
#) #) #) Peptides  MS/MS Coverage Spectral MW Accession # Protein Name
#) Search Intensity (Da)
Score
31 311 2 2 22.92 11 2.88e+008 29305.8 PA Bse02:2503998171 PA _Bse02:2503998171 BS02DRAFT_00013480 Protein of unknown function (DUF3450). [B. setacea BS02 (Isolate
# Filename z Score Fwd-Rev  SPI Spectrum Sequence Ml\:th+ d
Score (%) Intensity q ?S:a)e
1 045-1201.3954.3973.2 2 13.98 13.98 83.1 1.99e+008 (R)AWVELDAGEYR(A) 1308.622
2 045-1201.8552.8552.0 2 8.94 3.40 72.5 8.87e+007 (R)MLEGLEQFVSLDLPFHTEER(Q) 2390.170
Group Subgroup Spectra Distinct SDulsmtmg:j % AA P-ll'-gtt:iln Protein Database
p group  Sp Peptides MS/MS MwW : Protein Name
#) #) #) Coverage Spectral Accession #
#) Search Intensity (Da)
Score
32 321 6 1 20.76 18 2.01e+010 13375.7 PA_Bse_meta_comb:2073565643 PA_Bse_meta_comb:2073565643 BaSeMet_00092990 Histone H2A [Bankia setacea microbiome (Combi
# Filename z Score FWd-Rev SPI Spectrum Sequence M,\?Hh+d
Score (%) Intensity q ezlga)e
1 044-1001.8520.8520.3 3 20.76 11.21 95.7 5.34e+009 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
2 043-0801.7258.7329.3 3 20.73 12.91 95.2 1.70e+009 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
3 044-1001.8400.8509.3 3 19.66 10.78 94.0 8.57e+009 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
4 044-1001.8405.8510.2 2 13.56 6.83 87.2 2.82e+009 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
5 043-0801.7273.7330.2 2 12.98 6.47 84.8 2.29e+008 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
6 044-1001.8521.8521.2 2 11.96 3.91 83.8 1.50e+009 (K)LLSGVTIAQGGVLPNIQAVLLPK(K) 2301.391
Group Subgroup Spectra Distinct o5 AA Total Database .
(#)p (%) P p(#) Distinct Summed Coverage Protein  Protein Accession # Protein Name

Peptides MS/MS Spectral MW
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#) Search Intensity (Da)
Score
33 33.1 2 1 20.65 2 3.67e+007 68581.6 PA Bse08:2503997242 PA_Bse08:2503997242 BSO8DRAFT_00017410 chaperone protein DnaK [B. setacea BS08 (Isolate from shipworm
# Filename 7z Score FWd-Rev SPI Spectrum Sequence M'\th+d
Score (%) Intensity a ?E():a)e
1 044-1001.2623.2673.0 2 20.65 16.57 94.8 1.93e+007 (K)MVLDAEANAEADR(K) 1404.643
2 044-1001.2648.2659.0 2 18.66 14.72 95.3 1.74e+007 (K)MVLDAEANAEADR(K) 1404.643
Distinct Distinct Total
Group Subgroup Spectra Peptides Summed % AA Protein  Protein MW Database Protein Name
#) #) #) p(#) MS/MS Search Coverage Spectral (Da) Accession #
Score Intensity
34 34.1 2 2 20.32 6 9.27e+007 98379.6 PA BSC2:2534573844 PA_BSC2:2534573844 Bsc2_01530 TonB-dependent receptor [Alteromonadacea bacterium Bsc2]
# Filename z Score Fwd-Rev SPI Spectrum Sequence M’\:th+d
Score (%) Intensity q Ezga)e
1 045-1201.10575.10581.0 3 11.78 11.78 74.6 6.98e+007 (R)GQYGTSDFDQVIGDLSYVFTDTLR(L) 2697.268
2 045-1201.10618.10618.0 3  8.54 5.14 82.4 2.28e+007 (R)WVETTVGGGASPIEESYSNLLPAINAIYEPMDDVLFR(A) 4053.980
Distinct
. Total )
Distinct Summed ) Protein
Group Subgroup Spectra . % AA Protein Database .
#) #) # Peptides  MS/MS Coverage Spectral Mw Accession # Protein Name
#) Search Intensity (Da)
Score
35 35.1 1 1 20.06 9 3.78e+007 12421.2 PA_BS12:2189570749 PA_BS12:2189570749 or3994 Ribosomal protein L7/L12 [B. setacea BS12] 123 bp
. Fwd-Rev SPl Spectrum MH"
# Filename z Score Score (%) Intensity Sequence Matched

(Da)
1 045-1201.3102.3122.2 2 20.06 14.03 96.1 3.78e+007 (K)DLEEAGASVELK(-) 1260.632
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Spectrum Mill - Protein Peptide/Summary

Results Shown Filtered by Validation Category: valid

Data Directory: msdataSM\082010_OGL_1
hit table read - SpecFeatures read
valid hits read from tagSummary file -
Data Directory: msdataSM\082010_OGL_7
hit table read - SpecFeatures read
valid hits read from tagSummary file -
Data Directory: msdataSM\082010_OGL_2
hit table read - SpecFeatures read
valid hits read from tagSummary file -
Data Directory: msdataSM\082010_OGL_3
hit table read - SpecFeatures read

valid hits read from tagSummary file - Files: 75 Hits:

Data Directory: msdataSM\082010_OGL_4
hit table read - SpecFeatures read
valid hits read from tagSummary file -
Data Directory: msdataSM\082010_OGL_6
hit table read - SpecFeatures read
valid hits read from tagSummary file -

Files: 55 Hits:

Files: 83 Hits:

Files: 59 Hits:

Files: 96 Hits:

Files: 51 Hits:

106

131

92

126

120

72

beginning to assemble proteins .... proteins assembled 0.101641 sec

proteins filtered by unique peptides 0.00848 sec
proteins filtered by score
calculated protein coverage maps 0.033628 sec

Page 1 of 14

Spectrum Mill - Protein Peptide/Summary

beginning to roll up proteins into groups ... . proteins rolled up into groups 0.007377 sec

protein groups ready for display

proteinGroupingMethod: oneSharedPeptideSubgrouped

o Distinct

Group Subgroup. Spectra. puitices Ss.
#) Search

Score

1 11 59 12 160.77
2 2.1 61 8 122.59
2 2.1 61 8 122.59
3 3.1 30 9 121.89
4 4.1 50 7 109.26
4 4.1 50 7 109.26
5 51 14 5 65.10
5 51 14 5 65.10
6 6.1 9 4 56.72
7 7.1 42 3 55.10
8 8.1 12 3 40.59
9 9.1 66 2 38.88
10 10.1 24 2 36.10
11 11.1 3 2 30.36
12 12.1 9 2 28.04
13 13.1 7 2 28.02
14 14.1 5 2 27.69
14 14.1 5 2 27.69
15 15.1 8 2 26.69
15 15.1 8 2 26.69
16 16.1 7 2 26.02
17 17.1 2 2 26.00
17 17.1 2 2 26.00
18 18.1 7 1 20.32

http://spectrummillxp/millscripts/summaryPP.pl

% AA

20 Proteins listed

Total
Protein

Coverage Spectral

wRENMeoREReeGEERRBREBEB0eBZEBEERB

Intensity

1.74e+009
8.38e+008
8.38e+008
6.97e+008
1.34e+009
1.34e+009
5.60e+008
5.60e+008
2.08e+008
4.87e+009
2.55e+008
7.37e+009
2.43e+010
1.14e+008
8.59e+007
1.70e+008
9.19e+007
9.19e+007
1.40e+008
1.40e+008
3.35e+007
1.94e+007
1.94e+007
6.40e+007

Protein
MW
(Da)

59772.4
73729.2
44290.5
56014.8
77520.7
48452.4
108814.9
108814.9
32101.1
11367.4
19750.3
12753.8
13375.7
11693.1
44255.6
36127.2
27641.5
27641.5
44282.5
442825
126855.7
28847.5
28847.5
35600.6

PA

Bse

Database
Accession #

PA_Bse08:2503995076

PA_BS12:2189570195
meta _comb:2073567998

PA

Bse

PA_Bse08:2503995077

PA_Bse02:2503999400

meta_comb:2073585167

PA

Bse

PA_ BS12:2189569860
meta_comb:2073560924

PA

Bse

PA_Bse08:2503995078

meta_comb:2073565234

PA

Bse

PA_Bse08:2503995045

meta_comb:2073593092

PA

Bse

meta _comb:2073565643

PA

Bse

meta_comb:2073580990

PA

Bse

PA_Bse08:2503995480
PA_Bse08:2503993973
PA_Bse02:2504001159
meta_comb:2073579700

PA

Bse

PA_BSC2:2534573496
meta_comb:2073587015

PA

Bse

PA_Bse02:2504001037
PA_BS12:2189569790
meta_comb:2073568597

PA_Bse08:2503994614

Protein Name

PA_Bse08:2503995076 BSO8DRAFT_00035440 nitrogenase molybdenume-iron protein beta chain [B. se
PA_BS12:2189570195 or3426 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 709 bj
PA_Bse_meta_comb:2073567998 BaSeMet_00116540 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
PA_Bse08:2503995077 BSO8DRAFT_00035450 nitrogenase molybdenume-iron protein alpha chain [B. s
PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding
PA_Bse_meta_comb:2073585167 BaSeMet_00288230 Endoglucanase [Bankia setacea microbiome (Ct
PA_BS12:2189569860 or3165 Outer membrane receptor proteins, mostly Fe transport [B. setacea BS12
PA_Bse_meta_comb:2073560924 BaSeMet_00045800 TonB-dependent receptor [Bankia setacea micrc
PA_Bse08:2503995078 BSO8DRAFT_00035460 nitrogenase iron protein [B. setacea BS08 (Isolate from
PA_Bse_meta_comb:2073565234 BaSeMet_00088900 Histones H3 and H4 [Bankia setacea microbiom
PA_Bse08:2503995045 BSO8DRAFT_00035130 flavodoxin, long chain [B. setacea BS08 (Isolate from s
PA_Bse_meta_comb:2073593092 BaSeMet_00367480 Actin and related proteins [Bankia setacea micrc
PA_Bse_meta_comb:2073565643 BaSeMet_00092990 Histone H2A [Bankia setacea microbiome (Com
PA_Bse_meta_comb:2073580990 BaSeMet_00246460 ATP:guanido phosphotransferase, C-terminal ce
PA_Bse08:2503995480 BSO8DRAFT_00039430 translation elongation factor TU [B. setacea BS08 (Isol:
PA_Bse08:2503993973 BSO8DRAFT_00026510 glyceraldehyde-3-phosphate dehydrogenase, type | [B.
PA_Bse02:2504001159 BS02DRAFT_00031400 FKBP-type peptidyl-prolyl cis-trans isomerase./Domain
PA_Bse_meta_comb:2073579700 BaSeMet_00233560 FKBP-type peptidyl-prolyl cis-trans isomerases :
PA_BSC2:2534573496 Bsc2_01181 translation elongation factor 1A (EF-1A/EF-Tu) [Alteromonadacea k
PA_Bse_meta_comb:2073587015 BaSeMet_00306710 translation elongation factor 1A (EF-1A/EF-Tu) [
PA_Bse02:2504001037 BS02DRAFT_00030180 TonB-dependent receptor [B. setacea BS02 (Isolate frc
PA_BS12:2189569790 or3098 FKBP-type peptidyl-prolyl cis-trans isomerases 1 [B. setacea BS12] 265 t
PA_Bse_meta_comb:2073568597 BaSeMet_00122530 FKBP-type peptidyl-prolyl cis-trans isomerases :
PA_Bse08:2503994614 BSO8DRAFT_00031280 malate dehydrogenase [B. setacea BS08 (Isolate from
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19 19.1 2 2 20.31
20 20.1 2 1 20.24
Totals: 559 99
Distinct

Distinct Summed

Group Subgroup Spectra Peptides MS/MS

#) ) () #) Search
Score

1 11 59 12 160.77
# Filename z Score Fv;golfeev
1 064-1701.8227.8281.0 3 2121 12.45
2 064-1801.8220.8226.0 3 20.70 10.30
3 064-1601.8240.8288.0 3 19.40 12.45
4 064-1801.6785.6794.2 2 1754 12.79
5 064-1701.6817.6823.2 2 1753 12.87
6 067-2801.6898.6904.2 2 1753 12.86
7 064-1601.6804.6822.2 2 16.53 11.63
8 067-2901.6918.6918.2 2 16.52 13.32
9 063-1201.9917.9917.0 3 1561 8.14
10 064-1601.9991.9991.0 3 1542 9.05
11 063-1201.8217.8217.0 3 14.99 10.72
12 064-1801.8208.8208.0 3 14.63 9.72
13 064-1601.9986.9994.2 2 1417 14.17
14 064-1801.9935.9935.2 2 13.68 10.30
15 067-2801.9923.9923.0 3 13.60 7.32
16 064-1701.9974.9979.2 2 1354 13.54
17 067-2901.6772.6772.2 2 13.48 13.48
18 063-1201.6764.6781.2 2 13.32 9.40
19 067-2801.10041.10041.0 2 12.93 9.38
20 067-2801.10046.10046.0 3 12.76 7.93
21 064-1601.4116.4121.0 2 12.68 7.13
22 064-1701.4135.4135.0 3 12.63 7.28
23 067-2901.6352.6352.2 2 1233 12.33
24 062-0901.4221.4228.0 2 1217 5.22
25 064-1801.4141.4150.2 2 1217 5.83
26 067-2801.9929.9929.0 3 12.02 5.27
27 064-1601.9727.9727.0 3 11.71 4.66
28 064-1701.6223.6251.0 2 11.69 6.61
29 064-1601.9709.9709.0 3 11.67 6.48
30 064-1801.5801.5801.0 3 11.67 11.67
31 064-1801.4134.4134.0 3 1141 3.59
32 064-1701.4136.4136.0 2 1117 4.61
33 064-1701.4790.4790.0 2 1117 5.04
34 067-3001.4854.4868.2 2 11.03 3.62
35 063-1201.4147.4147.0 2 10.79 3.18
36 067-3001.6269.6294.2 2 10.77 10.77

http://spectrummillxp/millscripts/summaryPP.pl
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1.04e+007
2.07e+007

Total
Protein
Spectral
Intensity

1.74e+009 59772.4 PA_Bse08:2503995076

Spectrum
Intensity
3.73e+007
2.35e+007
6.52e+007
5.44e+007
5.92e+007
7.69e+007
5.16e+007
7.76e+007
1.76e+007
5.73e+007
7.83e+006
2.03e+007
9.01e+006
5.27e+006
5.85e+006
9.82e+006
1.85e+007
2.14e+007
3.83e+006
7.07e+006
2.25e+007
2.41e+007
3.67e+007
6.51e+006
2.02e+007
5.73e+006
1.12e+007
6.23e+007
1.20e+007
1.43e+007
1.83e+007
2.84e+007
4.85e+007
2.85e+007
1.32e+007
3.01e+007

Protein
MW
(Da)

Database
Accession #

Sequence

(K) TWMHE IPTLNIPMGLEWTDEFLMK (V)
(K) TWMHE IPTLNIPMGLEWTDEFLMK (V)
(K) TWMHE IPTLN I PMGLEWTDEFLMK (V)
(K)FSLWGDPDFVMGLTK(F)
(K)FSLWGDPDFVMGLTK(F)
(K)FSLWGDPDFVMGLTK(F)
(K)FSLWGDPDFVMGLTK(F)
(K)FSLWGDPDFVMGLTK(F)
(R)QTTLGYEGAMQILTTLVNSVLER(L)
(R)QTTLGYEGAMQILTTLVNSVLER(L)
(K) TWMHE IPTLNIPMGLEWTDEFLMK (V)
(K) TWMHE IPTLNIPMGLEWTDEFLMK (V)
(R)QTTLGYEGAMQILTTLVNSVLER(L)
(R)QTTLGYEGAMQILTTLVNSVLER(L)

(K)DGLQNCNATYKPDMIAVSTTCMAEV IGDDLNAFITNSK(V)

(R)QTTLGYEGAMQILTTLVNSVLER(L)
(K)DMSVESTLLCDPEE I LDTPADGEYR(1)
(K)FSLWGDPDFVMGLTK(F)
(R)QTTLGYEGAMQILTTLVNSVLER(L)
(R)QTTLGYEGAMQILTTLVNSVLER(L)
(R)ENFEETPSQEN IDEVFK (W)
(R)ENFEETPSQEN IDEVFK (W)
(K)DAPNALNTFLVQPWQLNK(T)
(R)ENFEETPSQEN IDEVFK (W)
(R)ENFEETPSQEN IDEVFK (W)

(K)DGLQNCNATYKPDMIAVSTTCMAEV IGDDLNAF ITNSK(V)
(K)DGLQNCNATYKPDMIAVSTTCMAEV IGDDLNAFITNSK(V)

(K)DAPNALNTFLVQPWQLNK (T)

(K)DGLQNCNATYKPDMIAVSTTCMAEV IGDDLNAFITNSK(V)

(K) INLVPGFETYLGNYR(V)
(R)ENFEETPSQEN IDEVFK (W)
(R)ENFEETPSQEN IDEVFK (W)
(R) IGFPIFDR(H)

(R) IGFPIFDR(H)
(R)ENFEETPSQEN IDEVFK (W)
(K)DAPNALNTFLVQPWQLNK(T)

Protein Name

MH*
Matched
(Da)
2932.409
2932.409
2932.409
1712.836
1712.836
1712.836
1712.836
1712.836
2537.329
2537.329
2932.409
2932.409
2537.329
2537.329
4075.912
2537.329
2798.239
1712.836
2537.329
2537.329
2054.920
2054.920
2069.082
2054.920
2054.920
4075.912
4075.912
2069.082
4075.912
1755.907
2054.920
2054.920

964.526
964.526
2054.920
2069.082
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43960.4 PA_Bse_meta_comb:2073561917 PA_Bse_meta_comb:2073561917 BaSeMet_00055730 Cellobiohydrolase A (1,4-beta-cellobiosidase A)
8413.8 PA_Bse_meta_comb:2073579231 PA_Bse_meta_comb:2073579231 BaSeMet_00228870 Histones H3 and H4 [Bankia setacea microbiom

PA_Bse08:2503995076 BSO8DRAFT_00035440 nitrogenase molybdenume-iron protein beta chain [B. setacea BS08
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g g o (a1 o1 o o1 (o1 o1 O DS R DRDEW W W
BELEFLERZBEEREEREREEBER

064-1601.5795.5821.0
064-1801.5803.5838.2
064-1701.5794.5818.0
064-1801.1718.1749.0
067-2901.5932.5953.0
064-1601.6216.6252.2
062-0901.4215.4215.0
067-2901.4874.4874.0
064-1801.6238.6244.0
064-1601.9721.9721.0
067-2801.3739.3743.0
067-2801.4583.4594.0
062-0901.4642.4642.0
064-1801.4844.4844.0
063-1301.6787.6787.0
067-2801.6354.6354.2
067-2901.3740.3764.2
064-1601.1720.1724.0
062-0801.4220.4220.0
064-1701.4129.4129.0
067-3001.6313.6313.0
062-1001.6140.6140.0
064-1801.1716.1716.0

Group Subgroup Spectra

)

H*

T e el i e = L= < B AN I T [ B E N GV O
m‘b‘w‘m‘i—\‘

(@] (@]

2.1 61

Filename

066-2601.2985.3004.0
066-2601.7992.7999.0
062-0901.5292.5292.0
063-1301.2988.2995.0
062-1001.3094.3105.0
061-0401.3078.3100.0
061-0501.5279.5286.0
061-0601.5944.5969.2
061-0501.3095.3119.0
061-0401.5928.5958.3
061-0501.5940.5977.2
061-0401.5935.5966.2
061-0501.5922.5965.3
061-0601.5937.5943.0

15 062-0801.5955.5971.0

16

061-0601.5279.5300.0

W W W wWwNNWWNWOWWW W W W

Page 3 of 14

2 10.74 3.23 76.0 5.70e+007 (K)INLVPGFETYLGNYR(V) 1755.907
2 10.74 498 74.7 4.36e+007 (K)INLVPGFETYLGNYR(V) 1755.907
2 1071 3.11 73.7 4.86e+007 (K)INLVPGFETYLGNYR(V) 1755.907
2 10.68 5.68 97.7 1.75e+006 (R)IYAGGTSQEEIK(D) 1295.648
2 10.67 3.61 71.2 4.47e+007 (K)INLVPGFETYLGNYR(V) 1755.907
2 10.56 10.56 73.6 8.28e+007 (K)DAPNALNTFLVQPWQLNK(T) 2069.082
2 10.55 5.02 80.8 6.84e+006 (R)ENFEETPSQENIDEVFK(W) 2054.920
2 10.50 4.28 82.2 1.73e+007 (R)IGFPIFDR(H) 964.526
2 10.48 10.48 72.0 6.61e+007 (K)DAPNALNTFLVQPWQLNK(T) 2069.082
3 10.46 440 73.4 1.17e+007 (K)DGLQNCNAIYKPDMIAVSTTCMAEVIGDDLNAFITNSK(V) 4075.912
2 1041 10.41 74.1 5.59e+007 (R)LMQETDYNYDLIR(-) 1673.785
3 10.39 6.50 74.1 6.38e+007 (R)SLVFTNKPDFMIGNSYGK(F) 2018.006
3 10.35 440 71.6 2.25e+007 (R)SLVFTNKPDFMIGNSYGK(F) 2018.006
2 10.21 3.90 87.5 3.28e+007 (R)IGFPIFDR(H) 964.526
2 10.11 3.76 80.9 1.88e+007 (K)FSLWGDPDFVMGLTK(F) 1712.836
2 953 9.53 68.1 4.65e+007 (K)DAPNALNTFLVQPWQLNK(T) 2069.082
2 914 9.14 67.1 4.25e+007 (R)LMQETDYNYDLIR(-) 1673.785
2 910 4.66 94.5 1.49e+006 (R)IYAGGTSQEEIK(D) 1295.648
2 884 528 92.7 6.47e+006 (R)ENFEETPSQENIDEVFK(W) 2054.920
3 852 852 70.4 2.48e+007 (R)ENFEETPSQENIDEVFK(W) 2054.920
2 7.98 7.98 64.9 1.98e+007 (K)DAPNALNTFLVQPWQLNK(T) 2069.082
2 7.69 2.60 85.2 8.88e+006 (K)DAPNALNTFLVQPWQLNK(T) 2069.082
2 6.25 2.64 100.0 1.42e+006 (R)IYAGGTSQEEIK(D) 1295.648
o Distinct Total _
I;.e:;i:ggg SI\L/jIg]/mgd C%AA Protein vl Datab{;lse Protein Name

) Search overage I?];g:ﬁé:gl/ (Da) Accession #

Score
8 122.59 25 8.38e+008 73729.2 PA BS12:2189570195 PA_BS12:2189570195 or3426 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [B. setacea BS12] 709 bp
Fwd-Rev SPl Spectrum MH*
SCore  seore (%) Intensity Sequence Matched
(Da)

19.64 8.89 96.6 5.61e+007 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
19.22 13.68 94.5 9.24e+006 (R)WFPEAFQTLVENAYPAL(-) 1995.986
18.58 13.85 87.1 8.14e+006 (K)GTNNGVNSISGFASNSANYTPVTEPYLSNPDLQVGGGQIK(S) 4067.959
18.53 5.68 93.7 2.01e+007 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
18.48 7.02 93.1 1.19e+007 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
17.91 10.90 92.3 1.07e+007 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
17.68 17.68 88.4 1.16e+007 (K)GTNNGVNSISGFASNSANYTPVTEPYLSNPDLQVGGGQIK(S) 4067.959
17.23 10.88 88.7 9.68e+006 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
16.50 7.55 87.4 9.37e+006 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
16.28 12.24 91.1 8.89e+006 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
16.17 9.15 86.4 1.20e+007 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
15.74 9.73 88.8 9.04e+006 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
15.42 9.37 87.6 1.35e+007 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
15.12 11.03 89.2 8.88e+006 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
15.07 9.91 90.1 6.87e+006 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
15.00 15.00 78.2 1.09e+007 (K)GTNNGVNSISGFASNSANYTPVTEPYLSNPDLQVGGGQIK(S) 4067.959
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17 061-0601.5320.5320.0 3 14.43 14.43 84.8 1.05e+007 (K)GTNNGVNSISGFASNSANYTPVTEPYLSNPDLQVGGGQIK(S) 4067.959
18 066-2401.7999.7999.0 3 14.15 14.15 83.8 5.95e+006 (R)WFPEAFQTLVENAYPAL(-) 1995.986
19 063-1301.6892.6892.0 3 14.14 14.14 73.8 2.92e+007 (R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
20 062-0901.5943.5943.0 2 14.07 8.32 82.9 8.03e+006 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
21 062-0801.5953.5953.0 2 14.01 8.20 80.9 6.63e+006 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
22 062-1001.5296.5296.0 3 13.81 13.81 88.8 7.55e+006 (K)GTNNGVNSISGFASNSANYTPVTEPYLSNPDLQVGGGQIK(S) 4067.959
23 061-0501.3102.3102.0 3 13.66 13.66 75.6 8.59e+006 (R)YADEGSGIMTGAMDNAPHAGR(W) 2120.913
24 062-1001.5299.5299.0 3 12.71 12.71 75.0 8.28e+006 (K)GTNNGVNSISGFASNSANYTPVTEPYLSNPDLQVGGGQIK(S) 4067.959
25 062-0901.5949.5975.0 3 12.61 12.61 81.6 1.01e+007 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
26 061-0401.5274.5274.0 3 12.27 8.80 78.3 7.65e+006 (K)GTNNGVNSISGFASNSANYTPVTEPYLSNPDLQVGGGQIK(S) 4067.959
27 067-3001.7984.7984.2 2 12.24 7.97 78.3 7.23e+006 (R)WFPEAFQTLVENAYPAL(-) 1995.986
28 066-2601.7008.7008.0 3 12.21 12.21 72.2 5.32e+007 (R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
29 067-2901.8022.8022.0 2 12.11 8.55 77.8 1.05e+007 (R)WFPEAFQTLVENAYPAL(-) 1995.986
30 067-2801.8075.8075.2 2 11.90 11.90 75.0 1.12e+007 (R)WFPEAFQTLVENAYPAL(-) 1995.986
31 062-0801.3327.3363.0 2 11.47 7.20 67.7 1.34e+007 (R)IGAIEGPADGDGMGLR(E) 1528.743
32 061-0601.3549.3549.0 3 11.46 11.46 83.6 6.26e+006 (RYNGWGGAARPSGASSSDDLETYVNESR(V) 2683.198
33 067-2801.7025.7025.0 2 11.38 4.40 76.1 2.00e+007 (R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
34 062-0901.5304.5304.0 3 11.36 5.61 90.4 8.18e+006 (K)GTNNGVNSISGFASNSANYTPVTEPYLSNPDLQVGGGQIK(S) 4067.959
35 062-0801.5944.5944.0 3 11.34 11.34 73.5 5.40e+006 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
36 066-2401.7951.7951.0 2 10.99 5.15 71.4 1.63e+007 (R)WFPEAFQTLVENAYPAL(-) 1995.986
37 061-0601.5925.5925.0 2 10.92 4.67 74.9 5.55e+006 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
38 062-1001.5961.5974.0 2 10.90 3.46 76.4 6.92e+006 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
39 061-0401.3851.3851.0 3 10.85 6.68 73.6 6.43e+006 (K)ANGESNGSSISGYNTAVWMDR(I) 2215.968
40 063-1401.3229.3229.0 2 10.84 7.12 77.8 2.97e+007 (R)IGAIEGPADGDGMGLR(E) 1528.743
41 066-2401.6117.6117.0 3 10.84 10.84 75.2 1.91e+007 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
42 061-0601.3337.3366.0 2 10.83 5.04 70.7 1.16e+007 (R)IGAIEGPADGDGMGLR(E) 1528.743
43 061-0401.3347.3352.2 2 10.58 5.32 70.7 8.98e+006 (R)IGAIEGPADGDGMGLR(E) 1528.743
44 061-0501.6722.6722.0 3 10.41 10.41 72.9 5.69e+006 (R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
45 066-2401.6104.6104.0 2 10.36 491 73.1 2.59e+007 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
46 067-2801.8066.8066.2 2 10.00 10.00 66.7 1.24e+007 (R)WFPEAFQTLVENAYPAL(-) 1995.986
47 062-0801.5965.5965.0 2  9.87 470 70.4 6.29e+006 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
48 066-2401.3209.3209.0 2  9.82 4.20 76.2 3.09e+007 (R)IGAIEGPADGDGMGLR(E) 1528.743
49 066-2601.3205.3211.0 2 9.73 6.20 73.1 2.86e+007 (R)IGAIEGPADGDGMGLR(E) 1528.743
50 061-0501.3342.3351.2 2 9.58 5.98 67.5 1.03e+007 (R)IGAIEGPADGDGMGLR(E) 1528.743
51 063-1201.7865.7865.2 2 9.52 4.49 62.2 1.05e+007 (R)WFPEAFQTLVENAYPAL(-) 1995.986
52 062-0901.3321.3346.0 2 9.50 4.30 63.7 1.56e+007 (R)IGAIEGPADGDGMGLR(E) 1528.743
53 061-0601.5974.5974.0 2 9.34 3.06 74.3 6.82e+006 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
54 067-3001.3244.3244.0 2 9.09 4.48 74.0 2.11e+007 (R)IGAIEGPADGDGMGLR(E) 1528.743
55 066-2501.3216.3216.2 2 8.80 4.85 68.9 2.79e+007 (R)IGAIEGPADGDGMGLR(E) 1528.743
56 061-0601.6736.6736.0 3  8.17 2.36 77.1 5.81e+006 (R)YQDEYIAPIAEILSDPAYNNIR(I) 2568.262
57 063-1301.7860.7860.2 2 7.86 3.46 70.0 1.19e+007 (R)WFPEAFQTLVENAYPAL(-) 1995.986
58 061-0401.5986.5986.0 2  7.51 2.57 67.4 4.93e+006 (R)SSMINNGFPNSLGMLIDTGR(N) 2124.022
59 062-1001.3324.3340.0 2 7.51 2.06 62.7 1.12e+007 (R)IGAIEGPADGDGMGLR(E) 1528.743
60 066-2401.3241.3241.0 2  6.60 6.60 60.9 3.20e+007 (R)IGAIEGPADGDGMGLR(E) 1528.743
61 063-1301.7875.7875.0 2 6.57 6.57 80.1 1.04e+007 (R)WFPEAFQTLVENAYPAL(-) 1995.986
Distinct Total
Group Subgroup Spectra Distinct Summed % AA Protein  Protein Database
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3.1 30

Filename

064-1801.7104.7104.0
064-1801.7448.7495.2
064-1701.7488.7518.2
064-1601.7130.7143.0
064-1801.6927.6927.0
064-1601.7480.7529.2
064-1701.2759.2769.0
067-2901.2772.2790.0
064-1601.6942.6942.0
064-1601.2750.2757.0
064-1801.6915.6915.0
067-3001.7574.7574.0
067-2801.2795.2795.2
064-1801.2759.2764.0
064-1801.7466.7466.0
062-0901.6880.6880.0
067-2901.5957.6004.0
064-1801.6937.6937.0
067-3001.2768.2772.0
064-1801.3552.3552.2
064-1601.4391.4391.0
064-1601.5838.5902.2
064-1801.7502.7502.0
062-0901.5841.5841.0
067-3001.5906.5985.2
064-1601.3516.3516.2
062-0801.1922.1922.0
067-2801.5959.5990.2
064-1801.5863.5894.2
067-2801.7240.7240.0

N NN W NN DNDNDNDDNDNMDNDNDNDNDOWNDNDNDNNOODNDWDNDNDDNWWDNDNDW

Group Subgroup Spectra

#) (#) (#)
4.1 50
Filename

w N -

061-0601.4954.4988.0
061-0401.4967.4979.0
062-1001.4959.4998.0

3
3
3

Protein Name

Protein Name

Peptides MS/MS Coverage Spectral MW Accession #

#) Search Intensity (Da)

Score
9 121.89 30 6.97e+008 56014.8 PA_Bse08:2503995077
.
Score Fvg/g(-)lie:v ?,Z)l ?ﬁgﬁtgtr; Sequence M:::Irhed
(Da)

19.23 13.18 93.0 1.27e+007 (R)EEAEALIQEVLEIYPEK(A) 2003.023
16.81 10.55 84.3 2.82e+007 (R)YNIPWMEFNFFGPTR(T) 1918.895
16.67 11.12 81.6 4.23e+007 (R)YNIPWMEFNFFGPTR(T) 1918.895
16.63 10.61 90.5 1.57e+007 (R)EEAEALIQEVLEIYPEK(A) 2003.023
16.62 7.28 91.7 2.29e+007 (K)GISINSECPIGLIGDDIEAVAK(Q) 2214.133
15.47 8.44 77.9 4.92e+007 (R)YNIPWMEFNFFGPTR(T) 1918.895
15.24 15.24 87.1 9.30e+006 (K)IAEQFDETIQAK(T) 1392.701
14.98 14.98 83.0 1.45e+007 (K)IAEQFDETIQAK(T) 1392.701
14.26 293 76.7 2.18e+007 (K)GISINSECPIGLIGDDIEAVAK(Q) 2214.133
14.13 9.68 84.3 8.39e+006 (K)IAEQFDETIQAK(T) 1392.701
13.87 214 77.7 2.13e+007 (K)GISINSECPIGLIGDDIEAVAK(Q) 2214.133
13.68 9.65 82.0 8.57e+006 (R)YNIPWMEFNFFGPTR(T) 1918.895
12.81 12.81 74.9 1.03e+007 (K)IAEQFDETIQAK(T) 1392.701
12.79 12.79 78.2 8.68e+006 (K)IAEQFDETIQAK(T) 1392.701
12.38 7.09 86.8 7.21e+006 (K)EMGNSTLIFDDLTGYEFEEFVR(K) 2612.187
12.00 7.74 100.0 1.76e+006 (R)EEAEALIQEVLEIYPEK(A) 2003.023
11.84 11.84 72.2 5.94e+007 (K)LVDEIETLFPLNK(G) 1530.842
11.64 11.64 75.9 3.03e+007 (K)GISINSECPIGLIGDDIEAVAK(Q) 2214.133
11.50 11.50 69.3 9.65e+006 (K)IAEQFDETIQAK(T) 1392.701
10.76 10.76 73.9 2.31e+007 (K)DMDMTVNNPCWK(N) 1453.591
9.88 9.88 69.7 1.84e+007 (R)VVAQWSGDGTISEMELTPK(V) 2048.001
9.54 5.87 71.6 6.46e+007 (K)LVDEIETLFPLNK(G) 1530.842
9.50 9.50 100.0 6.45e+006 (K)EMGNSTLIFDDLTGYEFEEFVR(K) 2612.187
9.48 434 74.3 4.73e+006 (K)LVDEIETLFPLNK(G) 1530.842
9.47 6.04 73.5 4.85e+007 (K)LVDEIETLFPLNK(G) 1530.842
9.14 9.14 62.4 2.33e+007 (K)DMDMTVNNPCWK(N) 1453.591
9.13 9.13 77.7 3.12e+006 (R)GVSQSLGHHIANDSVR(D) 1676.847
8.71 476 69.6 5.73e+007 (K)LVDEIETLFPLNK(G) 1530.842
8.49 516 73.1 4.60e+007 (K)LVDEIETLFPLNK(G) 1530.842
6.54 6.54 61.0 1.89e+007 (R)EEAEALIQEVLEIYPEK(A) 2003.023
Distinct SDuI;tmgtj TOta.I Protein
Peptides  MSIMS  J0AA - Protein Ty Database

@) Search ge ISn‘t)gr?;?;I/ (Da) Accession #

Score

7 109.26 20 1.34e+009 77520.7 PA_Bse02:2503999400
score Lo’ S0 ey
22.91 17.80 98.6 4.79e+007 (R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N)
20.72 14.75 95.4 4.78e+007 (R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N)
20.19 20.19 94.4 3.31e+007 (R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N)
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MH*
Matched
(Da)

2670.410
2670.410
2670.410
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PA_Bse08:2503995077 BSO8DRAFT_00035450 nitrogenase molybdenume-iron protein alpha chain [B. setacea BSO:

PA_Bse02:2503999400 BS02DRAFT_00002970 Cellulose or protein binding domain./Cellulose binding domain./Cel
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4 066-2401.5035.5041.0 3 19.72 19.72 89.7
5 062-0901.4945.4978.0 3 19.63 1552 94.4
6 062-0801.4963.5001.0 3 19.55 19.55 93.1
7 063-1301.4961.4992.0 3 18.73 12.46 88.5
8 061-0501.4954.4960.0 3 18.54 1450 92.3
9 067-3001.5017.5017.0 3 18.10 18.10 87.5
10 061-0601.3635.3660.0 3 17.47 5.89 87.8
11 062-0801.5133.5187.0 3 17.41 8.55 90.2
12 061-0601.4950.4950.0 3 17.38 17.38 84.9
13 063-1301.3482.3494.0 3 17.35 9.69 87.2
14 061-0501.3635.3641.0 3 17.09 9.42 90.2
15 066-2601.5560.5560.3 3 16.84 11.56 85.9
16 061-0501.5428.5467.3 3 16.58 16.58 89.6
17 061-0401.4220.4225.0 3 16.56 8.30 92.3
18 067-3001.5517.5517.0 3 16.44 11.36 87.7
19 061-0401.5438.5438.2 2 16.31 16.31 91.6
20 062-0901.5437.5437.0 3 16.26 9.10 89.5
21 061-0401.5420.5459.3 3 15.88 11.35 88.2
22 066-2601.5034.5038.0 3 15.36 9.82 73.4
23 063-1201.4960.4972.0 3 15.33 15.33 81.6
24 062-0801.5449.5449.0 3 15.32 15.32 85.3
25 061-0401.3641.3646.0 3 15.22 7.94 83.4
26 066-2501.5026.5032.0 3 14.89 14.89 81.0
27 063-1301.3463.3487.0 3 14.86 8.73 80.5
28 061-0601.5432.5438.0 3 14.74 9.04 82.8
29 066-2601.3441.3456.0 3 14.72 3.54 83.2
30 061-0401.5123.5129.0 3 14.71 7.22 87.8
31 063-1401.3480.3480.0 3 13.86 6.22 79.7
32 062-0901.5484.5484.0 3 13.78 13.78 77.3
33 067-2901.5021.5047.0 3 13.61 13.61 75.3
34 062-0901.3627.3627.0 3 13.56 5.89 78.6
35 062-1001.5444.5461.0 3 13.55 9.46 81.9
36 063-1201.3471.3499.0 3 13.36 6.86 76.4
37 061-0601.4229.4232.0 3 12.98 3.77 88.3
38 067-2901.3452.3452.0 3 12.84 5.89 77.4
39 062-1001.5137.5143.0 3 12.61 3.60 82.5
40 062-0801.5005.5005.0 3 12.54 4.10 746
41 062-0901.5129.5129.0 3 11.98 7.10 71.7
42 061-0501.5122.5122.0 3 11.92 4.91 82.0
43 062-0901.3623.3623.0 3 11.58 6.60 72.5
44 062-0901.4213.4213.0 3 11.35 5.37 79.0
45 061-0501.4248.4248.0 3 11.34 3.97 83.1
46 061-0401.5015.5015.0 3 11.17 11.17 719
47 066-2501.5539.5539.0 3 10.43 7.28 80.4
48 061-0601.6495.6495.0 3 10.17 10.17 90.8
49 062-0801.4224.4224.0 3 10.10 2.08 75.1
50 061-0401.5310.5310.0 2  7.90 3.97 74.1
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6.63e+007
3.03e+007
2.74e+007
5.91e+007
3.19e+007
3.76e+007
8.06e+006
2.84e+007
2.94e+007
2.85e+007
8.65e+006
4.34e+007
2.33e+007
8.48e+006
2.60e+007
7.83e+006
1.42e+007
2.39e+007
6.01e+007
4.89e+007
1.03e+007
7.29e+006
8.44e+007
2.55e+007
2.37e+007
2.63e+007
3.50e+007
1.70e+007
1.26e+007
6.18e+007
6.50e+006
2.10e+007
2.41e+007
1.11e+007
1.86e+007
2.52e+007
1.92e+007
3.04e+007
3.30e+007
6.75e+006
8.17e+006
7.28e+006
3.89e+007
2.92e+007
2.40e+006
8.50e+006
6.21e+006

(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N)
(R)AAEQEMWSH I TPGVDR(E)

(R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A)

(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)AAEQEMWSHITPGVDR(E)
(R)AAEQEMWSH I TPGVDR(E)
(R)TIQQTMTEITAQGINVVR(L)
(R)TIQQTMTEITAQGINVVR(L)
(R)LVLSPHTYGPSVFVQR(Q)
(R)TIQQTMTEITAQGINVVR(L)
(R)TIQQTMTEITAQGINVVR(L)
(R)TIQQTMTEITAQGINVVR(L)
(R)TIQQTMTEITAQGINVVR(L)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)TIQQTMTEITAQGINVVR(L)
(R)AAEQEMWSH I TPGVDR(E)
(R)LPIAPQTLDPNDPQGIGDIQNGGVLK(N)
(R)AAEQEMWSH I TPGVDR(E)
(R)TIQQTMTEITAQGINVVR(L)
(R)AAEQEMWSH I TPGVDR(E)

(R)QFMDPSQSECTDLEGDAAGNADCNVVINPTVLR(A)

(R)AAEQEMWSH I TPGVDR(E)
(R)TIQQTMTEITAQGINVVR(L)
(R)LPIAPQTLDPNDPQG IGD IQNGGVLK (N)
(R)AAEQEMWSH I TPGVDR(E)
(R)TIQQTMTEITAQGINVVR(L)
(R)AAEQEMWSH I TPGVDR(E)
(R)LVLSPHTYGPSVFVQR(Q)
(R)AAEQEMWSH I TPGVDR(E)

(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)

(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)

(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)
(R)QFMDPSQSECTDLEGDAAGNADCNVV INPTVLR(A)

(R)AAEQEMWSH I TPGVDR(E)
(R)LVLSPHTYGPSVFVQR(Q)
(R)LVLSPHTYGPSVFVQR(Q)
(R)LPIAPQTLDPNDPQG IGDIQNGGVLK(N)
(R)TIQQTMTEITAQGINVVR(L)
(K)DADNNADGAPLELYVGNMWWADTGR(T)
(R)LVLSPHTYGPSVFVQR(Q)
(R)EWQDALVDYMVEK (D)

2670.410
2670.410
2670.410
2670.410
2670.410
2670.410
1826.850
3509.562
2670.410
1826.850
1826.850
2003.060
2003.060
1799.981
2003.060
2003.060
2003.060
2003.060
2670.410
2670.410
2003.060
1826.850
2670.410
1826.850
2003.060
1826.850
3509.562
1826.850
2003.060
2670.410
1826.850
2003.060
1826.850
1799.981
1826.850
3509.562
2670.410
3509.562
3509.562
1826.850
1799.981
1799.981
2670.410
2003.060
2751.211
1799.981
1625.752
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Distinct S?Jilr:mgzi Total Protein
o "
S S T et WM 0, Sotm MWW (S, o ane
Score ntensity
5 51 14 5 65.10 9 5.60e+008 108814.9 PA_BS12:2189569860
# Filename z Score Fv;g(—)l?gv (SOZ)I Slr?g;tgﬂ? Sequence
1 063-1301.6073.6116.0 3 21.87 15.02 90.0 9.44e+007 (RONATNIVDAVSAEDIGRLPDVTIADSLQR(I)
2 063-1401.6078.6078.0 3 21.01 16.63 96.1 6.37e+007 (RONATNIVDAVSAEDIGRLPDVTIADSLQR(I)
3 063-1201.6062.6098.0 3 20.02 16.08 92.4 8.33e+007 (R)NATNIVDAVSAEDIGRLPDVTIADSLQR(I)
4 063-1401.6067.6085.0 3 18.81 15.61 88.7 6.58e+007 (R)NATNIVDAVSAEDIGRLPDVTIADSLQR(I)
5 063-1201.6043.6043.0 3 14.87 14.87 79.2 6.12e+007 (RONATNIVDAVSAEDIGRLPDVTIADSLQR(I)
6 063-1201.7705.7705.0 3 13.06 5.81 79.1 2.95e+007 (K)EVLGTLNGEYFLLPASVTSNGLDFTDVPSSMVSGLNVSK(S)
7 063-1301.5112.5112.0 3 12.06 5.72 80.5 4.38e+007 (K)ETDPELSALLSWNHDDK(L)
8 063-1301.2596.2596.2 2 11.99 11.99 79.2 7.14e+006 (K)TSAFAQANFAK(D)
9 063-1401.7721.7733.0 3 11.31 3.15 82.2 1.94e+007 (K)EVLGTLNGEYFLLPASVTSNGLDFTDVPSSMVSGLNVSK(S)
10 063-1201.2596.2596.0 2 10.66 10.66 71.6 8.95e+006 (K)TSAFAQANFAK(D)
11 063-1301.7712.7735.0 3 10.59 2.61 77.7 2.59e+007 (K)EVLGTLNGEYFLLPASVTSNGLDFTDVPSSMVSGLNVSK(S)
12 063-1301.2583.2583.2 2  7.50 7.50 66.5 8.37e+006 (K)TSAFAQANFAK(D)
13 063-1401.2598.2598.0 2 6.56 6.56 61.1 8.23e+006 (K)TSAFAQANFAK(D)
14 063-1201.3794.3826.0 2  6.12 2.93 60.4 3.98e+007 (R)LPDVTIADSLQR(I)
. Distinet Total .
Group Subgroup Spectra %SE:SZZ S&g/mgd % AA Protein Prlx?l{l?lm Datab_ase Protein Name
#) #) ) Search Coverage ISpectr_al (Da) Accession #
Score ntensity
6 6.1 9 4 56.72 23 2.08e+008 32101.1 PA Bse08:2503995078
# Fi Fwd-Rev SPl Spectrum MH*
ilename z Score Score (%) Intensity Sequence Ma(g::)ed
1 062-1001.4456.4456.0 3 16.88 8.31 87.4 3.79e+007 (R)NTDREDDLIIALAEK(L) 1715.882
2 062-0801.3029.3057.2 2 16.18 16.18 94.0 1.18e+007 (R)MTVIEYDPTAK(Q) 1267.624
3 062-0901.4709.4732.3 3 15.52 9.37 81.2 2.43e+007 (K)STTTQNLVAALAEAGQK(V) 1702.898
4 062-0901.4460.4487.0 3 15.28 5.24 78.7 3.15e+007 (R)NTDREDDLIIALAEK(L) 1715.882
5 062-0801.4467.4520.0 3 15.09 6.27 75.4 3.64e+007 (R)NTDREDDLITALAEK(L) 1715.882
6 062-1001.3049.3049.2 2 15.03 15.03 91.0 9.12e+006 (R)MTVIEYDPTAK(Q) 1267.624
7 062-1001.4452.4490.0 3 14.06 4.39 74.6 4.22e+007 (R)NTDREDDLIIALAEK(L) 1715.882
8 062-0901.3021.3056.2 2 12.89 12.89 89.0 1.29e+007 (R)MTVIEYDPTAK(Q) 1267.624
9 062-0901.7515.7515.0 3 8.14 8.14 79.7 2.13e+006 (K)AQNTIMEMAAEAGTVEDLELEDVLR(T) 2748.307
Distinct
Group Subgroup Spectra I%;ESZL S'\L;Irg/n'\;lgd % AA P-{gtteailn Pr’\(/)ls\a/m Databgse
#) #) #) ) Search Coverage Ii;t):rcl:;rifl (Da) Accession #
Score y
7 7.1 42 3 55.10 29 4.87e+009 11367.4 PA_Bse_meta_comb:2073565234
Fwd-Rev SPI  Spectrum MH"
# Filename z Score Score (%) Irrl)tensity Sequence MaEg::)ed

http://spectrummillxp/millscripts/summaryPP.pl

MH*
Matched
(Da)
2953.523
2953.523
2953.523
2953.523
2953.523
4058.032
1969.914
1155.580
4058.032
1155.580
4058.032
1155.580
1155.580
1327.722
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066-2601.5008.5092.2
067-2901.5007.5096.2
067-3001.5000.5044.2

21.00 10.20 100.0 2.68e+008 (K)TVTAMDVVYALK(R) 1310.703
21.00 10.16 100.0 3.70e+008 (K)TVTAMDVVYALK(R) 1310.703
19.46 10.95 99.0 2.59e+008 (K)TVTAMDVVYALK(R) 1310.703

063-1201.4975.5009.2 17.87 7.51 96.1 1.01e+008 (K)TVTAMDVVYALK(R) 1310.703
064-1801.4983.5007.2 17.86 10.70 96.2 8.91e+007 (K)TVTAMDVVYALK(R) 1310.703
063-1301.5000.5042.0 17.84 9.13 95.6 8.88e+007 (K)TVTAMDVVYALK(R) 1310.703

066-2401.4994.4999.2
063-1201.2873.2898.0
063-1401.2887.2903.2

17.80 10.10 94.2 1.55e+008 (K)TVTAMDVVYALK(R) 1310.703
17.41 10.14 97.4 2.00e+007 (R)ISGLIYEETR(G)  1180.621
17.39 10.58 96.5 1.74e+007 (R)ISGLIYEETR(G)  1180.621

1 2

2 2

3 2

4 2

5 2

6 2

7 2

8 2

9 2

10 067-2801.5019.5091.0 2 17.39 7.63 97.1 3.29e+008 (K)TVTAMDVVYALK(R) 1310.703
11 063-1301.2887.2929.2 2 17.33 11.12 95.0 2.03e+007 (R)ISGLIYEETR(G)  1180.621
12 064-1601.4970.4982.2 2 17.31 9.10 94.6 7.39e+007 (K)TVTAMDVVYALK(R) 1310.703
13 064-1801.2885.2901.2 2 16.84 10.64 95.2 1.85e+007 (R)ISGLIYEETR(G)  1180.621
14 064-1701.4970.5000.2 2 16.81 10.25 95.0 7.70e+007 (K)TVTAMDVVYALK(R) 1310.703
15 066-2501.4995.5086.2 2 16.76 10.27 93.7 3.53e+008 (K)TVTAMDVVYALK(R) 1310.703
16 067-2901.3810.3874.0 2 16.69 7.31 97.4 2.88e+008 (K)VFLENVIR(D) 989.578
17 066-2401.3798.3864.0 2 16.42 756 96.6 2.42e+008 (K)VFLENVIR(D) 989.578
18 064-1801.3835.3865.0 2 16.16 6.99 96.0 7.31e+007 (K)VFLENVIR(D) 989.578
19 067-3001.3809.3827.0 2 16.13 6.98 95.0 2.29e+008 (K)VFLENVIR(D) 989.578
20 063-1401.3839.3857.0 2 15.92 575 96.4 8.33e+007 (K)VFLENVIR(D) 989.578
21 066-2601.3817.3855.0 2 15.87 6.53 95.0 1.49e+008 (K)VFLENVIR(D) 989.578
22 063-1401.4961.4995.0 2 15.70 8.08 91.8 8.18e+007 (K)TVTAMDVVYALK(R) 1310.703
23 064-1601.3795.3840.0 2 15.13 598 94.9 1.01e+008 (K)VFLENVIR(D) 989.578
24 067-2801.3793.3861.0 2 15.13 548 953 2.25e+008 (K)VFLENVIR(D) 989.578
25 063-1201.3846.3891.0 2 15.12 5.97 94.3 1.05e+008 (K)VFLENVIR(D) 989.578
26 064-1701.3829.3868.0 2 15.08 592 93.1 7.23e+007 (K)VFLENVIR(D) 989.578
27 066-2601.2859.2943.0 2 15.01 9.57 86.7 4.11e+007 (R)ISGLIYEETR(G)  1180.621
28 066-2501.5040.5040.0 3 14.88 7.67 86.7 1.70e+007 (K)TVTAMDVVYALK(R) 1310.703
29 064-1601.2866.2888.2 2 14.79 9.07 93.8 1.92e+007 (R)ISGLIYEETR(G)  1180.621
30 067-2801.2864.2896.0 2 14.69 7.45 90.7 6.27e+007 (R)ISGLIYEETR(G)  1180.621
31 067-2901.2872.2903.0 2 14.64 9.00 89.2 4.59e+007 (R)ISGLIYEETR(G)  1180.621
32 066-2501.3804.3831.0 2 14.62 6.27 94.8 2.63e+008 (K)VFLENVIR(D) 989.578
33 063-1301.3848.3854.0 2 14.57 6.01 92.9 9.15e+007 (K)VFLENVIR(D) 989.578
34 067-2801.5040.5040.0 3 14.31 8.14 85.4 1.19e+007 (K)TVTAMDVVYALK(R) 1310.703
35 067-2801.2950.2969.2 2 14.26 8.42 927 3.70e+007 (R)ISGLIYEETR(G)  1180.621
36 064-1701.2885.2889.2 2 14.24 8.49 91.9 1.19e+007 (R)ISGLIYEETR(G)  1180.621
37 066-2501.5094.5094.0 2 13.99 6.57 88.2 2.14e+008 (K)TVTAMDVVYALK(R) 1310.703
38 066-2501.2877.2938.0 2 13.63 7.95 89.1 4.36e+007 (R)ISGLIYEETR(G)  1180.621
39 067-3001.2874.2926.0 2 13.09 7.42 88.1 5.38e+007 (R)ISGLIYEETR(G)  1180.621
40 066-2401.2853.2905.0 2 12.36 6.37 82.5 3.60e+007 (R)ISGLIYEETR(G)  1180.621
41 066-2401.2947.2947.2 2 11.73 6.49 83.4 1.57e+007 (R)ISGLIYEETR(G)  1180.621
42 064-1801.2941.2941.0 2 9.47 517 65.6 1.27e+007 (R)ISGLIYEETR(G)  1180.621

Distinct

Total

Distinct Summed : Protein
G'(‘;;‘p S”bg)"“p Sp&")"a Peptides MS/MS 0 eAraAge Spprgéf;gl MW AE:;‘Z?;’? ) Protein Name
#) Search | . (Da)
ntensity
Score
8 8.1 12 3 40.59 28 2.55e+008 19750.3 PA_Bse08:2503995045 PA_Bse08:2503995045 BSO8DRAFT_00035130 flavodoxin, long chain [B. setacea BS08 (Isolate from shipworm gill

http://spectrummillxp/millscripts/summaryPP.pl 2/12/2014





Spectrum Mill - Protein Peptide/Summary

F*

= = 2 O (o N o oS N e
[N =y

Filename

067-2901.8449.8511.2
067-3001.8373.8454.2
067-2801.8476.8509.0
064-1701.6004.6004.0
063-1401.8284.8323.0
064-1701.8323.8397.2
064-1801.8316.8323.0
063-1201.6004.6004.2
063-1301.8287.8317.0
064-1601.8350.8385.2
067-2801.6153.6153.0
064-1601.3817.3817.0

Group Subgroup Spectra

@)

H*

REBERRBEERBRRERIEB"®N@ O @NIE

@] @]

9.1 66

Filename

063-1301.4190.4233.0
064-1801.4171.4176.0
063-1201.4186.4225.0
064-1601.4167.4189.0
064-1701.4173.4196.0
063-1401.4191.4221.0
067-2801.4201.4232.0
061-0401.4748.4769.3
062-0901.4742.4806.3
062-1001.4748.4807.3
066-2501.4805.4810.0
064-1701.4716.4727.0
063-1201.4750.4757.0
061-0501.4758.4762.2
063-1401.4718.4747.2
066-2501.4168.4198.0
062-1001.4754.4767.2
062-0801.4761.4767.2
067-3001.4213.4230.0
061-0401.4766.4805.2
064-1601.4704.4725.0
061-0501.4293.4293.2
066-2501.4210.4228.2
064-1701.4147.4202.0

.
Score Fvgg(—)l?gv (SOZ)I S”?g;t;ﬂ? Sequence Ma’:fc}:-lhed
(Da)

16.22 13.02 95.5 1.94e+007 (R)LNTWLAQIAPEFGLPI(-) 1782.979
15.75 7.98 95.9 1.70e+007 (R)LNTWLAQIAPEFGLPI(-) 1782.979
14.71 7.78 94.9 2.39e+007 (R)LNTWLAQIAPEFGLPI(-) 1782.979
14.46 10.86 89.3 3.49e+007 (K)YLILGTPTLGEGELPGLSADCEK(E) 2376.201
13.74 13.74 87.3 1.44e+007 (R)LNTWLAQIAPEFGLPI(-) 1782.979
13.28 13.28 88.9 2.75e+007 (R)LNTWLAQIAPEFGLPI(-) 1782.979
12.85 6.75 89.8 1.53e+007 (R)LNTWLAQIAPEFGLPI(-) 1782.979
12.46 8.82 81.7 2.19e+007 (K)YLILGTPTLGEGELPGLSADCEK(E) 2376.201
12.11 12.11 79.0 1.40e+007 (R)LNTWLAQIAPEFGLPI(-) 1782.979
11.19 11.19 83.9 2.99e+007 (R)LNTWLAQIAPEFGLPI(-) 1782.979
10.73 6.48 81.3 1.70e+007 (K)YLILGTPTLGEGELPGLSADCEK(E) 2376.201
9.91 9.91 64.1 1.99e+007 (K)IGIFFGSNTGNTR(K) 1383.702
o Distinct Total )
%;Eggg S,\L/jlg]/mgd C%AA SProtttainI Protein ADatab_ase#

(#) Search overage |n?:§32?y (Da) ccession

Score
2 38.88 19 7.37e+009 12753.8 PA_Bse meta_comb:2073593092
Fwd-Rev SPl Spectrum MH*

Score Score (%) Intensity Sequence Mezltjcg)ed
21.55 17.07 93.6 4.53e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
21.23 17.97 96.2 3.74e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
20.23 15.53 88.8 5.07e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
20.09 14.25 93.7 4.92e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
19.00 12.76 92.4 5.53e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
18.29 14.24 89.0 5.42e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
17.71 14.02 88.3 9.65e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
17.33 9.79 88.8 4.61e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
16.65 7.94 85.6 6.63e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
16.55 7.98 84.6 6.12e+007 (K)DLYANTVLSGGSTMYPGIADR(M)  2201.055
16.13 7.05 85.1 8.41e+007 (K)DLYANTVLSGGSTMYPGIADR(M)  2201.055
15.99 15.99 91.4 6.78e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
15.91 15.91 89.8 5.21e+007 (K)DLYANTVLSGGSTMYPGIADR(M)  2201.055
15.37 15.37 88.7 2.13e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
15.37 15.37 88.7 6.46e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
15.30 8.41 84.1 5.04e+008 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
14.94 14.94 89.9 3.55e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
14.81 14.81 88.5 3.52e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
14.76 14.76 82.5 7.81e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
14.72 14.72 86.3 2.81e+007 (K)DLYANTVLSGGSTMYPGIADR(M)  2201.055
14.60 14.60 85.0 6.11e+007 (K)DLYANTVLSGGSTMYPGIADR(M)  2201.055
14.59 14.59 83.7 5.84e+006 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
14.54 14.54 79.8 9.62e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
14.53 8.84 80.8 3.24e+008 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
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25 061-0501.4746.4751.0 3 14.44 4.90 82.0 3.08e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
26 062-0801.4252.4327.0 3 14.42 7.93 80.4 7.94e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
27 062-0901.4248.4305.0 3 14.33 8.15 78.6 9.54e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
28 062-0901.4747.4764.2 2 14.31 14.31 88.2 4.34e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
29 061-0601.4746.4770.2 2 14.26 14.26 87.3 1.88e+007 (K)DLYANTVLSGGSTMYPGIADR(M)  2201.055
30 066-2401.4814.4820.3 3 14.22 6.77 77.5 8.71e+007 (K)DLYANTVLSGGSTMYPGIADR(M)  2201.055
31 067-2901.4186.4215.3 3 13.92 7.28 78.6 4.42e+008 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
32 061-0501.4266.4326.0 3 13.90 6.94 79.9 8.19e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
33 061-0401.4267.4273.0 3 13.88 5.98 77.6 5.46e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
34 061-0601.4271.4274.0 3 13.72 6.99 80.1 6.25e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
35 067-3001.4183.4254.0 3 13.69 7.12 73.4 4.47e+008 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
36 063-1301.4757.4786.3 3 13.68 6.25 78.4 6.62e+007 (K)DLYANTVLSGGSTMYPGIADR(M)  2201.055
37 063-1301.4743.4778.2 2 13.60 13.60 85.6 6.77e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
38 063-1401.4739.4745.3 3 13.60 5.07 79.2 5.83e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
39 062-1001.4254.4264.0 3 13.57 7.66 82.2 6.69e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
40 062-0801.4737.4789.3 3 13.54 5.80 74.8 5.84e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
41 063-1301.4166.4242.3 3 13.48 6.80 79.4 4.02e+008 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
42 064-1701.4251.4265.0 3 13.39 5.78 80.2 9.74e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
43 067-2901.4790.4824.2 2 13.38 13.38 81.6 9.47e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
44 062-1001.4753.4753.0 3 13.32 7.55 76.3 4.48e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
45 064-1701.4714.4732.0 3 13.20 497 79.1 7.98e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
46 066-2401.4192.4223.0 2 12.96 12.96 77.8 7.44e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
47 064-1801.4152.4231.0 3 1291 6.85 76.8 3.54e+008 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
48 067-3001.4791.4842.2 2 12.68 12.68 78.7 1.06e+008 (K)DLYANTVLSGGSTMYPGIADR(M)  2201.055
49 066-2401.4178.4263.3 3 12.67 4.92 75.1 4.89e+008 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
50 067-3001.4802.4816.3 3 12.59 5.23 72.1 8.85e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
51 064-1801.4725.4730.0 2 12.48 12.48 83.5 7.00e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
52 061-0601.4742.4755.0 3 12.45 4.61 71.5 2.90e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
53 063-1401.4155.4201.0 3 12.21 5.51 75.4 4.38e+008 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
54 067-2901.4813.4825.3 3 12.16 5.85 77.4 8.68e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
55 067-2801.4824.4867.2 2 12.07 12.07 78.3 1.43e+008 (K)DLYANTVLSGGSTMYPGIADR(M)  2201.055
56 063-1201.4156.4239.3 3 11.97 3.50 77.9 3.69e+008 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
57 066-2501.4799.4814.2 2 11.91 11.91 75.6 8.49e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
58 064-1601.4720.4738.3 3 11.87 5.24 74.9 7.31e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
59 066-2401.4798.4833.2 2 11.85 11.85 75.9 1.06e+008 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
60 062-0901.4273.4273.0 2 11.67 7.03 78.7 7.15e+006 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
61 066-2601.4815.4875.2 2 11.37 11.37 75.6 1.10e+008 (K)DLYANTVLSGGSTMYPGIADR(M)  2201.055
62 067-2901.4200.4243.2 2 11.37 11.37 715 8.75e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
63 061-0401.4319.4319.2 2 7.43 7.43 77.8 3.32e+006 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
64 062-1001.4730.4730.0 2 6.87 6.87 65.0 2.26e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
65 066-2601.4892.4892.0 2 6.81 6.81 68.0 5.15e+007 (K)DLYANTVLSGGSTMYPGIADR(M) 2201.055
66 066-2601.4254.4254.2 2  6.45 6.45 60.5 7.30e+007 (R)KDLYANTVLSGGSTMYPGIADR(M) 2329.150
Distinct
Distinct Summed Tota_l Protein
Sloyp SUbGIOUP SPESR pepides MM AR TIOlTw oz,
#) Search 9 m't’ensity (Da)
Score
10 10.1 24 2 36.10 41 2.43e+010 13375.7 PA_Bse_meta_comb:2073565643
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SPI  Spectrum
(%) Intensity
95.8 3.87e+009
95.5 2.75e+009
95.9 1.45e+008
96.1 1.89e+009
95.3 9.38e+007
4.4 3.21e+009
93.4 1.45e+008
94.7 1.68e+009
95.1 1.87e+008
6.2 2.06e+009
1.2 4.91e+006
9.2 1.56e+009
5.5 1.06e+008
9.8 8.87e+008
9.6 1.67e+009
8.2 6.71e+008
87.4 7.08e+008
6.2 8.23e+007
76.1 8.49e+006
84.5 6.25e+008
74.9 2.63e+007
1.0 3.92e+007
84.3 1.87e+009
2.1 4.29e+007

Total
% AA Protein
Coverage Spectral
Intensity

45 1.14e+008 11693.1 PA_Bse meta_comb:2073580990

SPI  Spectrum
(%) Intensity

Sequence

(K)LLSGVTIAQGGVLPNIQAVLLPK(K)
(K)LLSGVTIAQGGVLPNIQAVLLPK(K)
(K)LLSGVTIAQGGVLPNIQAVLLPK(K)
(K)LLSGVTIAQGGVLPNIQAVLLPK(K)
(K)LLSGVTIAQGGVLPNIQAVLLPK(K)
(K)LLSGVTIAQGGVLPNIQAVLLPK(K)
(K)LLSGVTIAQGGVLPNIQAVLLPK(K)
(K)LLSGVTIAQGGVLPNIQAVLLPK(K)
(K)LLSGVTIAQGGVLPNIQAVLLPK(K)
(K)LLSGVTIAQGGVLPNIQAVLLPK(K)

MH*
Matched
(Da)
2301.391
2301.391
2301.391
2301.391
2301.391
2301.391
2301.391
2301.391
2301.391
2301.391

(R)VGAGAPVYLAAVLEYLAAEVLELAGNAAR(D) 2871.562

(K)LLSGVTIAQGGVLPNIQAVLLPK(K)
(K)LLSGVTIAQGGVLPNIQAVLLPK(K)
(K)LLSGVTIAQGGVLPNIQAVLLPK(K)
(K)LLSGVTIAQGGVLPNIQAVLLPK(K)
(K)LLSGVTIAQGGVLPNIQAVLLPK(K)
(K)LLSGVTIAQGGVLPNIQAVLLPK(K)
(K)LLSGVTIAQGGVLPNIQAVLLPK(K)

2301.391
2301.391
2301.391
2301.391
2301.391
2301.391
2301.391

(R)VGAGAPVYLAAVLEYLAAEVLELAGNAAR(D) 2871.562

(K)LLSGVTIAQGGVLPNIQAVLLPK(K)
(K)LLSGVTIAQGGVLPNIQAVLLPK(K)
(K)LLSGVTIAQGGVLPNIQAVLLPK(K)
(K)LLSGVTIAQGGVLPNIQAVLLPK(K)
(K)LLSGVTIAQGGVLPNIQAVLLPK(K)

Protein Database
MW Accession #
(Da)

2301.391
2301.391
2301.391
2301.391
2301.391

Protein Name

Sequence

12.53 89.2 3.59e+007 (K)DLFNLVIQDYHAGDPSGCVK(H)
16.71 87.6 2.76e+007 (K)DLFNLVIQDYHAGDPSGCVK(H)
6.84 73.6 5.08e+007 (K)HPEPSFGTDAEIDSLGDLDPTGQFVVSTR(V) 3087.455

# Filename z Score TWd-Rev
Score
1 067-2801.7242.7334.3 3 21.26 12.48
2 067-2801.7358.7361.3 3 20.72 15.05
3 063-1301.7113.7163.3 3 20.26 12.53
4 066-2501.7229.7305.3 3 20.26 11.09
5 063-1201.7110.7114.0 3 20.17 12.41
6 067-3001.7192.7273.3 3 19.67 11.63
7 063-1401.7126.7198.0 3 19.62 11.61
8 066-2601.7230.7295.3 3 19.18 10.50
9 066-2401.7338.7338.0 3 19.14 19.14
10 066-2401.7208.7285.3 3 17.70 11.89
11 066-2401.10135.10135.2 2 14.84 14.84
12 067-3001.7186.7274.2 2 1411 7.23
13 067-3001.7335.7335.2 2 13.98 8.01
14 066-2401.7202.7283.2 2 13.66 7.98
15 067-2801.7238.7335.2 2 13.65 6.45
16 066-2501.7242.7306.2 2 13.60 6.26
17 067-2901.7264.7336.2 2 13.06 5.11
18 063-1301.7122.7145.2 2 1257 6.51
19 066-2501.10174.10174.2 2 11.69 11.69
20 066-2601.7226.7296.2 2 11.46 3.50
21 063-1201.7201.7201.2 2 10.92 4.71
22 063-1401.7142.7207.2 2 10.85 3.95
23 067-2801.7257.7362.2 2 10.45 231
24 063-1201.7132.7156.2 2 861 2.76
o Distinct
Group Subgroup Spectra peliey uSs.
#) Search
Score
11 111 3 2 30.36
# Filename 2z Score TWd-Rev
Score
1 064-1601.5776.5776.0 3 17.93
2 064-1801.5762.5769.0 3 16.71
3 064-1601.5591.5600.0 3 12.43
o Distinct
Group Subgroup Spectra peciey Shs.
#) Search
Score
12 12.1 9 2 28.04
# Filename z Score Fvsvgolfgv

1 064-1801.9174.9191.2 2 16.14

9.34 86.6 8.38e+006 (R)AIDLPFLMPIEDVFSISGR(G) 2120.110

http://spectrummillxp/millscripts/summaryPP.pl

Total Protein
% AA Protein Database
Coverage Spectral (Da) Accession #

Intensity

8 8.59e+007 44255.6 PA_Bse08:2503995480

SPI Spectrum
(%) Intensity

MH*

Sequence Matched

(Da)

MH*
Matched
(Da)
2191.049
2191.049

Protein Name
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PA_Bse_meta_comb:2073580990 BaSeMet_00246460 ATP:guanido phosphotransferase, C-terminal cati

PA_Bse08:2503995480 BSO8DRAFT_00039430 translation elongation factor TU [B. setacea BS08 (Isolate from shi
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2 064-1601.9197.9243.3 3 13.53 8.49 71.6 1.19e+007 (R)AIDLPFLMPIEDVFSISGR(G) 2120.110
3 064-1601.9200.9200.2 2 13.31 8.10 85.0 1.40e+007 (R)AIDLPFLMPIEDVFSISGR(G) 2120.110
4 064-1701.9194.9216.2 2 13.18 7.26 88.2 1.08e+007 (R)AIDLPFLMPIEDVFSISGR(G) 2120.110
5 064-1601.9195.9195.0 2 12.51 6.71 83.2 1.37e+007 (R)AIDLPFLMPIEDVFSISGR(G) 2120.110
6 064-1601.2730.2730.0 3 11.90 11.90 71.5 4.43e+006 (R)GITIATSHVEYDSPSR(H) 1732.851
7 064-1601.9212.9212.0 3 11.32 11.32 75.9 9.57e+006 (R)AIDLPFLMPIEDVFSISGR(G) 2120.110
8 064-1701.9221.9227.0 3 11.10 11.10 75.3 7.63e+006 (R)AIDLPFLMPIEDVFSISGR(G) 2120.110
9 064-1801.9172.9172.0 3 10.64 6.27 76.0 5.53e+006 (R)AIDLPFLMPIEDVFSISGR(G) 2120.110
Distinct
. Total )
Group Subgroup Spectra D'St!nCt Summed % AA Protein Protein Database
Peptides MS/MS MwW :
#) #) #) Coverage Spectral Accession #
#) Search Intensity (Da)
Score
13 13.1 7 2 28.02 8 1.70e+008 36127.2 PA_Bse08:2503993973
# Filename z Score Fwd-Rev SPI Spectrum Sequence M'\th+d
Score (%) Intensity q EEI:():a)e
1 064-1801.2130.2135.0 3 15.54 15.54 82.9 7.39e+006 (K)YDSTHGQFNGDVEVK(D) 1695.762
2 064-1601.2129.2156.0 3 15.29 15.29 81.3 1.32e+007 (K)YDSTHGQFNGDVEVK(D) 1695.762
3 064-1701.2148.2154.0 3 13.97 13.97 78.7 1.08e+007 (K)YDSTHGQFNGDVEVK(D) 1695.762
4 064-1601.4453.4467.2 2 12.48 9.04 78.3 4.02e+007 (R)VPTPDVSVVDLTVR(L) 1496.832
5 064-1701.4466.4488.0 2 11.34 11.34 71.9 4.29e+007 (R)VPTPDVSVVDLTVR(L) 1496.832
6 064-1701.4483.4483.0 2 11.01 11.01 71.1 2.80e+007 (R)VPTPDVSVVDLTVR(L) 1496.832
7 064-1801.4479.4479.2 2  6.86 6.86 63.5 2.78e+007 (R)VPTPDVSVVDLTVR(L) 1496.832
Distinct SDuISmtmg:j Total Protein
Group Subgroup Spectra ) % AA Protein Database
#) #) #) Peptides  MS/MS Coverage Spectral MW Accession #
#) Search Intensit (Da)
Score y
14 14.1 5 2 27.69 16 9.19e+007 27641.5 PA_Bse02:2504001159
’ Fwd-Rev SPl Spectrum
# Filename z Score Score (%) Intensity Sequence
1 063-1401.8671.8713.0 3 16.27 8.91 85.3 2.24e+007 (R)GEPAEFPVGSLIPGWVEALQLMPVGSK(W)
2 063-1301.8673.8734.0 3 16.21 8.31 84.7 2.53e+007 (R)GEPAEFPVGSLIPGWVEALQLMPVGSK(W)
3 063-1201.8669.8710.0 3 14.74 5.63 84.0 3.41e+007 (R)GEPAEFPVGSLIPGWVEALQLMPVGSK(W)
4 063-1301.2805.2805.0 2 11.42 11.42 74.3 5.01e+006 (R)GANLAGDEFDSSYER(G)
5 063-1401.8716.8716.0 2  6.37 2.05 92.2 5.10e+006 (R)GEPAEFPVGSLIPGWVEALQLMPVGSK(W)
Distinct SDuISmtmg:j Total Protein
Group Subgroup Spectra ) % AA Protein Database
#) #) #) Peptides  MS/MS Coverage Spectral Mw Accession #
#) Search Intensit (Da)
Score y
15 15.1 8 2 26.69 8 1.40e+008 44282.5 PA_BSC2:2534573496
# Filename z Score FWd-Rev SPI Spectrum Sequence M,\?Hh+d
Score (%) Intensity q ezlga)e
1 067-3001.7840.7843.0 3 18.17 18.17 88.1 1.06e+007 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
2 067-2901.7903.7920.0 3 17.18 17.18 87.8 1.60e+007 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
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PA_Bse08:2503993973 BS08DRAFT_00026510 glyceraldehyde-3-phosphate dehydrogenase, type | [B. setacea BS

Protein Name

PA_Bse02:2504001159 BS02DRAFT_00031400 FKBP-type peptidyl-prolyl cis-trans isomerase./Domain amino term

MH*
Matched
(Da)

2808.465
2808.465
2808.465
1630.699
2808.465

Protein Name

PA_BSC2:2534573496 Bsc2_01181 translation elongation factor 1A (EF-1A/EF-Tu) [Alteromonadacea bacterium Bs:
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3 067-2901.7890.7950.2 2 15.74 10.70 89.3 2.41e+007 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
4 067-2801.7934.7976.2 2 15.70 9.83 88.2 2.55e+007 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
5 067-3001.7851.7887.2 2 14.67 9.62 87.2 1.95e+007 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
6 067-2801.7922.7966.0 3 13.94 13.94 76.7 2.04e+007 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
7 067-2901.7959.7959.2 2 10.12 5.80 76.1 1.52e+007 (R)AIDQPFLMPIEDVFSISGR(G) 2135.085
8 067-3001.2827.2827.0 3 8.52 8.52 76.4 8.94e+006 (R)GITIATSHVEYDSPER(H) 1774.861
Distinct
Group Subgroup Spectra PDe';:ggts S'\L/Jg/mgd % AA PIgtt:iln Pr’\clals\e/m Databgse
#) #) #) ) Search Coverage Isn‘t):r::;rifl (Da) Accession #
Score Y
16 16.1 7 2 26.02 2 3.35e+007 126855.7 PA_Bse02:2504001037
. Fwd-Rev SPl Spectrum MH"
# Filename z Score Score (%) Intensity Sequence Mezg::)ed
1 063-1401.2127.2156.0 3 15.76 10.74 89.4 4.23e+006 (K)NDPDHFSAEGSGAVVR(G) 1657.757
2 063-1301.2148.2155.0 3 15.02 8.89 87.3 3.79e+006 (K)NDPDHFSAEGSGAVVR(G) 1657.757
3 063-1201.2136.2136.0 3 10.94 10.94 81.0 4.37e+006 (K)NDPDHFSAEGSGAVVR(G) 1657.757
4 063-1301.2364.2364.0 2 10.26 5.27 81.1 5.45e+006 (K)TEMQISEDGYTQGR(S) 1614.707
5 063-1201.2369.2369.2 2 9.75 9.75 67.6 5.61e+006 (K)TEMQISEDGYTQGR(S) 1614.707
6 063-1301.2355.2355.2 2  7.93 7.93 73.3 4.99e+006 (K)TEMQISEDGYTQGR(S) 1614.707
7 063-1301.2346.2346.0 2 7.50 7.50 63.5 5.02e+006 (K)TEMQISEDGYTQGR(S) 1614.707
Distinct
Group Subgroup Spectra PDeI[SJES(éts S&gﬂmgd % AA P-:—gtt:iln Pr’a{:lm Database
#) #) #) ) Search Coverage ISpc—:‘ctr_al (Da) Accession #
Score ntensity
17 17.1 2 2 26.00 11 1.94e+007 28847.5 PA_BS12:2189569790
# Fi Fwd-Rev SPl Spectrum MH*
ilename z Score Score (%) Intensity Sequence Mezg::)ed
1 063-1201.2763.2767.2 2 17.53 17.53 90.3 6.45e+006 (K)EGVVVAESGSGLQYK(I) 1522.775
2 063-1401.2742.2742.0 2 8.47 8.47 73.1 1.29e+007 (R)GTTLDGEEFDSSYSR(G) 1663.709
Distinct
Group Subgroup Spectra Eé;::ggg S’\L/Jg/n'\)'gd % AA PIgtt:iln Pr,\(;':/t\a/m Database
#) #) #) ) Search Coverage ISn‘t)gr?;ri?l (Da) Accession #
Score Y
18 18.1 7 1 20.32 8 6.40e+007 35600.6 PA_Bse08:2503994614
# Filename z Score Fvsvgc-)lfeev (SOZ)I Slr?tee(;tgjt? Sequence
1 067-2901.8978.9000.0 3 20.32 10.09 96.0 9.96e+006 (R)IAGGEMLGQDQPIILQMLEISPALEALK(G)
2 067-3001.8920.8920.0 3 15.61 8.00 83.5 6.42e+006 (R)IAGGEMLGQDQPIILQMLEISPALEALK(G)
3 067-2801.9008.9008.0 3 14.77 7.67 85.3 1.56e+007 (R)IAGGEMLGQDQP I ILQMLEISPALEALK(G)
4 067-2801.9003.9003.0 3 14.46 9.33 89.5 1.35e+007 (R)IAGGEMLGQDQPIILQMLEISPALEALK(G)
5 067-3001.8959.8959.0 3 12.55 7.17 77.2 5.64e+006 (R)IAGGEMLGQDQPIILQMLEISPALEALK(G)
6 067-3001.8926.8926.0 3 10.60 3.78 89.5 6.76e+006 (R)IAGGEMLGQDQP I ILQMLEISPALEALK(G)
7 067-2901.8967.8967.0 3  9.26 4.89 83.4 6.09e+006 (R)IAGGEMLGQDQPIILQMLEISPALEALK(G)
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PA_Bse02:2504001037 BS02DRAFT_00030180 TonB-dependent receptor [B. setacea BS02 (Isolate from shipwor

Protein Name

Protein Name

MH*
Matched
(Da)

2978.595
2978.595
2978.595
2978.595
2978.595
2978.595
2978.595

PA_BS12:2189569790 or3098 FKBP-type peptidyl-prolyl cis-trans isomerases 1 [B. setacea BS12] 265 bp

PA_Bse08:2503994614 BSO8DRAFT_00031280 malate dehydrogenase [B. setacea BS08 (Isolate from shipworm gi
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Distinct Total
Distinct Summed ; Protein
Group Subgroup Spectra ) % AA Protein Database h
#) #) #) Peptides  MS/MS Coverage Spectral MW Accession # Protein Name
#) Search Intensit (Da)
Score y
19 19.1 2 2 20.31 10 1.04e+007 43960.4 PA Bse meta comb:2073561917 PA_Bse_meta_comb:2073561917 BaSeMet_00055730 Cellobiohydrolase A (1,4-beta-cellobiosidase A) [I
# Filename z Score Fwd-Rev SPI Spectrum Sequence M’\:th+d
Score (%) Intensity a ?Sa)e
1 061-0501.3207.3207.0 3 11.76 11.76 75.4 5.07e+006 (R)NGWGGANRPSGASSSTDLNTYVDESR(I) 2698.209
2 061-0401.3686.3686.0 2  8.55 8.55 76.2 5.32e+006 (R)IGAIAGPADGDGLGLR(G) 1452.781
Group Subgroup Spectra Distinct SDulsmtmg:j % AA P-ll'-gtt:iln Protein Database
p group  >Sp Peptides MS/MS B Protein Name
#) #) #) Coverage Spectral Accession #
#) Search Intensit (Da)
Score y
20 20.1 2 1 20.24 43 2.07e+007 8413.8 PA_Bse meta comb:2073579231 PA_Bse_meta_comb:2073579231 BaSeMet_00228870 Histones H3 and H4 [Bankia setacea microbiome
# Filename z Score FWd-Rev SPI Spectrum Sequence M'\?Hh+ d
Score (%) Intensity q ezlga)e
066-2401.9615.9623.5 5 20.24 5.36 91.5 2.45e+006 (R)FQSSAVLALQEASEAYLVGLFEDTNLCAIHAK(R) 3438.726

1
2 066-2501.10157.10157.0 3 14.27 14.27 74.1 1.82e+007 (R)FQSSAVLALQEASEAYLVGLFEDTNLCAIHAK(R) 3438.726
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Key to proteins identified by LC/MS/MS:

Identifiers include the name of the genome or metagenome appended in front of the IMG gene
identification number

Bse02-proteins from Bs02 genome
Bse08-proteins from Bs08 genome
BS12-proteins from Bs12 genome

BSC2-proteins from BsC2 genome

Bse_meta_comb-proteins from the metagenome

Subgroups include all proteins identified with the same set of peptides. Only those proteins
identified by at least one unigque peptide in a subgroup were included in the data analysis.





