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1.供试品信息(客户提供)

供试品名称:sfe

供试品批号:--

供试品状态:液体

理论相对分子质量:--

供试品纯度:--　

　.

2.实验目的

随着现代医药工业的发展,出现了大量的蛋白质和多肽类药物分子。因此,对这些蛋白质多肽

类药物分子的相对分子质量的分析成为医药工业质量控制的重要环节。本实验的目的是通过

高分辨的XevoG2-XS QTof (Waters公司)质谱对供试品的相对分子质量进行分析。

　.

3.实验仪器

1) 高分辨质谱仪: XevoG2-XS QTof (Waters公司)

2) 超高效液相色谱:UPLC(Acquity UPLC I-Class) (Waters公司)

　.

　.

　.

　.
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4.材料和试剂

1) FA (06450,Fluka)

2) 乙腈(34851, Sigma)

3) C4柱(ACQUITY UPLC BEH300 C4 1.7um 2.1*50mm)

4) TCEP(646547, Sigma)

5) DTT (161-0611,Bio-Rad)

6) PNGase F (P0705,New England Biolabs)

　.

　.

　.

　.

5.实验方法

1) 样品处理:常规的蛋白或多肽LC-MS上机前需要酸化处理,有些样品按要求也要进行切N糖,

或还原处理。切N糖:取部分供试品用PNGase F切糖12小时。还原:取部分供试品用10mM

DTT或TCEP还原1小时。酸化:取部分供试品用1%FA水稀释并酸化。本实验所用方法为:

酸化

2) 上机分析:供试品采用超高效液相色谱系统进行分离。液相A液为0.1%FA水溶液,B液为

0.1%FA乙腈溶液。色谱柱以A液平衡。供试品由自动进样器上样,再经色谱柱梯度分离,流

速为0.3ml/min,检测波长280nm,柱温80℃。质谱条件:供试品用XevoG2-XS QTof质谱仪进

行质谱分析。分析时长:15min,检测方式:正离子,母离子扫描范围:500-4000m/z。
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3) 数据分析:原始数据由UNIFI(1.8.2,Waters)软件处理,参数设置如下表:

　　　　　　　　　　　　　　　　MaxEnt1 Processing

　　　Peak width model:　　　　　　　　　TOF

　　　TOF Resolution:　　　　　　　　　　10000

　　　Input m/z range:　　　　　　　　 　 800-1800

　　　Output Resolution:　　　　　　　 　 0.25 Daltons

　　　Output range:　　　　　　　　　　　20000-40000

　　　Iterations:　　　　　　　　    　 　 　15

　.

6.实验结果和分析

实验结果:测试供试品sfe的相关图谱如下。

图1供试品的TIC和UV图
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图2供试品的质谱图

图3供试品的相对分子质量

　.
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7.结论

经测试供试品sfe(批:--)的相对分子质量为:24925.00等
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一、实验方案 

1. 实验目的 

通过质谱检测，对 4 个蛋白胶条 N、C 端序列进行分析。 

2. 实验原理简介 

蛋白质是由多个氨基酸组成的分子。目前广泛采用串联质谱(MS/MS)对蛋白质进

行测序鉴定。简而言之，首先用蛋白酶（如胰蛋白酶）对目标蛋白进行酶解以将目标

蛋白切成许多序列未知的多肽片段（长度相同或不同），不同的多肽片段由于氨基酸

组成和氨基酸分子量不同而具有不同的质荷比（m/z)。然后，将多肽片段的混合物上

样到串联质谱中，形成一级质谱，且多肽片段按其质荷比分离。个体多肽片段被进一

步碎裂成碎片离子并检测碎片离子的质荷比，形成二级质谱。将多肽片段的二级质谱

与各种各样序列已知的多肽片段的理论质谱数据库（机器内置）进行匹配，如果某个

序列未知的多肽片段的二级质谱与某个序列己知的多肽片段的二级质谱一致，则该序

列未知的多肽片段的氨基酸序列即与该序列己知的多肽片段的氨基酸序列相同，由此

确定该多肽片段的氨基酸序列。进一步地，用该多肽片段的氨基酸序列与理论目标蛋

白序列进行匹配。 

3. 实验步骤 

（1）样本处理与酶切 

1. 将每个样本（N1、N2、S1、S2）的三个胶条转移至新离心管。 

2. 在每个离心管内加入 400μL 50%乙醇，清洗 10 分钟，将液体移除，重复一次至胶

粒脱色。 

3. 移除液体，加入乙腈脱水至胶粒完全变白，真空抽干乙腈。 

4. 加 10 mM DTT，让胶粒吸收完全，放入 56 度水浴锅内，孵育 1 个小时。 

5. 孵育完毕后，移除多余 DTT 液体，加入 55mM IAM，暗室室温孵育 1 小时。 

6. 孵育完毕后，移除多余 IAM 液体，加入 25mM NH4HCO3清洗 10 分钟，并重复清洗

一次。移除 NH4HCO3，加入脱色液清洗 10 分钟，并重复一次。 

7. 乙腈脱水至胶粒完全变白，真空抽干乙腈。 

8.将每个离心管内的三个胶粒分开，转移至新离心管（每管 1 个胶粒，即 4 个样本共转
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移至 12 个离心管）。 

9. 每个样本的三个胶粒加 50μL 25mM NH4HCO3，再分别加入 0.06μg/μL Trypsin、

Chymotrypsin 和 0.12μg/μL ASP-N 酶，放入 37 度水浴锅，消化过夜。  

10. 过夜后，将液体转移至一个新离心管中。 

11. 在胶粒中加入 50ul 抽提液（50%ACN，50% H2O,0.1%FA)，将抽提液也转移至上述

（步骤 10）离心管中。 

12. 将所有的液体冻干，用 0.1% FA 复溶后进行质谱分析。 

（2）质谱分析 

将 12 个处理后样本，分别上机检测。使用 Q-Exactive 质谱仪检测肽段信号。液相

及质谱检测参数详见表 1.1 和 1.2。 

表 1.1 液相参数设置 

流动相 A：98%H2O，2%CAN，0.1%FA 

B：98%CAN，2%H2O，0.1%FA 

流速              400nL/min 

色谱梯度 

时间 B 相浓度（%） 

0 5 

6 8 

6.5 10 

45 24 

51 40 

54 80 

59 80 

59.9 5 

65 5 
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表 1.2 质谱参数设置 

项目 实验参数 

喷雾电压    2.0 kV 

扫描时间 0-65min 

毛细管加热温度    320℃ 

一级扫描分辨率  70000 

一级质量扫描范围    m/z 350–2000 

二级扫描分辨率   17500 

一级 AGC Target 3e6 

二级 AGC Target 1e5 

一级 Maximum IT 50 ms 

二级 Maximum IT 100 ms 

 

(3) 数据处理 

分析软件：BioPharma Finder 3.2 ，添加修饰列表如下 

数据库：https://www.ncbi.nlm.nih.gov/protein/AAA60113.1 

表 2 搜库参数列表 

项目 实验参数 

固定修饰 Carbamidomethylation(SideChain, C, x16) 

可变修饰 

Acetylation 

Oxidation(MW) 

Deamidation 

Phosphorylation 

 

 

 

 

 

 

 

https://www.ncbi.nlm.nih.gov/protein/AAA60113.1
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二、实验结果 

1. 客户提供的理论序列 

>AAA60113.1 plasminogen [Homo sapiens] 

MEHKEVVLLLLLFLKSGQGEPLDDYVNTQGASLFSVTKKQLGAGSIEECA 

AKCEEDEEFTCRAFQYHSKEQQCVIMAENRKSSIIIRMRDVVLFEKKVYL 

SECKTGNGKNYRGTMSKTKNGITCQKWSSTSPHRPRFSPATHPSEGLEEN 

YCRNPDNDPQGPWCYTTDPEKRYDYCDILECEEECMHCSGENYDGKISKT 

MSGLECQAWDSQSPHAHGYIPSKFPNKNLKKNYCRNPDRELRPWCFTTDP 

NKRWELCDIPRCTTPPPSSGPTYQCLKGTGENYRGNVAVTVSGHTCQHWS 

AQTPHTHNRTPENFPCKNLDENYCRNPDGKRAPWCHTTNSQVRWEYCKIP 

SCDSSPVSTEQLAPTAPPELTPVVQDCYHGDGQSYRGTSSTTTTGKKCQS 

WSSMTPHRHQKTPENYPNAGLTMNYCRNPDADKGPWCFTTDPSVRWEYCN 

LKKCSGTEASVVAPPPVVLLPNVETPSEEDCMFGNGKGYRGKRATTVTGT 

PCQDWAAQEPHRHSIFTPETNPRAGLEKNYCRNPDGDVGGPWCYTTNPRK 

LYDYCDVPQCAAPSFDCGKPQVEPKKCPGRVVGGCVAHPHSWPWQVSLRT 

RFGMHFCGGTLISPEWVLTAAHCLEKSPRPSSYKVILGAHQEVNLEPHVQ 

EIEVSRLFLEPTRKDIALLKLSSPAVITDKVIPACLPSPNYVVADRTECF 

ITGWGETQGTFGAGLLKEAQLPVIENKVCNRYEFLNGRVQSTELCAGHLA 

GGTDSCQGDSGGPLVCFEKDKYILQGVTSWGLGCARPNKPGVYVRVSRFV 

TWIEGVMRNN 
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2. 序列覆盖结果               

样本 N1、N2、S1、S2，在 Trypsin、Chymotrypsin 和 ASP-N 酶切条件下的综合序列覆

盖度如图 1-4 所示（标亮代表检测到匹配的氨基酸），单一酶切条件下的序列覆盖图见

附图 1-12。 

MEHKEVVLLLLLFLKSGQGEPLDDYVNTQGASLFSVTKKQLGAGSIEECA 

AKCEEDEEFTCRAFQYHSKEQQCVIMAENRKSSIIIRMRDVVLFEKKVYL 

SECKTGNGKNYRGTMSKTKNGITCQKWSSTSPHRPRFSPATHPSEGLEEN 

YCRNPDNDPQGPWCYTTDPEKRYDYCDILECEEECMHCSGENYDGKISKT 

MSGLECQAWDSQSPHAHGYIPSKFPNKNLKKNYCRNPDRELRPWCFTTDP 

NKRWELCDIPRCTTPPPSSGPTYQCLKGTGENYRGNVAVTVSGHTCQHWS 

AQTPHTHNRTPENFPCKNLDENYCRNPDGKRAPWCHTTNSQVRWEYCKIP 

SCDSSPVSTEQLAPTAPPELTPVVQDCYHGDGQSYRGTSSTTTTGKKCQS 

WSSMTPHRHQKTPENYPNAGLTMNYCRNPDADKGPWCFTTDPSVRWEYCN 

LKKCSGTEASVVAPPPVVLLPNVETPSEEDCMFGNGKGYRGKRATTVTGT 

PCQDWAAQEPHRHSIFTPETNPRAGLEKNYCRNPDGDVGGPWCYTTNPRK 

LYDYCDVPQCAAPSFDCGKPQVEPKKCPGRVVGGCVAHPHSWPWQVSLRT 

RFGMHFCGGTLISPEWVLTAAHCLEKSPRPSSYKVILGAHQEVNLEPHVQ 

EIEVSRLFLEPTRKDIALLKLSSPAVITDKVIPACLPSPNYVVADRTECF 

ITGWGETQGTFGAGLLKEAQLPVIENKVCNRYEFLNGRVQSTELCAGHLA 

GGTDSCQGDSGGPLVCFEKDKYILQGVTSWGLGCARPNKPGVYVRVSRFV 

TWIEGVMRNN 

图 1  样本 N1 的三种酶切综合序列覆盖度 
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MEHKEVVLLLLLFLKSGQGEPLDDYVNTQGASLFSVTKKQLGAGSIEECA 

AKCEEDEEFTCRAFQYHSKEQQCVIMAENRKSSIIIRMRDVVLFEKKVYL 

SECKTGNGKNYRGTMSKTKNGITCQKWSSTSPHRPRFSPATHPSEGLEEN 

YCRNPDNDPQGPWCYTTDPEKRYDYCDILECEEECMHCSGENYDGKISKT 

MSGLECQAWDSQSPHAHGYIPSKFPNKNLKKNYCRNPDRELRPWCFTTDP 

NKRWELCDIPRCTTPPPSSGPTYQCLKGTGENYRGNVAVTVSGHTCQHWS 

AQTPHTHNRTPENFPCKNLDENYCRNPDGKRAPWCHTTNSQVRWEYCKIP 

SCDSSPVSTEQLAPTAPPELTPVVQDCYHGDGQSYRGTSSTTTTGKKCQS 

WSSMTPHRHQKTPENYPNAGLTMNYCRNPDADKGPWCFTTDPSVRWEYCN 

LKKCSGTEASVVAPPPVVLLPNVETPSEEDCMFGNGKGYRGKRATTVTGT 

PCQDWAAQEPHRHSIFTPETNPRAGLEKNYCRNPDGDVGGPWCYTTNPRK 

LYDYCDVPQCAAPSFDCGKPQVEPKKCPGRVVGGCVAHPHSWPWQVSLRT 

RFGMHFCGGTLISPEWVLTAAHCLEKSPRPSSYKVILGAHQEVNLEPHVQ 

EIEVSRLFLEPTRKDIALLKLSSPAVITDKVIPACLPSPNYVVADRTECF 

ITGWGETQGTFGAGLLKEAQLPVIENKVCNRYEFLNGRVQSTELCAGHLA 

GGTDSCQGDSGGPLVCFEKDKYILQGVTSWGLGCARPNKPGVYVRVSRFV 

TWIEGVMRNN 

图 2  样本 N2 的三种酶切综合序列覆盖度 
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MEHKEVVLLLLLFLKSGQGEPLDDYVNTQGASLFSVTKKQLGAGSIEECA 

AKCEEDEEFTCRAFQYHSKEQQCVIMAENRKSSIIIRMRDVVLFEKKVYL 

SECKTGNGKNYRGTMSKTKNGITCQKWSSTSPHRPRFSPATHPSEGLEEN 

YCRNPDNDPQGPWCYTTDPEKRYDYCDILECEEECMHCSGENYDGKISKT 

MSGLECQAWDSQSPHAHGYIPSKFPNKNLKKNYCRNPDRELRPWCFTTDP 

NKRWELCDIPRCTTPPPSSGPTYQCLKGTGENYRGNVAVTVSGHTCQHWS 

AQTPHTHNRTPENFPCKNLDENYCRNPDGKRAPWCHTTNSQVRWEYCKIP 

SCDSSPVSTEQLAPTAPPELTPVVQDCYHGDGQSYRGTSSTTTTGKKCQS 

WSSMTPHRHQKTPENYPNAGLTMNYCRNPDADKGPWCFTTDPSVRWEYCN 

LKKCSGTEASVVAPPPVVLLPNVETPSEEDCMFGNGKGYRGKRATTVTGT 

PCQDWAAQEPHRHSIFTPETNPRAGLEKNYCRNPDGDVGGPWCYTTNPRK 

LYDYCDVPQCAAPSFDCGKPQVEPKKCPGRVVGGCVAHPHSWPWQVSLRT 

RFGMHFCGGTLISPEWVLTAAHCLEKSPRPSSYKVILGAHQEVNLEPHVQ 

EIEVSRLFLEPTRKDIALLKLSSPAVITDKVIPACLPSPNYVVADRTECF 

ITGWGETQGTFGAGLLKEAQLPVIENKVCNRYEFLNGRVQSTELCAGHLA 

GGTDSCQGDSGGPLVCFEKDKYILQGVTSWGLGCARPNKPGVYVRVSRFV 

TWIEGVMRNN 

图 3  样本 S1 的三种酶切综合序列覆盖度 
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MEHKEVVLLLLLFLKSGQGEPLDDYVNTQGASLFSVTKKQLGAGSIEECA 

AKCEEDEEFTCRAFQYHSKEQQCVIMAENRKSSIIIRMRDVVLFEKKVYL 

SECKTGNGKNYRGTMSKTKNGITCQKWSSTSPHRPRFSPATHPSEGLEEN 

YCRNPDNDPQGPWCYTTDPEKRYDYCDILECEEECMHCSGENYDGKISKT 

MSGLECQAWDSQSPHAHGYIPSKFPNKNLKKNYCRNPDRELRPWCFTTDP 

NKRWELCDIPRCTTPPPSSGPTYQCLKGTGENYRGNVAVTVSGHTCQHWS 

AQTPHTHNRTPENFPCKNLDENYCRNPDGKRAPWCHTTNSQVRWEYCKIP 

SCDSSPVSTEQLAPTAPPELTPVVQDCYHGDGQSYRGTSSTTTTGKKCQS 

WSSMTPHRHQKTPENYPNAGLTMNYCRNPDADKGPWCFTTDPSVRWEYCN 

LKKCSGTEASVVAPPPVVLLPNVETPSEEDCMFGNGKGYRGKRATTVTGT 

PCQDWAAQEPHRHSIFTPETNPRAGLEKNYCRNPDGDVGGPWCYTTNPRK 

LYDYCDVPQCAAPSFDCGKPQVEPKKCPGRVVGGCVAHPHSWPWQVSLRT 

RFGMHFCGGTLISPEWVLTAAHCLEKSPRPSSYKVILGAHQEVNLEPHVQ 

EIEVSRLFLEPTRKDIALLKLSSPAVITDKVIPACLPSPNYVVADRTECF 

ITGWGETQGTFGAGLLKEAQLPVIENKVCNRYEFLNGRVQSTELCAGHLA 

GGTDSCQGDSGGPLVCFEKDKYILQGVTSWGLGCARPNKPGVYVRVSRFV 

TWIEGVMRNN 

图 4  样本 S2 的三种酶切综合序列覆盖度 

 

 

 

 

 

 

 

 

 



 

 

 

9 

 

附图 

 

图 1  样本 N1 在 Trypsin 酶切时的序列覆盖度 
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图 2  样本 N1 在 Chymotrypsin 酶切时的序列覆盖度 
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图 3  样本 N1 在 ASP-N 酶切时的序列覆盖度 
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图 4  样本 N2 在 Trypsin 酶切时的序列覆盖度 
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图 5  样本 N2 在 Chymotrypsin 酶切时的序列覆盖度 
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图 6  样本 N2 在 ASP-N 酶切时的序列覆盖度 
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图 7  样本 S1 在 Trypsin 酶切时的序列覆盖度 
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图 8  样本 S1 在 Chymotrypsin 酶切时的序列覆盖度 
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图 9  样本 S1 在 ASP-N 酶切时的序列覆盖度 
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图 10  样本 S2 在 Trypsin 酶切时的序列覆盖度 
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图 11  样本 S2 在 Chymotrypsin 酶切时的序列覆盖度 
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图 12  样本 S2 在 ASP-N 酶切时的序列覆盖度 
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Full wwPDB X-ray Structure Validation Report i○

Jan 27, 2023 – 03:46 PM JST

PDB ID : 8HZP
Title : Crystal structure of snFPITE-n1

Deposited on : 2023-01-09
Resolution : 1.99 Å(reported)

This wwPDB validation report is for manuscript review

This is a Full wwPDB X-ray Structure Validation Report.

This report is produced by the wwPDB biocuration pipeline after annotation of the structure.

We welcome your comments at validation@mail.wwpdb.org
A user guide is available at

https://www.wwpdb.org/validation/2017/XrayValidationReportHelp
with specific help available everywhere you see the i○ symbol.

The types of validation reports are described at
http://www.wwpdb.org/validation/2017/FAQs#types.

The following versions of software and data (see references i○) were used in the production of this report:

MolProbity : 4.02b-467
Mogul : 1.8.5 (274361), CSD as541be (2020)

Xtriage (Phenix) : 1.13
EDS : 2.31.3

buster-report : 1.1.7 (2018)
Percentile statistics : 20191225.v01 (using entries in the PDB archive December 25th 2019)

Refmac : 5.8.0158
CCP4 : 7.0.044 (Gargrove)

Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)F
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1 Overall quality at a glance i○

The following experimental techniques were used to determine the structure:
X-RAY DIFFRACTION

The reported resolution of this entry is 1.99 Å.

Percentile scores (ranging between 0-100) for global validation metrics of the entry are shown in
the following graphic. The table shows the number of entries on which the scores are based.

Metric Whole archive
(#Entries)

Similar resolution
(#Entries, resolution range(Å))

Rfree 130704 11647 (2.00-1.96)
Clashscore 141614 1014 (1.98-1.98)

Ramachandran outliers 138981 1006 (1.98-1.98)
Sidechain outliers 138945 1006 (1.98-1.98)
RSRZ outliers 127900 11410 (2.00-1.96)

The table below summarises the geometric issues observed across the polymeric chains and their
fit to the electron density. The red, orange, yellow and green segments of the lower bar indicate
the fraction of residues that contain outliers for >=3, 2, 1 and 0 types of geometric quality
criteria respectively. A grey segment represents the fraction of residues that are not modelled.
The numeric value for each fraction is indicated below the corresponding segment, with a dot
representing fractions <=5% The upper red bar (where present) indicates the fraction of residues
that have poor fit to the electron density. The numeric value is given above the bar.

Mol Chain Length Quality of chain

1 A 239

Validation Pipeline (wwPDB-VP) : 2.31.3

https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#overall_quality
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2 Entry composition i○

There are 4 unique types of molecules in this entry. The entry contains 2002 atoms, of which 0
are hydrogens and 0 are deuteriums.

In the tables below, the ZeroOcc column contains the number of atoms modelled with zero occu-
pancy, the AltConf column contains the number of residues with at least one atom in alternate
conformation and the Trace column contains the number of residues modelled with at most 2
atoms.

• Molecule 1 is a protein called snFPITE-n1.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

1 A 239 Total C N O S
1749 1078 313 346 12 0 0 0

• Molecule 2 is SULFATE ION (three-letter code: SO4) (formula: O4S) (labeled as "Ligand
of Interest" by depositor).

Mol Chain Residues Atoms ZeroOcc AltConf

2 A 1 Total O S
5 4 1 0 0

• Molecule 3 is phenylmethanesulfonic acid (three-letter code: PMS) (formula: C7H8O3S)
(labeled as "Ligand of Interest" by depositor).

https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#entry_composition
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Mol Chain Residues Atoms ZeroOcc AltConf

3 A 1 Total C O S
10 7 2 1 0 0

• Molecule 4 is water.

Mol Chain Residues Atoms ZeroOcc AltConf

4 A 238 Total O
238 238 0 0
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3 Residue-property plots i○

These plots are drawn for all protein, RNA, DNA and oligosaccharide chains in the entry. The
first graphic for a chain summarises the proportions of the various outlier classes displayed in the
second graphic. The second graphic shows the sequence view annotated by issues in geometry and
electron density. Residues are color-coded according to the number of geometric quality criteria
for which they contain at least one outlier: green = 0, yellow = 1, orange = 2 and red = 3 or more.
A red dot above a residue indicates a poor fit to the electron density (RSRZ > 2). Stretches of 2
or more consecutive residues without any outlier are shown as a green connector. Residues present
in the sample, but not in the model, are shown in grey.

• Molecule 1: snFPITE-n1

Chain A:

I1 L1
6

A2
3
•

Y2
6
•

A3
1

L3
4

L4
0

V6
0

L6
1

P6
2

H7
8

D8
2

P8
9

L1
27

W1
30

I1
40

Y1
46

V1
75

S1
89

T2
07

D2
21

W2
35

N2
39

https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#residue_plots
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4 Data and refinement statistics i○

Property Value Source
Space group P 21 2 21 Depositor
Cell constants
a, b, c, α, β, γ

40.31Å 43.73Å 121.59Å
90.00◦ 90.00◦ 90.00◦ Depositor

Resolution (Å) 38.27 – 1.99
38.27 – 1.99

Depositor
EDS

% Data completeness
(in resolution range)

99.0 (38.27-1.99)
99.0 (38.27-1.99)

Depositor
EDS

Rmerge 0.02 Depositor
Rsym (Not available) Depositor

< I/σ(I) > 1 14.94 (at 1.98Å) Xtriage
Refinement program PHENIX 1.14_3260 Depositor

R, Rfree
0.156 , 0.205
0.157 , 0.205

Depositor
DCC

Rfree test set 727 reflections (4.75%) wwPDB-VP
Wilson B-factor (Å2) 24.4 Xtriage

Anisotropy 0.082 Xtriage
Bulk solvent ksol(e/Å3), Bsol(Å2) 0.36 , 45.4 EDS

L-test for twinning2 < |L| > = 0.48, < L2 > = 0.31 Xtriage
Estimated twinning fraction No twinning to report. Xtriage

Fo,Fc correlation 0.96 EDS
Total number of atoms 2002 wwPDB-VP

Average B, all atoms (Å2) 24.0 wwPDB-VP

Xtriage’s analysis on translational NCS is as follows: The largest off-origin peak in the Patterson
function is 6.75% of the height of the origin peak. No significant pseudotranslation is detected.

1Intensities estimated from amplitudes.
2Theoretical values of < |L| >, < L2 > for acentric reflections are 0.5, 0.333 respectively for untwinned datasets,

and 0.375, 0.2 for perfectly twinned datasets.

https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#data_stats
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5 Model quality i○

5.1 Standard geometry i○

Bond lengths and bond angles in the following residue types are not validated in this section: SO4,
PMS

The Z score for a bond length (or angle) is the number of standard deviations the observed value
is removed from the expected value. A bond length (or angle) with |Z| > 5 is considered an
outlier worth inspection. RMSZ is the root-mean-square of all Z scores of the bond lengths (or
angles).

Mol Chain Bond lengths Bond angles
RMSZ #|Z| >5 RMSZ #|Z| >5

1 A 0.25 0/1790 0.46 0/2443

There are no bond length outliers.

There are no bond angle outliers.

There are no chirality outliers.

There are no planarity outliers.

5.2 Too-close contacts i○

In the following table, the Non-H and H(model) columns list the number of non-hydrogen atoms
and hydrogen atoms in the chain respectively. The H(added) column lists the number of hydrogen
atoms added and optimized by MolProbity. The Clashes column lists the number of clashes within
the asymmetric unit, whereas Symm-Clashes lists symmetry-related clashes.

Mol Chain Non-H H(model) H(added) Clashes Symm-Clashes
1 A 1749 0 1631 9 0
2 A 5 0 0 0 0
3 A 10 0 7 0 0
4 A 238 0 0 0 0
All All 2002 0 1638 9 0

The all-atom clashscore is defined as the number of clashes found per 1000 atoms (including
hydrogen atoms). The all-atom clashscore for this structure is 3.

All (9) close contacts within the same asymmetric unit are listed below, sorted by their clash
magnitude.

https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#model_quality
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#standard_geometry
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#close_contacts
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Atom-1 Atom-2 Interatomic
distance (Å)

Clash
overlap (Å)

1:A:189:SER:HA 1:A:207:THR:HB 1.83 0.60
1:A:16:LEU:HB2 1:A:31:ALA:HB3 1.92 0.50
1:A:82:ASP:HB3 1:A:89:PRO:HD2 1.94 0.48
1:A:60:VAL:HG12 1:A:62:PRO:HD2 1.95 0.47
1:A:130:TRP:O 1:A:140:ILE:HB 2.19 0.42

1:A:34:LEU:HD11 1:A:40:LEU:HB2 2.01 0.41
1:A:78:HIS:HA 1:A:235:TRP:CZ2 2.56 0.41

1:A:127:LEU:HD21 1:A:175:VAL:HG21 2.02 0.41
1:A:127:LEU:O 1:A:146:TYR:HA 2.20 0.41

There are no symmetry-related clashes.

5.3 Torsion angles i○

5.3.1 Protein backbone i○

In the following table, the Percentiles column shows the percent Ramachandran outliers of the
chain as a percentile score with respect to all X-ray entries followed by that with respect to entries
of similar resolution.

The Analysed column shows the number of residues for which the backbone conformation was
analysed, and the total number of residues.

Mol Chain Analysed Favoured Allowed Outliers Percentiles

1 A 237/239 (99%) 230 (97%) 7 (3%) 0 100 100

There are no Ramachandran outliers to report.

5.3.2 Protein sidechains i○

In the following table, the Percentiles column shows the percent sidechain outliers of the chain as a
percentile score with respect to all X-ray entries followed by that with respect to entries of similar
resolution.

The Analysed column shows the number of residues for which the sidechain conformation was
analysed, and the total number of residues.

Mol Chain Analysed Rotameric Outliers Percentiles

1 A 177/177 (100%) 176 (99%) 1 (1%) 86 85

All (1) residues with a non-rotameric sidechain are listed below:

https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#torsion_angles
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#protein_backbone
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#protein_sidechains
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Mol Chain Res Type
1 A 221 ASP

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. There are
no such sidechains identified.

5.3.3 RNA i○

There are no RNA molecules in this entry.

5.4 Non-standard residues in protein, DNA, RNA chains i○

There are no non-standard protein/DNA/RNA residues in this entry.

5.5 Carbohydrates i○

There are no monosaccharides in this entry.

5.6 Ligand geometry i○

2 ligands are modelled in this entry.

In the following table, the Counts columns list the number of bonds (or angles) for which Mogul
statistics could be retrieved, the number of bonds (or angles) that are observed in the model and
the number of bonds (or angles) that are defined in the Chemical Component Dictionary. The
Link column lists molecule types, if any, to which the group is linked. The Z score for a bond
length (or angle) is the number of standard deviations the observed value is removed from the
expected value. A bond length (or angle) with |Z| > 2 is considered an outlier worth inspection.
RMSZ is the root-mean-square of all Z scores of the bond lengths (or angles).

Mol Type Chain Res Link Bond lengths Bond angles
Counts RMSZ #|Z| > 2 Counts RMSZ #|Z| > 2

3 PMS A 302 1 7,10,11 0.73 0 11,12,15 1.92 2 (18%)
2 SO4 A 301 - 4,4,4 0.14 0 6,6,6 0.06 0

In the following table, the Chirals column lists the number of chiral outliers, the number of chiral
centers analysed, the number of these observed in the model and the number defined in the
Chemical Component Dictionary. Similar counts are reported in the Torsion and Rings columns.
’-’ means no outliers of that kind were identified.

Mol Type Chain Res Link Chirals Torsions Rings
3 PMS A 302 1 - 0/4/4/5 0/1/1/1

https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#rna
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#nonstandard_residues_and_ligands
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There are no bond length outliers.

All (2) bond angle outliers are listed below:

Mol Chain Res Type Atoms Z Observed(o) Ideal(o)
3 A 302 PMS O1S-S-C 4.70 113.18 105.56
3 A 302 PMS O2S-S-C 4.00 112.04 105.56

There are no chirality outliers.

There are no torsion outliers.

There are no ring outliers.

No monomer is involved in short contacts.

The following is a two-dimensional graphical depiction of Mogul quality analysis of bond lengths,
bond angles, torsion angles, and ring geometry for all instances of the Ligand of Interest. In
addition, ligands with molecular weight > 250 and outliers as shown on the validation Tables will
also be included. For torsion angles, if less then 5% of the Mogul distribution of torsion angles is
within 10 degrees of the torsion angle in question, then that torsion angle is considered an outlier.
Any bond that is central to one or more torsion angles identified as an outlier by Mogul will be
highlighted in the graph. For rings, the root-mean-square deviation (RMSD) between the ring
in question and similar rings identified by Mogul is calculated over all ring torsion angles. If the
average RMSD is greater than 60 degrees and the minimal RMSD between the ring in question and
any Mogul-identified rings is also greater than 60 degrees, then that ring is considered an outlier.
The outliers are highlighted in purple. The color gray indicates Mogul did not find sufficient
equivalents in the CSD to analyse the geometry.

Ligand PMS A 302

Bond lengths Bond angles

Torsions Rings
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Ligand SO4 A 301

Bond lengths Bond angles

Torsions Rings

5.7 Other polymers i○

There are no such residues in this entry.

5.8 Polymer linkage issues i○

There are no chain breaks in this entry.

https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#polymer_linkage
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6 Fit of model and data i○

6.1 Protein, DNA and RNA chains i○

In the following table, the column labelled ‘#RSRZ> 2’ contains the number (and percentage)
of RSRZ outliers, followed by percent RSRZ outliers for the chain as percentile scores relative to
all X-ray entries and entries of similar resolution. The OWAB column contains the minimum,
median, 95th percentile and maximum values of the occupancy-weighted average B-factor per
residue. The column labelled ‘Q< 0.9’ lists the number of (and percentage) of residues with an
average occupancy less than 0.9.

Mol Chain Analysed <RSRZ> #RSRZ>2 OWAB(Å2) Q<0.9

1 A 239/239 (100%) -0.10 2 (0%) 86 87 17, 22, 30, 44 0

All (2) RSRZ outliers are listed below:

Mol Chain Res Type RSRZ
1 A 23 ALA 2.5
1 A 26 TYR 2.3

6.2 Non-standard residues in protein, DNA, RNA chains i○

There are no non-standard protein/DNA/RNA residues in this entry.

6.3 Carbohydrates i○

There are no monosaccharides in this entry.

6.4 Ligands i○

In the following table, the Atoms column lists the number of modelled atoms in the group and the
number defined in the chemical component dictionary. The B-factors column lists the minimum,
median, 95th percentile and maximum values of B factors of atoms in the group. The column
labelled ‘Q< 0.9’ lists the number of atoms with occupancy less than 0.9.

Mol Type Chain Res Atoms RSCC RSR B-factors(Å2) Q<0.9
3 PMS A 302 10/11 0.95 0.12 40,45,52,53 0
2 SO4 A 301 5/5 0.98 0.10 32,36,38,41 0

The following is a graphical depiction of the model fit to experimental electron density of all
instances of the Ligand of Interest. In addition, ligands with molecular weight > 250 and outliers
as shown on the geometry validation Tables will also be included. Each fit is shown from different

https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_model_data
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_protein_na_chains
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_nonstandard_and_ligands
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_nonstandard_and_ligands
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_nonstandard_and_ligands
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orientation to approximate a three-dimensional view.

Electron density around PMS A 302:

2mFo-DFc (at 0.7 rmsd) in gray
mFo-DFc (at 3 rmsd) in purple (negative)

and green (positive)
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Electron density around SO4 A 301:

2mFo-DFc (at 0.7 rmsd) in gray
mFo-DFc (at 3 rmsd) in purple (negative)

and green (positive)

6.5 Other polymers i○

There are no such residues in this entry.

https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_nonstandard_and_ligands
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1.供试品信息(客户提供)

供试品名称:SFEpeak4

供试品批号:-

供试品状态:液体

物种信息:自建库

理论序列:-

2.实验目的

在生物医药领域,作为药物的蛋白质多肽分子首先要进行定性的分析工作。鉴定工作有两种思

路,其一是使用免疫学的方法进行定性分析,第二种就是使用质谱技术进行定性分析。质谱技

术定性鉴定分析,拥有开发周期短,精确度高,信息完整等优点。但是由于技术和方法的局限,在

生物医药领域的应用在最近几年才进入高速发展阶段。

最近十几年来,基于生物质谱技术的蛋白质多肽分子鉴定技术有了长足的进步。其中尤其是

orbitrap原理的质谱设备的逐渐成熟,使鉴定分析变得更迅速和准确。本实验使用的QE质谱仪,

使用串联质谱技术对蛋白质多肽分子进行鉴定分析工作。串联质谱法是近些年发展起来的一

种多肽序列分析手段,它主要指生物质谱通过碰撞诱导解离( collision2induced dissociation ,

CID) 或源后衰变(post source decay , PSD)等过程产生一系列碎片离子(如酰胺键断裂产生的b

离子和y离子等) ,并通过对这些碎片离子的解析,得到待测多肽分子的氨基酸序列信息。得到

的质谱数据既可以通过仪器提供的软件解析,也可以进行手工解析,这种方法尤其适用于肽混

合物和N 末端封闭的多肽序列分析,具有灵敏度高(pmol 级甚至更低) 、结果准确、易于操作

和分析快速等优点。本实验中使用的QE质谱仪,使用HCD(Higher-energy collisional

dissociation)原理获得串联质谱图,效率高、图谱质量好,能够更容易的使用软件进行解析。
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在本实验中,采用的方法是,使用蛋白质内切酶(一般是Trypsin)对蛋白质多肽样品进行酶解,然

后使用LCMSMS(nanoLC-QE)对酶解后的样品进行分析。最后使用MASCOT等质谱匹配软件

对LCMSMS数据进行分析,获得目标蛋白质多肽分子的定性鉴定信息。

3.实验仪器

1) Q Exactive (Thermo Fisher)

2) Easy-nLC 1000(Thermo Fisher)

4.材料和试剂

1) Guanidine (Sigma)

2) Urea (Bio-Rad)

3) Tris-base (Bio-Rad)

4) DTT (Bio-Rad)

5) IAA (Sigma)

6) Zeba Spin column (Pierce)

7) Trypsin(Promega)

8) Chymotrypsin(Sigma)

9) Glu-C(Wako)

10) LysC(Wako)

　.

5.实验原理和方法

报告编号: R201901676
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a)实验原理

1) 电喷雾质谱(ESI)是利用高电场使质谱进样端的毛细管柱流出的液滴带电,在氮气气流的作

用下,液滴溶剂蒸发,表面积缩小,表面电荷密度不断增加,直至产生的库仑力与液滴表面张

力达到雷利极限,液滴爆裂为带电的子液滴,这一过程不断重复使最终的液滴非常细小呈喷

雾状,这时液滴表面的电场非常强大,使分析物离子化并以带单电荷或多电荷的离子形式进

入质量分析器。

　.

b)实验方法

1) 供试品酶解:

 供试品经过还原和烷基化处理后,加入Trypsin(质量比1:50),在37℃条件下酶解20小时。酶

解产物脱盐后冻干,复溶于0.1%FA溶液中,-20℃保存待用。

2) 质谱分析:

 A液为0.1%甲酸的水溶液,B液为0.1%甲酸的乙腈水溶液(乙腈为84%)。色谱柱以95%的A

液平衡后,样品由自动进样器上样至Trap柱。0.5H梯度

3) 质谱数据采集:

多肽和多肽的碎片的质量电荷比按照下列方法采集:每次全扫描(full scan)后采集20个碎片

图谱(MS2 scan)。

4) 数据分析:

质谱测试原始文件(raw file)用Mascot2.2软件检索相应的数据库,最后得到鉴定的蛋白质结

报告编号: R201901676
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果。搜库参数如下:

表1  数据库检索参数表

Enzyme ： Trypsin

Database： zjk_89_20191226.fasta

Fixed modifications： Carbamidomethyl (C)

Variable modifications： Oxidation (M)

Missed Cleavage： 2

Peptide Mass Tolerance： 20ppm

Fragment Mass Tolerance： 0.1 Da

Filter by score >=20

6.附件(电子版)

附件1  :供试品的basepeak图(.PDF)

附件2  :供试品蛋白质鉴定列表 (.Excel)

7.结论

综上所述,供试品SFEpeak4(批号:-)鉴定的结果如下:2sequence等。

报告编号: R201901676
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Full wwPDB X-ray Structure Validation Report i○

Jan 27, 2023 – 04:18 PM JST

PDB ID : 8HZO
Title : Crystal structure of snFPITE-n2

Deposited on : 2023-01-09
Resolution : 1.50 Å(reported)

This wwPDB validation report is for manuscript review

This is a Full wwPDB X-ray Structure Validation Report.

This report is produced by the wwPDB biocuration pipeline after annotation of the structure.

We welcome your comments at validation@mail.wwpdb.org
A user guide is available at

https://www.wwpdb.org/validation/2017/XrayValidationReportHelp
with specific help available everywhere you see the i○ symbol.

The types of validation reports are described at
http://www.wwpdb.org/validation/2017/FAQs#types.
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1 Overall quality at a glance i○

The following experimental techniques were used to determine the structure:
X-RAY DIFFRACTION

The reported resolution of this entry is 1.50 Å.

Percentile scores (ranging between 0-100) for global validation metrics of the entry are shown in
the following graphic. The table shows the number of entries on which the scores are based.

Metric Whole archive
(#Entries)

Similar resolution
(#Entries, resolution range(Å))

Rfree 130704 2936 (1.50-1.50)
Clashscore 141614 3144 (1.50-1.50)

Ramachandran outliers 138981 3066 (1.50-1.50)
Sidechain outliers 138945 3064 (1.50-1.50)
RSRZ outliers 127900 2884 (1.50-1.50)

The table below summarises the geometric issues observed across the polymeric chains and their
fit to the electron density. The red, orange, yellow and green segments of the lower bar indicate
the fraction of residues that contain outliers for >=3, 2, 1 and 0 types of geometric quality
criteria respectively. A grey segment represents the fraction of residues that are not modelled.
The numeric value for each fraction is indicated below the corresponding segment, with a dot
representing fractions <=5% The upper red bar (where present) indicates the fraction of residues
that have poor fit to the electron density. The numeric value is given above the bar.

Mol Chain Length Quality of chain

1 A 239

2 B 239

Validation Pipeline (wwPDB-VP) : 2.31.3

https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#overall_quality
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2 Entry composition i○

There are 7 unique types of molecules in this entry. The entry contains 4045 atoms, of which 0
are hydrogens and 0 are deuteriums.

In the tables below, the ZeroOcc column contains the number of atoms modelled with zero occu-
pancy, the AltConf column contains the number of residues with at least one atom in alternate
conformation and the Trace column contains the number of residues modelled with at most 2
atoms.

• Molecule 1 is a protein called snFPITE-n2 molecule A.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

1 A 239 Total C N O S
1768 1100 309 345 14 0 2 0

• Molecule 2 is a protein called snFPITE-n2 molecule B.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

2 B 239 Total C N O S
1752 1080 313 346 13 0 1 0

• Molecule 3 is phenylmethanesulfonic acid (three-letter code: PMS) (formula: C7H8O3S)
(labeled as "Ligand of Interest" by depositor).

Mol Chain Residues Atoms ZeroOcc AltConf

3 A 1 Total C O S
10 7 2 1 0 0

3 B 1 Total C O S
10 7 2 1 0 0

https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#entry_composition
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• Molecule 4 is SULFATE ION (three-letter code: SO4) (formula: O4S) (labeled as "Ligand
of Interest" by depositor).

Mol Chain Residues Atoms ZeroOcc AltConf

4 A 1 Total O S
5 4 1 0 0

4 A 1 Total O S
5 4 1 0 0

4 B 1 Total O S
5 4 1 0 0

4 B 1 Total O S
5 4 1 0 0

• Molecule 5 is GLYCEROL (three-letter code: GOL) (formula: C3H8O3) (labeled as "Ligand
of Interest" by depositor).
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Mol Chain Residues Atoms ZeroOcc AltConf

5 A 1 Total C O
6 3 3 0 0

5 A 1 Total C O
6 3 3 0 0

5 A 1 Total C O
6 3 3 0 0

5 B 1 Total C O
6 3 3 0 0

• Molecule 6 is PENTAETHYLENE GLYCOL (three-letter code: 1PE) (formula: C10H22O6)
(labeled as "Ligand of Interest" by depositor).
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Mol Chain Residues Atoms ZeroOcc AltConf

6 B 1 Total C O
16 10 6 0 0

• Molecule 7 is water.

Mol Chain Residues Atoms ZeroOcc AltConf

7 A 257 Total O
257 257 0 0

7 B 188 Total O
188 188 0 0
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3 Residue-property plots i○

These plots are drawn for all protein, RNA, DNA and oligosaccharide chains in the entry. The
first graphic for a chain summarises the proportions of the various outlier classes displayed in the
second graphic. The second graphic shows the sequence view annotated by issues in geometry and
electron density. Residues are color-coded according to the number of geometric quality criteria
for which they contain at least one outlier: green = 0, yellow = 1, orange = 2 and red = 3 or more.
A red dot above a residue indicates a poor fit to the electron density (RSRZ > 2). Stretches of 2
or more consecutive residues without any outlier are shown as a green connector. Residues present
in the sample, but not in the model, are shown in grey.

• Molecule 1: snFPITE-n2 molecule A

Chain A:

I1 M1
1

V7
3

T7
4

V7
5

L8
6

M9
5

E9
8

G1
05

V1
14

L1
34

G1
35

A1
36

T1
50

C1
57

P1
62

F1
67

V1
68

C1
74

S1
89

T2
07

Y2
22

N2
39

• Molecule 2: snFPITE-n2 molecule B

Chain B:

I1 A2
3
•

I8
8

A9
6

T9
9
•

W1
30

I1
40

C1
74

S1
89

T2
07

S2
17

C2
18

N2
39

https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#residue_plots
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4 Data and refinement statistics i○

Property Value Source
Space group P 21 21 21 Depositor
Cell constants
a, b, c, α, β, γ

39.26Å 59.74Å 193.70Å
90.00◦ 90.00◦ 90.00◦ Depositor

Resolution (Å) 96.85 – 1.50
96.85 – 1.50

Depositor
EDS

% Data completeness
(in resolution range)

96.0 (96.85-1.50)
96.0 (96.85-1.50)

Depositor
EDS

Rmerge 0.08 Depositor
Rsym (Not available) Depositor

< I/σ(I) > 1 2.66 (at 1.50Å) Xtriage
Refinement program PHENIX 1.16_3549 Depositor

R, Rfree
0.163 , 0.186
0.163 , 0.186

Depositor
DCC

Rfree test set 3435 reflections (4.82%) wwPDB-VP
Wilson B-factor (Å2) 15.1 Xtriage

Anisotropy 0.577 Xtriage
Bulk solvent ksol(e/Å3), Bsol(Å2) 0.39 , 48.4 EDS

L-test for twinning2 < |L| > = 0.47, < L2 > = 0.30 Xtriage
Estimated twinning fraction No twinning to report. Xtriage

Fo,Fc correlation 0.97 EDS
Total number of atoms 4045 wwPDB-VP

Average B, all atoms (Å2) 20.0 wwPDB-VP

Xtriage’s analysis on translational NCS is as follows: The largest off-origin peak in the Patterson
function is 5.52% of the height of the origin peak. No significant pseudotranslation is detected.

1Intensities estimated from amplitudes.
2Theoretical values of < |L| >, < L2 > for acentric reflections are 0.5, 0.333 respectively for untwinned datasets,

and 0.375, 0.2 for perfectly twinned datasets.

https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#data_stats
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5 Model quality i○

5.1 Standard geometry i○

Bond lengths and bond angles in the following residue types are not validated in this section: SO4,
1PE, PMS, GOL

The Z score for a bond length (or angle) is the number of standard deviations the observed value
is removed from the expected value. A bond length (or angle) with |Z| > 5 is considered an
outlier worth inspection. RMSZ is the root-mean-square of all Z scores of the bond lengths (or
angles).

Mol Chain Bond lengths Bond angles
RMSZ #|Z| >5 RMSZ #|Z| >5

1 A 0.64 0/1810 0.77 0/2466
2 B 0.51 0/1796 0.67 0/2451
All All 0.58 0/3606 0.73 0/4917

There are no bond length outliers.

There are no bond angle outliers.

There are no chirality outliers.

There are no planarity outliers.

5.2 Too-close contacts i○

In the following table, the Non-H and H(model) columns list the number of non-hydrogen atoms
and hydrogen atoms in the chain respectively. The H(added) column lists the number of hydrogen
atoms added and optimized by MolProbity. The Clashes column lists the number of clashes within
the asymmetric unit, whereas Symm-Clashes lists symmetry-related clashes.

Mol Chain Non-H H(model) H(added) Clashes Symm-Clashes
1 A 1768 0 1672 21 0
2 B 1752 0 1635 6 0
3 A 10 0 7 0 0
3 B 10 0 7 0 0
4 A 10 0 0 1 0
4 B 10 0 0 0 0
5 A 18 0 23 1 0
5 B 6 0 8 1 0
6 B 16 0 22 3 0
7 A 257 0 0 3 0
7 B 188 0 0 0 0
All All 4045 0 3374 28 0

https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#model_quality
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#standard_geometry
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#close_contacts
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The all-atom clashscore is defined as the number of clashes found per 1000 atoms (including
hydrogen atoms). The all-atom clashscore for this structure is 4.

All (28) close contacts within the same asymmetric unit are listed below, sorted by their clash
magnitude.

Atom-1 Atom-2 Interatomic
distance (Å)

Clash
overlap (Å)

1:A:134:LEU:HD23 1:A:136:ALA:H 1.08 1.10
1:A:11:MET:HE2 7:A:469:HOH:O 1.84 0.77
1:A:134:LEU:HD23 1:A:136:ALA:N 1.94 0.73
2:B:96:ALA:HB2 5:B:304:GOL:H2 1.74 0.69
1:A:134:LEU:CD2 1:A:136:ALA:H 1.96 0.67
1:A:105:GLY:N 4:A:303:SO4:O2 2.22 0.66

1:A:86:LEU:HD13 1:A:167:PHE:CE1 2.34 0.62
1:A:73:VAL:HG22 1:A:98:GLU:OE1 2.01 0.61
1:A:73:VAL:HG22 1:A:98:GLU:CD 2.21 0.60
1:A:134:LEU:HD11 7:A:505:HOH:O 2.09 0.52
1:A:157[B]:CYS:SG 1:A:168:VAL:HG21 2.49 0.52
2:B:217:SER:HB3 6:B:305:1PE:H121 1.91 0.52
1:A:86:LEU:HD22 1:A:167:PHE:CZ 2.49 0.48
1:A:189:SER:HA 1:A:207:THR:HB 1.96 0.47
2:B:189:SER:HA 2:B:207:THR:HB 1.96 0.47
1:A:75:VAL:HG12 1:A:95:MET:HG2 1.98 0.44
1:A:162:PRO:HD3 1:A:222:TYR:CD1 2.53 0.43
1:A:114:VAL:H 1:A:114:VAL:HG22 1.50 0.43

1:A:134:LEU:HD22 1:A:136:ALA:HB3 2.00 0.43
1:A:75:VAL:HG22 7:A:477:HOH:O 2.19 0.42
1:A:73:VAL:HG12 1:A:74:THR:HG23 2.01 0.42
1:A:73:VAL:HG22 1:A:98:GLU:HG2 2.02 0.42
1:A:73:VAL:HG22 1:A:98:GLU:CG 2.50 0.41
2:B:88:ILE:HD11 6:B:305:1PE:H161 2.03 0.41
2:B:130:TRP:O 2:B:140:ILE:HB 2.21 0.41
2:B:218:CYS:SG 2:B:218:CYS:O 2.79 0.41
1:A:150:THR:OG1 5:A:304:GOL:H32 2.22 0.40
6:B:305:1PE:H242 6:B:305:1PE:H231 1.79 0.40

There are no symmetry-related clashes.

5.3 Torsion angles i○

5.3.1 Protein backbone i○

In the following table, the Percentiles column shows the percent Ramachandran outliers of the
chain as a percentile score with respect to all X-ray entries followed by that with respect to entries

https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#torsion_angles
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#protein_backbone
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of similar resolution.

The Analysed column shows the number of residues for which the backbone conformation was
analysed, and the total number of residues.

Mol Chain Analysed Favoured Allowed Outliers Percentiles

1 A 239/239 (100%) 234 (98%) 5 (2%) 0 100 100

2 B 238/239 (100%) 231 (97%) 7 (3%) 0 100 100

All All 477/478 (100%) 465 (98%) 12 (2%) 0 100 100

There are no Ramachandran outliers to report.

5.3.2 Protein sidechains i○

In the following table, the Percentiles column shows the percent sidechain outliers of the chain as a
percentile score with respect to all X-ray entries followed by that with respect to entries of similar
resolution.

The Analysed column shows the number of residues for which the sidechain conformation was
analysed, and the total number of residues.

Mol Chain Analysed Rotameric Outliers Percentiles

1 A 182/180 (101%) 179 (98%) 3 (2%) 62 36

2 B 178/177 (101%) 177 (99%) 1 (1%) 86 74

All All 360/357 (101%) 356 (99%) 4 (1%) 81 53

All (4) residues with a non-rotameric sidechain are listed below:

Mol Chain Res Type
1 A 134 LEU
1 A 174[A] CYS
1 A 174[B] CYS
2 B 174 CYS

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. There are
no such sidechains identified.

5.3.3 RNA i○

There are no RNA molecules in this entry.

https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#protein_sidechains
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#rna
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5.4 Non-standard residues in protein, DNA, RNA chains i○

There are no non-standard protein/DNA/RNA residues in this entry.

5.5 Carbohydrates i○

There are no monosaccharides in this entry.

5.6 Ligand geometry i○

11 ligands are modelled in this entry.

In the following table, the Counts columns list the number of bonds (or angles) for which Mogul
statistics could be retrieved, the number of bonds (or angles) that are observed in the model and
the number of bonds (or angles) that are defined in the Chemical Component Dictionary. The
Link column lists molecule types, if any, to which the group is linked. The Z score for a bond
length (or angle) is the number of standard deviations the observed value is removed from the
expected value. A bond length (or angle) with |Z| > 2 is considered an outlier worth inspection.
RMSZ is the root-mean-square of all Z scores of the bond lengths (or angles).

Mol Type Chain Res Link Bond lengths Bond angles
Counts RMSZ #|Z| > 2 Counts RMSZ #|Z| > 2

3 PMS B 301 2 7,10,11 1.06 1 (14%) 11,12,15 1.74 2 (18%)
5 GOL A 305 - 5,5,5 0.75 0 5,5,5 1.05 1 (20%)
4 SO4 A 302 - 4,4,4 0.13 0 6,6,6 0.21 0
4 SO4 B 303 - 4,4,4 0.12 0 6,6,6 0.14 0
5 GOL B 304 - 5,5,5 0.95 0 5,5,5 1.24 0
5 GOL A 304 - 5,5,5 2.32 1 (20%) 5,5,5 0.50 0
4 SO4 A 303 - 4,4,4 0.15 0 6,6,6 0.15 0
4 SO4 B 302 - 4,4,4 0.19 0 6,6,6 0.42 0
5 GOL A 306 - 5,5,5 0.76 0 5,5,5 1.08 0
6 1PE B 305 - 15,15,15 0.50 0 14,14,14 0.55 0
3 PMS A 301 1 7,10,11 0.84 1 (14%) 11,12,15 2.69 4 (36%)

In the following table, the Chirals column lists the number of chiral outliers, the number of chiral
centers analysed, the number of these observed in the model and the number defined in the
Chemical Component Dictionary. Similar counts are reported in the Torsion and Rings columns.
’-’ means no outliers of that kind were identified.

Mol Type Chain Res Link Chirals Torsions Rings
3 PMS B 301 2 - 0/4/4/5 0/1/1/1
5 GOL A 305 - - 0/4/4/4 -
5 GOL B 304 - - 2/4/4/4 -

Continued on next page...

https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#nonstandard_residues_and_ligands
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Continued from previous page...
Mol Type Chain Res Link Chirals Torsions Rings
5 GOL A 304 - - 0/4/4/4 -
6 1PE B 305 - - 3/13/13/13 -
5 GOL A 306 - - 0/4/4/4 -
3 PMS A 301 1 - 0/4/4/5 0/1/1/1

All (3) bond length outliers are listed below:

Mol Chain Res Type Atoms Z Observed(Å) Ideal(Å)
5 A 304 GOL O2-C2 -4.85 1.28 1.43
3 B 301 PMS C-C1 2.46 1.54 1.50
3 A 301 PMS C-C1 2.05 1.53 1.50

All (7) bond angle outliers are listed below:

Mol Chain Res Type Atoms Z Observed(o) Ideal(o)
3 A 301 PMS O1S-S-C 6.83 116.63 105.56
3 B 301 PMS O2S-S-C 4.84 113.40 105.56
3 A 301 PMS O2S-S-C 4.24 112.44 105.56
3 A 301 PMS C1-C-S 2.72 117.68 110.60
3 B 301 PMS O1S-S-C 2.54 109.69 105.56
5 A 305 GOL C3-C2-C1 -2.06 103.68 111.70
3 A 301 PMS C-C1-C6 -2.00 118.37 120.57

There are no chirality outliers.

All (5) torsion outliers are listed below:

Mol Chain Res Type Atoms
5 B 304 GOL O1-C1-C2-O2
5 B 304 GOL O2-C2-C3-O3
6 B 305 1PE C25-C15-OH6-C26
6 B 305 1PE OH6-C15-C25-OH5
6 B 305 1PE OH4-C13-C23-OH3

There are no ring outliers.

4 monomers are involved in 6 short contacts:

Mol Chain Res Type Clashes Symm-Clashes
5 B 304 GOL 1 0
5 A 304 GOL 1 0
4 A 303 SO4 1 0
6 B 305 1PE 3 0
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The following is a two-dimensional graphical depiction of Mogul quality analysis of bond lengths,
bond angles, torsion angles, and ring geometry for all instances of the Ligand of Interest. In
addition, ligands with molecular weight > 250 and outliers as shown on the validation Tables will
also be included. For torsion angles, if less then 5% of the Mogul distribution of torsion angles is
within 10 degrees of the torsion angle in question, then that torsion angle is considered an outlier.
Any bond that is central to one or more torsion angles identified as an outlier by Mogul will be
highlighted in the graph. For rings, the root-mean-square deviation (RMSD) between the ring
in question and similar rings identified by Mogul is calculated over all ring torsion angles. If the
average RMSD is greater than 60 degrees and the minimal RMSD between the ring in question and
any Mogul-identified rings is also greater than 60 degrees, then that ring is considered an outlier.
The outliers are highlighted in purple. The color gray indicates Mogul did not find sufficient
equivalents in the CSD to analyse the geometry.

Ligand PMS B 301

Bond lengths Bond angles

Torsions Rings
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Bond lengths Bond angles
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Bond lengths Bond angles
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Bond lengths Bond angles
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Ligand PMS A 301

Bond lengths Bond angles

Torsions Rings

5.7 Other polymers i○

There are no such residues in this entry.

5.8 Polymer linkage issues i○

There are no chain breaks in this entry.

https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#polymer_linkage
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6 Fit of model and data i○

6.1 Protein, DNA and RNA chains i○

In the following table, the column labelled ‘#RSRZ> 2’ contains the number (and percentage)
of RSRZ outliers, followed by percent RSRZ outliers for the chain as percentile scores relative to
all X-ray entries and entries of similar resolution. The OWAB column contains the minimum,
median, 95th percentile and maximum values of the occupancy-weighted average B-factor per
residue. The column labelled ‘Q< 0.9’ lists the number of (and percentage) of residues with an
average occupancy less than 0.9.

Mol Chain Analysed <RSRZ> #RSRZ>2 OWAB(Å2) Q<0.9

1 A 239/239 (100%) -0.18 0 100 100 10, 15, 24, 45 0

2 B 239/239 (100%) -0.15 2 (0%) 86 89 13, 19, 34, 55 0

All All 478/478 (100%) -0.16 2 (0%) 92 94 10, 16, 31, 55 0

All (2) RSRZ outliers are listed below:

Mol Chain Res Type RSRZ
2 B 23 ALA 5.0
2 B 99 THR 2.2

6.2 Non-standard residues in protein, DNA, RNA chains i○

There are no non-standard protein/DNA/RNA residues in this entry.

6.3 Carbohydrates i○

There are no monosaccharides in this entry.

6.4 Ligands i○

In the following table, the Atoms column lists the number of modelled atoms in the group and the
number defined in the chemical component dictionary. The B-factors column lists the minimum,
median, 95th percentile and maximum values of B factors of atoms in the group. The column
labelled ‘Q< 0.9’ lists the number of atoms with occupancy less than 0.9.

Mol Type Chain Res Atoms RSCC RSR B-factors(Å2) Q<0.9
4 SO4 A 302 5/5 0.64 0.28 66,73,76,79 0
5 GOL A 304 6/6 0.82 0.17 32,36,38,40 0
4 SO4 B 303 5/5 0.84 0.24 83,84,86,87 0

Continued on next page...

https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_model_data
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_protein_na_chains
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_nonstandard_and_ligands
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_nonstandard_and_ligands
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_nonstandard_and_ligands
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Continued from previous page...
Mol Type Chain Res Atoms RSCC RSR B-factors(Å2) Q<0.9
5 GOL B 304 6/6 0.84 0.15 31,36,37,37 0
6 1PE B 305 16/16 0.84 0.12 16,33,38,42 0
4 SO4 A 303 5/5 0.87 0.20 65,67,71,74 0
5 GOL A 306 6/6 0.88 0.12 21,28,34,40 0
3 PMS B 301 10/11 0.92 0.17 24,31,35,35 0
3 PMS A 301 10/11 0.93 0.15 23,29,38,40 0
4 SO4 B 302 5/5 0.94 0.19 45,47,51,56 0
5 GOL A 305 6/6 0.95 0.08 22,23,25,26 0

The following is a graphical depiction of the model fit to experimental electron density of all
instances of the Ligand of Interest. In addition, ligands with molecular weight > 250 and outliers
as shown on the geometry validation Tables will also be included. Each fit is shown from different
orientation to approximate a three-dimensional view.

Electron density around SO4 A 302:

2mFo-DFc (at 0.7 rmsd) in gray
mFo-DFc (at 3 rmsd) in purple (negative)

and green (positive)
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Electron density around GOL A 304:

2mFo-DFc (at 0.7 rmsd) in gray
mFo-DFc (at 3 rmsd) in purple (negative)

and green (positive)
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Electron density around GOL B 304:

2mFo-DFc (at 0.7 rmsd) in gray
mFo-DFc (at 3 rmsd) in purple (negative)

and green (positive)

Electron density around 1PE B 305:

2mFo-DFc (at 0.7 rmsd) in gray
mFo-DFc (at 3 rmsd) in purple (negative)

and green (positive)
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Electron density around PMS B 301:

2mFo-DFc (at 0.7 rmsd) in gray
mFo-DFc (at 3 rmsd) in purple (negative)
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Electron density around GOL A 305:

2mFo-DFc (at 0.7 rmsd) in gray
mFo-DFc (at 3 rmsd) in purple (negative)

and green (positive)

6.5 Other polymers i○

There are no such residues in this entry.

https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_nonstandard_and_ligands


ReferencePepCount UniquePepCoverPercMW PI
FileScan Sequence MH+ Diff(MH+)Charge Rank Score DeltaScor

$1-1 15 182 7 25.39% 27176.84 5.02
$1-2 2 182 7 25.00% 27403.11 4.99
$1-3 3 182 7 24.44% 28054.65 4.99

R20210200K.LHGADDG 2144.098 -0.00608 3 1 41.74 0
R20210200R.ALTAAHC  ! K  ! K1186.563 -0.0176 2 1 30.88 0
R20210200R.ALTAAHC  ! K  ! K1186.563 -0.0011 3 1 42.92 0
R20210200R.ALTAAHC  ! K  ! K1186.563 -0.00102 2 1 53.96 0
R20210200R.ALTAAHC  ! K  ! K1186.563 -0.00149 3 1 44.24 0
R20210200R.ALTAAHC  ! K  ! K1186.563 -0.0024 2 1 55.21 0
R20210200R.ALTAAHC  ! K  ! K1186.563 0.00226 3 1 42.77 0
R20210200R.ALTAAHC  ! K  ! K1186.563 0.00187 3 1 27.23 0
R20210200R.ALTAAHC  ! K  ! K1186.563 -0.0086 2 1 40.11 0
R20210200R.ALTAAHC  ! K  ! K1186.563 -0.00173 3 1 44.33 0
R20210200R.ALTAAHC  ! K  ! K1186.563 0 2 1 67.54 0
R20210200R.ALTAAHC  ! K  ! K1186.563 0.00046 3 1 42.87 0
R20210200R.ALTAAHC  ! K  ! K1186.563 -0.00074 3 1 21.02 0
R20210200R.ALTAAHC  ! K  ! K1186.563 -0.002 3 1 30.32 0
R20210200R.AWIDAN.-689.3253 0.00024 2 1 31.27 0
R20210200R.AWIDAN.-689.3253 0.00058 2 1 28.39 0
R20210200R.AWIDAN.-689.3253 0.0002 2 1 40.21 0
R20210200R.AWIDAN.-689.3253 0.00034 2 1 30.92 0
R20210200R.AWIDAN.-689.3253 0.00016 2 1 21.9 0
R20210200R.AWIDAN.-689.3253 0.00026 2 1 30.61 0
R20210200R.AWIDAN.-689.3253 0.00036 2 1 30.74 0
R20210200R.AWIDAN.-689.3253 0.00002 2 1 40.03 0
R20210200R.AWIDAN.-689.3253 0.00044 2 1 40.02 0
R20210200R.AWIDAN.-689.3253 -0.0001 2 1 31.11 0
R20210200R.AWIDAN.-689.3253 -0.00028 2 1 23.01 0
R20210200R.AWIDAN.-689.3253 -0.00014 2 1 35.19 0
R20210200R.AWIDAN.-689.3253 0.00098 2 1 31.05 0
R20210200R.AWIDAN.-689.3253 -0.00002 2 1 28.98 0
R20210200R.AWIDAN.-689.3253 -0.00052 2 1 40.11 0
R20210200R.AWIDAN.-689.3253 -0.00048 2 1 31.13 0
R20210200R.AWIDAN.-689.3253 0.00058 2 1 31.09 0
R20210200R.AWIDAN.-689.3253 0.00078 2 1 40.23 0
R20210200R.AWIDAN.-689.3253 0.0001 2 1 39.99 0
R20210200R.AWIDAN.-689.3253 0.00054 2 1 35.13 0
R20210200R.AWIDAN.-689.3253 0.0001 2 1 30.75 0
R20210200R.AWIDAN.-689.3253 0.00036 2 1 22.58 0
R20210200R.AWIDAN.-689.3253 0.00038 2 1 21.19 0
R20210200R.AWIDAN.-689.3253 -0.00002 2 1 23.4 0
R20210200R.AWIDAN.-689.3253 0.00016 2 1 20.06 0
R20210200R.AWIDAN.-689.3253 0.00102 2 1 21.15 0
R20210200R.AWIDAN.-689.3253 0.00034 2 1 23.77 0
R20210200R.AWIDAN.-689.3253 -0.0013 1 1 40.72 0
R20210200R.IVGGQDA 916.4847 -0.00135 2 1 59.73 0
R20210200R.IVGGQDA 916.4847 -0.00205 2 1 75.91 0
R20210200R.IVGGQDA 916.4847 0.00003 2 1 60.63 0
R20210200R.IVGGQDA 916.4847 0.00069 2 1 62.28 0
R20210200R.IVGGQDA 916.4847 0.00055 2 1 58.13 0
R20210200R.IVGGQDA 916.4847 0.00059 2 1 59.02 0
R20210200R.IVGGQDA 916.4847 0.00075 2 1 60.11 0
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R20210200R.IVGGQDA 916.4847 0.00055 2 1 60.12 0
R20210200R.IVGGQDA 916.4847 -0.00043 2 1 45.15 0
R20210200R.IVGGQDA 916.4847 0.00051 2 1 51.59 0
R20210200R.IVGGQDA 916.4847 0.00153 2 1 29.48 0
R20210200R.IVGGQDA 916.4847 0.00043 2 1 59.97 0
R20210200R.IVGGQDA 916.4847 0.00071 2 1 59.97 0
R20210200R.IVGGQDA 916.4847 0.00097 2 1 59.76 0
R20210200R.IVGGQDA 916.4847 0.00069 2 1 42.38 0
R20210200R.IVGGQDA 916.4847 -0.00085 2 1 36.67 0
R20210200R.IVGGQDA 916.4847 0.00087 2 1 47.58 0
R20210200R.IVGGQDA 916.4847 0.00021 2 1 39.74 0
R20210200R.IVGGQDA 916.4847 0.00039 2 1 60.11 0
R20210200R.IVGGQDA 916.4847 0.00019 2 1 59.94 0
R20210200R.IVGGQDA 916.4847 0.00149 2 1 59.78 0
R20210200R.IVGGQDA 916.4847 -0.00065 2 1 49.86 0
R20210200R.IVGGQDA 916.4847 -0.00005 2 1 61.12 0
R20210200R.IVGGQDA 916.4847 0.00103 2 1 46.84 0
R20210200R.IVGGQDA 916.4847 0.00073 2 1 50.11 0
R20210200R.IVGGQDA 916.4847 0.00075 2 1 51.5 0
R20210200R.IVGGQDA 916.4847 0.00007 2 1 37.63 0
R20210200R.IVGGQDA 916.4847 0.00063 2 1 47.16 0
R20210200R.IVGGQDA 916.4847 -0.00169 2 1 27.44 0
R20210200R.IVGGQDA 916.4847 0.00055 2 1 42.94 0
R20210200R.IVGGQDA 916.4847 0.00035 2 1 34.19 0
R20210200R.IVGGQDA 916.4847 -0.00007 2 1 38.45 0
R20210200R.IVGGQDA 916.4847 0.00061 2 1 32.81 0
R20210200R.IVGGQDA 916.4847 0.00039 2 1 42.87 0
R20210200R.IVGGQDA 916.4847 -0.00007 2 1 28.39 0
R20210200R.IVGGQDA 916.4847 0.00013 2 1 30.18 0
R20210200R.IVGGQDA 916.4847 0.00035 2 1 43.37 0
R20210200R.IVGGQDA 916.4847 -0.00021 2 1 40.88 0
R20210200R.IVGGQDA 916.4847 0.00035 2 1 30.76 0
R20210200R.IVGGQDA 916.4847 0.00015 2 1 29.24 0
R20210200R.IVGGQDA 916.4847 -0.00019 2 1 37.04 0
R20210200R.IVGGQDA 916.4847 0.00013 2 1 34.99 0
R20210200R.IVGGQDA 916.4847 0.00075 2 1 26 0
R20210200R.IVGGQDA 916.4847 -0.00125 2 1 34.83 0
R20210200R.IVGGQDA 916.4847 -0.00045 2 1 53.18 0
R20210200R.IVGGQDA 916.4847 -0.00111 2 1 35.58 0
R20210200R.IVGGQDA 916.4847 -0.00105 2 1 33.52 0
R20210200R.IVGGQDA 916.4847 0.00095 2 1 27.17 0
R20210200R.IVGGQDA 916.4847 -0.00005 2 1 40.67 0
R20210200R.IVGGQDA 916.4847 0.00075 2 1 31.39 0
R20210200R.IVGGQDA 916.4847 0.00075 2 1 46.77 0
R20210200R.IVGGQDA 916.4847 0.00155 2 1 31.48 0
R20210200R.IVGGQDA 916.4847 0.00055 2 1 41.37 0
R20210200R.IVGGQDA 916.4847 0.00035 2 1 59.46 0
R20210200R.IVGGQDA 916.4847 -0.00205 2 1 59.7 0
R20210200R.IVGGQDA 916.4847 0.00137 2 1 59.99 0
R20210200R.IVGGQDA 916.4847 -0.00005 2 1 44.66 0
R20210200R.IVGGQDA 916.4847 -0.00023 2 1 63.22 0
R20210200R.IVGGQDA 916.4847 -0.00003 2 1 47.38 0
R20210200R.IVGGQDA 916.4847 -0.00065 2 1 60.1 0
R20210200R.IVGGQDA 916.4847 -0.00001 2 1 47.62 0



R20210200R.IVGGQDA 916.4847 0.00015 2 1 20.34 0
R20210200R.IVGGQDA 916.4847 -0.00061 2 1 44.87 0
R20210200R.IVGGQDA 916.4847 0.00123 3 1 35.16 0
R20210200R.IVGGQDA 916.4847 -0.00081 2 1 71.03 0
R20210200R.IVGGQDA 916.4847 -0.00045 2 1 55.88 0
R20210200R.IVGGQDA 916.4847 -0.00105 2 1 60.16 0
R20210200R.IVGGQDA 916.4847 -0.00137 2 1 60.3 0
R20210200R.IVGGQDA 916.4847 0.00021 2 1 60.83 0
R20210200R.IVGGQDA 916.4847 -0.00113 2 1 65.17 0
R20210200R.IVGGQDA 916.4847 -0.00061 2 1 61.55 0
R20210200R.IVGGQDA 916.4847 -0.00109 2 1 60.19 0
R20210200R.IVGGQDA 916.4847 -0.00045 2 1 53.34 0
R20210200R.IVGGQDA 916.4847 -0.00227 2 1 60.07 0
R20210200R.IVGGQDA 916.4847 -0.00163 2 1 59.9 0
R20210200R.IVGGQDA 916.4847 -0.00025 2 1 60.02 0
R20210200R.IVGGQDA 916.4847 -0.00101 2 1 59.95 0
R20210200R.LSGWGK.  ! R647.3511 -0.00051 2 1 38.24 0
R20210200R.LSGWGK.  ! R647.3511 0.00041 2 1 38.11 0
R20210200R.LSGWGK.  ! R647.3511 0.00019 2 1 37.97 0
R20210200R.LSGWGK.  ! R647.3511 0.00051 2 1 37.31 0
R20210200R.LSGWGK.  ! R647.3511 0.00029 2 1 37.86 0
R20210200R.LSGWGK.  ! R647.3511 -0.00137 2 1 23.96 0
R20210200R.LSGWGK.  ! R647.3511 0.00085 2 1 23.3 0
R20210200R.LSGWGK.  ! R647.3511 0.00021 2 1 23.16 0
R20210200R.LSGWGK.  ! R647.3511 0.00037 2 1 20.02 0
R20210200R.LSGWGK.  ! R647.3511 0.00019 2 1 37.37 0
R20210200R.LSGWGK.  ! R647.3511 0.00019 2 1 25.36 0
R20210200R.STADCNA 894.3734 -0.00653 2 1 42.29 0
R20210200R.STADCNA 894.3734 0.00003 2 1 58.85 0
R20210200R.STADCNA 894.3734 0.00007 2 1 41.88 0
R20210200R.STADCNA 894.3734 -0.00033 2 1 29.41 0
R20210200R.STADCNA 894.3734 -0.00033 2 1 25.08 0
R20210200R.STADCNA 894.3734 -0.00213 2 1 37.28 0
R20210200R.STADCNA 894.3734 0.00005 2 1 58.74 0
R20210200R.STADCNA 894.3734 0.00019 2 1 58.84 0
R20210200R.STADCNA 894.3734 0.00005 2 1 41.44 0
R20210200R.STADCNA 894.3734 -0.00013 2 1 42.2 0
R20210200R.STADCNA 894.3734 -0.00085 2 1 42.27 0
R20210200R.STADCNA 894.3734 -0.00005 2 1 47.22 0
R20210200R.STADCNA 894.3734 -0.00037 2 1 41.51 0
R20210200R.STADCNA 894.3734 -0.00035 2 1 44.28 0
R20210200R.STADCNA 894.3734 0.00027 2 1 39.47 0
R20210200R.STADCNA 894.3734 0.00029 2 1 42.27 0
R20210200R.STADCNA 894.3734 -0.00001 2 1 44.6 0
R20210200R.STADCNA 894.3734 0.00033 2 1 42.31 0
R20210200R.STADCNA 894.3734 -0.00003 2 1 42.38 0
R20210200R.STADCNA 894.3734 -0.00111 2 1 42.65 0
R20210200R.STADCNA 894.3734 -0.00033 2 1 34.32 0
R20210200R.STADCNA 894.3734 -0.00037 2 1 42.2 0
R20210200R.STADCNA 894.3734 -0.00039 2 1 32.99 0
R20210200R.STADCNA 894.3734 -0.00019 2 1 43.99 0
R20210200R.STADCNA 894.3734 -0.00015 2 1 41.37 0
R20210200R.STADCNA 894.3734 -0.00017 2 1 42.25 0
R20210200R.STADCNA 894.3734 0.00007 2 1 45.01 0



R20210200R.STADCNA 894.3734 -0.00077 2 1 44.8 0
R20210200R.STADCNA 894.3734 0.00009 2 1 46.57 0
R20210200R.STADCNA 894.3734 0.00013 2 1 36.88 0
R20210200R.STADCNA 894.3734 0.00003 2 1 44.84 0
R20210200R.STADCNA 894.3734 0.00051 2 1 41.99 0
R20210200R.STADCNA 894.3734 0.00037 2 1 41.85 0
R20210200R.STADCNA 894.3734 0.00033 2 1 42.34 0
R20210200R.STADCNA 894.3734 -0.00055 2 1 44.94 0
R20210200R.STADCNA 894.3734 0.00007 2 1 44.84 0
R20210200R.STADCNA 894.3734 -0.00021 2 1 42.6 0
R20210200R.STADCNA 894.3734 -0.00011 2 1 39.76 0
R20210200R.STADCNA 894.3734 -0.00035 2 1 41.56 0
R20210200R.STADCNA 894.3734 -0.00059 2 1 42.04 0
R20210200R.STADCNA 894.3734 -0.00057 2 1 39.48 0
R20210200R.STADCNA 894.3734 -0.00053 2 1 36.15 0
R20210200R.STADCNA 894.3734 -0.00053 2 1 23.6 0
R20210200R.STADCNA 894.3734 -0.00193 2 1 28.36 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00029 2 1 41.54 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00017 2 1 24.64 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00045 2 1 41.92 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00045 2 1 24.16 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00027 2 1 20.17 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 -0.00025 2 1 41.97 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 -0.00023 2 1 41.78 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 -0.00023 2 1 24.27 0

$2-1 19 99 7 24.25% 28294.23 5.21
R20210200K.LHGADDG 2144.098 -0.00608 3 1 41.74 0
R20210200R.ALTAAHC  ! K  ! K1186.563 -0.0176 2 1 30.88 0
R20210200R.ALTAAHC  ! K  ! K1186.563 -0.0011 3 1 42.92 0
R20210200R.ALTAAHC  ! K  ! K1186.563 -0.00102 2 1 53.96 0
R20210200R.ALTAAHC  ! K  ! K1186.563 -0.00149 3 1 44.24 0
R20210200R.ALTAAHC  ! K  ! K1186.563 -0.0024 2 1 55.21 0
R20210200R.ALTAAHC  ! K  ! K1186.563 0.00226 3 1 42.77 0
R20210200R.ALTAAHC  ! K  ! K1186.563 0.00187 3 1 27.23 0
R20210200R.ALTAAHC  ! K  ! K1186.563 -0.0086 2 1 40.11 0
R20210200R.ALTAAHC  ! K  ! K1186.563 -0.00173 3 1 44.33 0
R20210200R.ALTAAHC  ! K  ! K1186.563 0 2 1 67.54 0
R20210200R.ALTAAHC  ! K  ! K1186.563 0.00046 3 1 42.87 0
R20210200R.ALTAAHC  ! K  ! K1186.563 -0.00074 3 1 21.02 0
R20210200R.ALTAAHC  ! K  ! K1186.563 -0.002 3 1 30.32 0
R20210200R.IVGGQEA 916.4847 0.00036 2 1 22.52 0
R20210200R.LSGWGK.  ! R647.3511 -0.00051 2 1 38.24 0
R20210200R.LSGWGK.  ! R647.3511 0.00041 2 1 38.11 0
R20210200R.LSGWGK.  ! R647.3511 0.00019 2 1 37.97 0
R20210200R.LSGWGK.  ! R647.3511 0.00051 2 1 37.31 0
R20210200R.LSGWGK.  ! R647.3511 0.00029 2 1 37.86 0
R20210200R.LSGWGK.  ! R647.3511 -0.00137 2 1 23.96 0
R20210200R.LSGWGK.  ! R647.3511 0.00085 2 1 23.3 0
R20210200R.LSGWGK.  ! R647.3511 0.00021 2 1 23.16 0
R20210200R.LSGWGK.  ! R647.3511 0.00037 2 1 20.02 0
R20210200R.LSGWGK.  ! R647.3511 0.00019 2 1 37.37 0
R20210200R.LSGWGK.  ! R647.3511 0.00019 2 1 25.36 0
R20210200R.STADCNA 894.3734 -0.00653 2 1 42.29 0
R20210200R.STADCNA 894.3734 0.00003 2 1 58.85 0



R20210200R.STADCNA 894.3734 0.00007 2 1 41.88 0
R20210200R.STADCNA 894.3734 -0.00033 2 1 29.41 0
R20210200R.STADCNA 894.3734 -0.00033 2 1 25.08 0
R20210200R.STADCNA 894.3734 -0.00213 2 1 37.28 0
R20210200R.STADCNA 894.3734 0.00005 2 1 58.74 0
R20210200R.STADCNA 894.3734 0.00019 2 1 58.84 0
R20210200R.STADCNA 894.3734 0.00005 2 1 41.44 0
R20210200R.STADCNA 894.3734 -0.00013 2 1 42.2 0
R20210200R.STADCNA 894.3734 -0.00085 2 1 42.27 0
R20210200R.STADCNA 894.3734 -0.00005 2 1 47.22 0
R20210200R.STADCNA 894.3734 -0.00037 2 1 41.51 0
R20210200R.STADCNA 894.3734 -0.00035 2 1 44.28 0
R20210200R.STADCNA 894.3734 0.00027 2 1 39.47 0
R20210200R.STADCNA 894.3734 0.00029 2 1 42.27 0
R20210200R.STADCNA 894.3734 -0.00001 2 1 44.6 0
R20210200R.STADCNA 894.3734 0.00033 2 1 42.31 0
R20210200R.STADCNA 894.3734 -0.00003 2 1 42.38 0
R20210200R.STADCNA 894.3734 -0.00111 2 1 42.65 0
R20210200R.STADCNA 894.3734 -0.00033 2 1 34.32 0
R20210200R.STADCNA 894.3734 -0.00037 2 1 42.2 0
R20210200R.STADCNA 894.3734 -0.00039 2 1 32.99 0
R20210200R.STADCNA 894.3734 -0.00019 2 1 43.99 0
R20210200R.STADCNA 894.3734 -0.00015 2 1 41.37 0
R20210200R.STADCNA 894.3734 -0.00017 2 1 42.25 0
R20210200R.STADCNA 894.3734 0.00007 2 1 45.01 0
R20210200R.STADCNA 894.3734 -0.00077 2 1 44.8 0
R20210200R.STADCNA 894.3734 0.00009 2 1 46.57 0
R20210200R.STADCNA 894.3734 0.00013 2 1 36.88 0
R20210200R.STADCNA 894.3734 0.00003 2 1 44.84 0
R20210200R.STADCNA 894.3734 0.00051 2 1 41.99 0
R20210200R.STADCNA 894.3734 0.00037 2 1 41.85 0
R20210200R.STADCNA 894.3734 0.00033 2 1 42.34 0
R20210200R.STADCNA 894.3734 -0.00055 2 1 44.94 0
R20210200R.STADCNA 894.3734 0.00007 2 1 44.84 0
R20210200R.STADCNA 894.3734 -0.00021 2 1 42.6 0
R20210200R.STADCNA 894.3734 -0.00011 2 1 39.76 0
R20210200R.STADCNA 894.3734 -0.00035 2 1 41.56 0
R20210200R.STADCNA 894.3734 -0.00059 2 1 42.04 0
R20210200R.STADCNA 894.3734 -0.00057 2 1 39.48 0
R20210200R.STADCNA 894.3734 -0.00053 2 1 36.15 0
R20210200R.STADCNA 894.3734 -0.00053 2 1 23.6 0
R20210200R.STADCNA 894.3734 -0.00193 2 1 28.36 0
R20210200R.SWIDAN.-705.3202 -0.00048 1 1 33.99 0
R20210200R.SWIDAN.-705.3202 0.00018 2 1 20.9 0
R20210200R.SWIDAN.-705.3202 0.00055 2 1 22.94 0
R20210200R.SWIDAN.-705.3202 0.00045 2 1 22.17 0
R20210200R.SWIDAN.-705.3202 0.00027 2 1 26.71 0
R20210200R.SWIDAN.-705.3202 0.00102 1 1 30.88 0
R20210200R.SWIDAN.-705.3202 0.00122 1 1 27.66 0
R20210200R.SWIDAN.-705.3202 0.00026 2 1 27.31 0
R20210200R.SWIDAN.-705.3202 0.00036 2 1 22.34 0
R20210200R.SWIDAN.-705.3202 0.00027 2 1 22.43 0
R20210200R.SWIDAN.-705.3202 0.00019 2 1 26.66 0
R20210200R.SWIDAN.-705.3202 0.0003 2 1 26.77 0



R20210200R.SWIDAN.-705.3202 0.00022 2 1 29.26 0
R20210200R.SWIDAN.-705.3202 0.00102 1 1 41.79 0
R20210200R.SWIDAN.-705.3202 0.00002 1 1 33.91 0
R20210200R.SWIDAN.-705.3202 -0.00038 1 1 33.82 0
R20210200R.SWIDAN.-705.3202 -0.00128 1 1 33.9 0
R20210200R.SWIDAN.-705.3202 0.00152 1 1 41.96 0
R20210200R.SWIDAN.-705.3202 -0.00018 1 1 41.86 0
R20210200R.SWIDAN.-705.3202 0.00092 1 1 41.97 0
R20210200R.SWIDAN.-705.3202 0.00092 1 1 34.4 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00029 2 1 41.54 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00017 2 1 24.64 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00045 2 1 41.92 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00045 2 1 24.16 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00027 2 1 20.17 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 -0.00025 2 1 41.97 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 -0.00023 2 1 41.78 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 -0.00023 2 1 24.27 0

$3-1 92 143 5 14.50% 28350.27 5.32
R20210200K.ALTAAHC  ! K  ! K1172.548 -0.00124 2 1 56.78 0
R20210200K.ALTAAHC  ! K  ! K1172.548 0.00115 3 1 35.37 0
R20210200K.ALTAAHC  ! K  ! K1172.548 0.00028 3 1 23.16 0
R20210200R.IVGGQDA 916.4847 -0.00135 2 1 59.73 0
R20210200R.IVGGQDA 916.4847 -0.00205 2 1 75.91 0
R20210200R.IVGGQDA 916.4847 0.00003 2 1 60.63 0
R20210200R.IVGGQDA 916.4847 0.00069 2 1 62.28 0
R20210200R.IVGGQDA 916.4847 0.00055 2 1 58.13 0
R20210200R.IVGGQDA 916.4847 0.00059 2 1 59.02 0
R20210200R.IVGGQDA 916.4847 0.00075 2 1 60.11 0
R20210200R.IVGGQDA 916.4847 0.00055 2 1 60.12 0
R20210200R.IVGGQDA 916.4847 -0.00043 2 1 45.15 0
R20210200R.IVGGQDA 916.4847 0.00051 2 1 51.59 0
R20210200R.IVGGQDA 916.4847 0.00153 2 1 29.48 0
R20210200R.IVGGQDA 916.4847 0.00043 2 1 59.97 0
R20210200R.IVGGQDA 916.4847 0.00071 2 1 59.97 0
R20210200R.IVGGQDA 916.4847 0.00097 2 1 59.76 0
R20210200R.IVGGQDA 916.4847 0.00069 2 1 42.38 0
R20210200R.IVGGQDA 916.4847 -0.00085 2 1 36.67 0
R20210200R.IVGGQDA 916.4847 0.00087 2 1 47.58 0
R20210200R.IVGGQDA 916.4847 0.00021 2 1 39.74 0
R20210200R.IVGGQDA 916.4847 0.00039 2 1 60.11 0
R20210200R.IVGGQDA 916.4847 0.00019 2 1 59.94 0
R20210200R.IVGGQDA 916.4847 0.00149 2 1 59.78 0
R20210200R.IVGGQDA 916.4847 -0.00065 2 1 49.86 0
R20210200R.IVGGQDA 916.4847 -0.00005 2 1 61.12 0
R20210200R.IVGGQDA 916.4847 0.00103 2 1 46.84 0
R20210200R.IVGGQDA 916.4847 0.00073 2 1 50.11 0
R20210200R.IVGGQDA 916.4847 0.00075 2 1 51.5 0
R20210200R.IVGGQDA 916.4847 0.00007 2 1 37.63 0
R20210200R.IVGGQDA 916.4847 0.00063 2 1 47.16 0
R20210200R.IVGGQDA 916.4847 -0.00169 2 1 27.44 0
R20210200R.IVGGQDA 916.4847 0.00055 2 1 42.94 0
R20210200R.IVGGQDA 916.4847 0.00035 2 1 34.19 0
R20210200R.IVGGQDA 916.4847 -0.00007 2 1 38.45 0
R20210200R.IVGGQDA 916.4847 0.00061 2 1 32.81 0



R20210200R.IVGGQDA 916.4847 0.00039 2 1 42.87 0
R20210200R.IVGGQDA 916.4847 -0.00007 2 1 28.39 0
R20210200R.IVGGQDA 916.4847 0.00013 2 1 30.18 0
R20210200R.IVGGQDA 916.4847 0.00035 2 1 43.37 0
R20210200R.IVGGQDA 916.4847 -0.00021 2 1 40.88 0
R20210200R.IVGGQDA 916.4847 0.00035 2 1 30.76 0
R20210200R.IVGGQDA 916.4847 0.00015 2 1 29.24 0
R20210200R.IVGGQDA 916.4847 -0.00019 2 1 37.04 0
R20210200R.IVGGQDA 916.4847 0.00013 2 1 34.99 0
R20210200R.IVGGQDA 916.4847 0.00075 2 1 26 0
R20210200R.IVGGQDA 916.4847 -0.00125 2 1 34.83 0
R20210200R.IVGGQDA 916.4847 -0.00045 2 1 53.18 0
R20210200R.IVGGQDA 916.4847 -0.00111 2 1 35.58 0
R20210200R.IVGGQDA 916.4847 -0.00105 2 1 33.52 0
R20210200R.IVGGQDA 916.4847 0.00095 2 1 27.17 0
R20210200R.IVGGQDA 916.4847 -0.00005 2 1 40.67 0
R20210200R.IVGGQDA 916.4847 0.00075 2 1 31.39 0
R20210200R.IVGGQDA 916.4847 0.00075 2 1 46.77 0
R20210200R.IVGGQDA 916.4847 0.00155 2 1 31.48 0
R20210200R.IVGGQDA 916.4847 0.00055 2 1 41.37 0
R20210200R.IVGGQDA 916.4847 0.00035 2 1 59.46 0
R20210200R.IVGGQDA 916.4847 -0.00205 2 1 59.7 0
R20210200R.IVGGQDA 916.4847 0.00137 2 1 59.99 0
R20210200R.IVGGQDA 916.4847 -0.00005 2 1 44.66 0
R20210200R.IVGGQDA 916.4847 -0.00023 2 1 63.22 0
R20210200R.IVGGQDA 916.4847 -0.00003 2 1 47.38 0
R20210200R.IVGGQDA 916.4847 -0.00065 2 1 60.1 0
R20210200R.IVGGQDA 916.4847 -0.00001 2 1 47.62 0
R20210200R.IVGGQDA 916.4847 0.00015 2 1 20.34 0
R20210200R.IVGGQDA 916.4847 -0.00061 2 1 44.87 0
R20210200R.IVGGQDA 916.4847 0.00123 3 1 35.16 0
R20210200R.IVGGQDA 916.4847 -0.00081 2 1 71.03 0
R20210200R.IVGGQDA 916.4847 -0.00045 2 1 55.88 0
R20210200R.IVGGQDA 916.4847 -0.00105 2 1 60.16 0
R20210200R.IVGGQDA 916.4847 -0.00137 2 1 60.3 0
R20210200R.IVGGQDA 916.4847 0.00021 2 1 60.83 0
R20210200R.IVGGQDA 916.4847 -0.00113 2 1 65.17 0
R20210200R.IVGGQDA 916.4847 -0.00061 2 1 61.55 0
R20210200R.IVGGQDA 916.4847 -0.00109 2 1 60.19 0
R20210200R.IVGGQDA 916.4847 -0.00045 2 1 53.34 0
R20210200R.IVGGQDA 916.4847 -0.00227 2 1 60.07 0
R20210200R.IVGGQDA 916.4847 -0.00163 2 1 59.9 0
R20210200R.IVGGQDA 916.4847 -0.00025 2 1 60.02 0
R20210200R.IVGGQDA 916.4847 -0.00101 2 1 59.95 0
R20210200R.LSGWGK.  ! R647.3511 -0.00051 2 1 38.24 0
R20210200R.LSGWGK.  ! R647.3511 0.00041 2 1 38.11 0
R20210200R.LSGWGK.  ! R647.3511 0.00019 2 1 37.97 0
R20210200R.LSGWGK.  ! R647.3511 0.00051 2 1 37.31 0
R20210200R.LSGWGK.  ! R647.3511 0.00029 2 1 37.86 0
R20210200R.LSGWGK.  ! R647.3511 -0.00137 2 1 23.96 0
R20210200R.LSGWGK.  ! R647.3511 0.00085 2 1 23.3 0
R20210200R.LSGWGK.  ! R647.3511 0.00021 2 1 23.16 0
R20210200R.LSGWGK.  ! R647.3511 0.00037 2 1 20.02 0
R20210200R.LSGWGK.  ! R647.3511 0.00019 2 1 37.37 0



R20210200R.LSGWGK.  ! R647.3511 0.00019 2 1 25.36 0
R20210200R.STADCNA 894.3734 -0.00653 2 1 42.29 0
R20210200R.STADCNA 894.3734 0.00003 2 1 58.85 0
R20210200R.STADCNA 894.3734 0.00007 2 1 41.88 0
R20210200R.STADCNA 894.3734 -0.00033 2 1 29.41 0
R20210200R.STADCNA 894.3734 -0.00033 2 1 25.08 0
R20210200R.STADCNA 894.3734 -0.00213 2 1 37.28 0
R20210200R.STADCNA 894.3734 0.00005 2 1 58.74 0
R20210200R.STADCNA 894.3734 0.00019 2 1 58.84 0
R20210200R.STADCNA 894.3734 0.00005 2 1 41.44 0
R20210200R.STADCNA 894.3734 -0.00013 2 1 42.2 0
R20210200R.STADCNA 894.3734 -0.00085 2 1 42.27 0
R20210200R.STADCNA 894.3734 -0.00005 2 1 47.22 0
R20210200R.STADCNA 894.3734 -0.00037 2 1 41.51 0
R20210200R.STADCNA 894.3734 -0.00035 2 1 44.28 0
R20210200R.STADCNA 894.3734 0.00027 2 1 39.47 0
R20210200R.STADCNA 894.3734 0.00029 2 1 42.27 0
R20210200R.STADCNA 894.3734 -0.00001 2 1 44.6 0
R20210200R.STADCNA 894.3734 0.00033 2 1 42.31 0
R20210200R.STADCNA 894.3734 -0.00003 2 1 42.38 0
R20210200R.STADCNA 894.3734 -0.00111 2 1 42.65 0
R20210200R.STADCNA 894.3734 -0.00033 2 1 34.32 0
R20210200R.STADCNA 894.3734 -0.00037 2 1 42.2 0
R20210200R.STADCNA 894.3734 -0.00039 2 1 32.99 0
R20210200R.STADCNA 894.3734 -0.00019 2 1 43.99 0
R20210200R.STADCNA 894.3734 -0.00015 2 1 41.37 0
R20210200R.STADCNA 894.3734 -0.00017 2 1 42.25 0
R20210200R.STADCNA 894.3734 0.00007 2 1 45.01 0
R20210200R.STADCNA 894.3734 -0.00077 2 1 44.8 0
R20210200R.STADCNA 894.3734 0.00009 2 1 46.57 0
R20210200R.STADCNA 894.3734 0.00013 2 1 36.88 0
R20210200R.STADCNA 894.3734 0.00003 2 1 44.84 0
R20210200R.STADCNA 894.3734 0.00051 2 1 41.99 0
R20210200R.STADCNA 894.3734 0.00037 2 1 41.85 0
R20210200R.STADCNA 894.3734 0.00033 2 1 42.34 0
R20210200R.STADCNA 894.3734 -0.00055 2 1 44.94 0
R20210200R.STADCNA 894.3734 0.00007 2 1 44.84 0
R20210200R.STADCNA 894.3734 -0.00021 2 1 42.6 0
R20210200R.STADCNA 894.3734 -0.00011 2 1 39.76 0
R20210200R.STADCNA 894.3734 -0.00035 2 1 41.56 0
R20210200R.STADCNA 894.3734 -0.00059 2 1 42.04 0
R20210200R.STADCNA 894.3734 -0.00057 2 1 39.48 0
R20210200R.STADCNA 894.3734 -0.00053 2 1 36.15 0
R20210200R.STADCNA 894.3734 -0.00053 2 1 23.6 0
R20210200R.STADCNA 894.3734 -0.00193 2 1 28.36 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00029 2 1 41.54 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00017 2 1 24.64 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00045 2 1 41.92 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00045 2 1 24.16 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00027 2 1 20.17 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 -0.00025 2 1 41.97 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 -0.00023 2 1 41.78 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 -0.00023 2 1 24.27 0

$4-1 20 87 5 15.06% 25016.28 4.94



R20210200K.ALTAAHC  ! K  ! K1172.548 -0.00124 2 1 56.78 0
R20210200K.ALTAAHC  ! K  ! K1172.548 0.00115 3 1 35.37 0
R20210200K.ALTAAHC  ! K  ! K1172.548 0.00028 3 1 23.16 0
R20210200R.LSGWGK.  ! R647.3511 -0.00051 2 1 38.24 0
R20210200R.LSGWGK.  ! R647.3511 0.00041 2 1 38.11 0
R20210200R.LSGWGK.  ! R647.3511 0.00019 2 1 37.97 0
R20210200R.LSGWGK.  ! R647.3511 0.00051 2 1 37.31 0
R20210200R.LSGWGK.  ! R647.3511 0.00029 2 1 37.86 0
R20210200R.LSGWGK.  ! R647.3511 -0.00137 2 1 23.96 0
R20210200R.LSGWGK.  ! R647.3511 0.00085 2 1 23.3 0
R20210200R.LSGWGK.  ! R647.3511 0.00021 2 1 23.16 0
R20210200R.LSGWGK.  ! R647.3511 0.00037 2 1 20.02 0
R20210200R.LSGWGK.  ! R647.3511 0.00019 2 1 37.37 0
R20210200R.LSGWGK.  ! R647.3511 0.00019 2 1 25.36 0
R20210200R.STADCNA 894.3734 -0.00653 2 1 42.29 0
R20210200R.STADCNA 894.3734 0.00003 2 1 58.85 0
R20210200R.STADCNA 894.3734 0.00007 2 1 41.88 0
R20210200R.STADCNA 894.3734 -0.00033 2 1 29.41 0
R20210200R.STADCNA 894.3734 -0.00033 2 1 25.08 0
R20210200R.STADCNA 894.3734 -0.00213 2 1 37.28 0
R20210200R.STADCNA 894.3734 0.00005 2 1 58.74 0
R20210200R.STADCNA 894.3734 0.00019 2 1 58.84 0
R20210200R.STADCNA 894.3734 0.00005 2 1 41.44 0
R20210200R.STADCNA 894.3734 -0.00013 2 1 42.2 0
R20210200R.STADCNA 894.3734 -0.00085 2 1 42.27 0
R20210200R.STADCNA 894.3734 -0.00005 2 1 47.22 0
R20210200R.STADCNA 894.3734 -0.00037 2 1 41.51 0
R20210200R.STADCNA 894.3734 -0.00035 2 1 44.28 0
R20210200R.STADCNA 894.3734 0.00027 2 1 39.47 0
R20210200R.STADCNA 894.3734 0.00029 2 1 42.27 0
R20210200R.STADCNA 894.3734 -0.00001 2 1 44.6 0
R20210200R.STADCNA 894.3734 0.00033 2 1 42.31 0
R20210200R.STADCNA 894.3734 -0.00003 2 1 42.38 0
R20210200R.STADCNA 894.3734 -0.00111 2 1 42.65 0
R20210200R.STADCNA 894.3734 -0.00033 2 1 34.32 0
R20210200R.STADCNA 894.3734 -0.00037 2 1 42.2 0
R20210200R.STADCNA 894.3734 -0.00039 2 1 32.99 0
R20210200R.STADCNA 894.3734 -0.00019 2 1 43.99 0
R20210200R.STADCNA 894.3734 -0.00015 2 1 41.37 0
R20210200R.STADCNA 894.3734 -0.00017 2 1 42.25 0
R20210200R.STADCNA 894.3734 0.00007 2 1 45.01 0
R20210200R.STADCNA 894.3734 -0.00077 2 1 44.8 0
R20210200R.STADCNA 894.3734 0.00009 2 1 46.57 0
R20210200R.STADCNA 894.3734 0.00013 2 1 36.88 0
R20210200R.STADCNA 894.3734 0.00003 2 1 44.84 0
R20210200R.STADCNA 894.3734 0.00051 2 1 41.99 0
R20210200R.STADCNA 894.3734 0.00037 2 1 41.85 0
R20210200R.STADCNA 894.3734 0.00033 2 1 42.34 0
R20210200R.STADCNA 894.3734 -0.00055 2 1 44.94 0
R20210200R.STADCNA 894.3734 0.00007 2 1 44.84 0
R20210200R.STADCNA 894.3734 -0.00021 2 1 42.6 0
R20210200R.STADCNA 894.3734 -0.00011 2 1 39.76 0
R20210200R.STADCNA 894.3734 -0.00035 2 1 41.56 0
R20210200R.STADCNA 894.3734 -0.00059 2 1 42.04 0



R20210200R.STADCNA 894.3734 -0.00057 2 1 39.48 0
R20210200R.STADCNA 894.3734 -0.00053 2 1 36.15 0
R20210200R.STADCNA 894.3734 -0.00053 2 1 23.6 0
R20210200R.STADCNA 894.3734 -0.00193 2 1 28.36 0
R20210200R.SWIDAN.-705.3202 -0.00048 1 1 33.99 0
R20210200R.SWIDAN.-705.3202 0.00018 2 1 20.9 0
R20210200R.SWIDAN.-705.3202 0.00055 2 1 22.94 0
R20210200R.SWIDAN.-705.3202 0.00045 2 1 22.17 0
R20210200R.SWIDAN.-705.3202 0.00027 2 1 26.71 0
R20210200R.SWIDAN.-705.3202 0.00102 1 1 30.88 0
R20210200R.SWIDAN.-705.3202 0.00122 1 1 27.66 0
R20210200R.SWIDAN.-705.3202 0.00026 2 1 27.31 0
R20210200R.SWIDAN.-705.3202 0.00036 2 1 22.34 0
R20210200R.SWIDAN.-705.3202 0.00027 2 1 22.43 0
R20210200R.SWIDAN.-705.3202 0.00019 2 1 26.66 0
R20210200R.SWIDAN.-705.3202 0.0003 2 1 26.77 0
R20210200R.SWIDAN.-705.3202 0.00022 2 1 29.26 0
R20210200R.SWIDAN.-705.3202 0.00102 1 1 41.79 0
R20210200R.SWIDAN.-705.3202 0.00002 1 1 33.91 0
R20210200R.SWIDAN.-705.3202 -0.00038 1 1 33.82 0
R20210200R.SWIDAN.-705.3202 -0.00128 1 1 33.9 0
R20210200R.SWIDAN.-705.3202 0.00152 1 1 41.96 0
R20210200R.SWIDAN.-705.3202 -0.00018 1 1 41.86 0
R20210200R.SWIDAN.-705.3202 0.00092 1 1 41.97 0
R20210200R.SWIDAN.-705.3202 0.00092 1 1 34.4 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00029 2 1 41.54 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00017 2 1 24.64 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00045 2 1 41.92 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00045 2 1 24.16 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00027 2 1 20.17 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 -0.00025 2 1 41.97 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 -0.00023 2 1 41.78 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 -0.00023 2 1 24.27 0

$5-1 14 15 5 18.02% 29038.81 5.74
R20210200K.ALTAAHC  ! K1185.579 -0.00021 3 1 32.79 0
R20210200K.TDGASDG 1589.751 -0.00046 3 1 61.93 0
R20210200R.IVGGSPA 815.4621 0.00014 2 1 34.08 0
R20210200R.IVGGSPA 815.4621 -0.00278 2 1 38.46 0
R20210200R.IVGGSPA 815.4621 -0.00018 2 1 46.77 0
R20210200R.TTVISES 1167.531 -0.00511 2 1 21.82 0
R20210200R.TTVISES 1167.531 0.00023 2 1 64.89 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00029 2 1 41.54 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00017 2 1 24.64 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00045 2 1 41.92 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00045 2 1 24.16 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00027 2 1 20.17 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 -0.00025 2 1 41.97 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 -0.00023 2 1 41.78 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 -0.00023 2 1 24.27 0

$6-1 51 8 4 15.94% 27601.38 4.8
R20210200-.IVGGQIS 888.5149 0.00008 2 1 42.24 0
R20210200-.IVGGQIS 888.5149 0.00258 2 1 49.03 0
R20210200R.DRVPDV.-700.3624 0.00112 2 1 21.52 0
R20210200R.DRVPDV.-700.3624 0.00078 2 1 36.45 0



R20210200R.ESDDASP 1088.522 0.00071 2 1 65.87 0
R20210200R.ESDDASP 1088.522 0.00005 2 1 23.22 0
R20210200R.ESDDASP 1088.522 -0.00095 2 1 80.34 0
R20210200R.ISLPAEG 1505.759 -0.00328 2 1 69.06 0

$7-1 91 91 3 7.43% 28237.11 5.55
$7-2 28 91 3 7.22% 29190.87 5.42

R20210200R.AWIDAN.-689.3253 0.00024 2 1 31.27 0
R20210200R.AWIDAN.-689.3253 0.00058 2 1 28.39 0
R20210200R.AWIDAN.-689.3253 0.0002 2 1 40.21 0
R20210200R.AWIDAN.-689.3253 0.00034 2 1 30.92 0
R20210200R.AWIDAN.-689.3253 0.00016 2 1 21.9 0
R20210200R.AWIDAN.-689.3253 0.00026 2 1 30.61 0
R20210200R.AWIDAN.-689.3253 0.00036 2 1 30.74 0
R20210200R.AWIDAN.-689.3253 0.00002 2 1 40.03 0
R20210200R.AWIDAN.-689.3253 0.00044 2 1 40.02 0
R20210200R.AWIDAN.-689.3253 -0.0001 2 1 31.11 0
R20210200R.AWIDAN.-689.3253 -0.00028 2 1 23.01 0
R20210200R.AWIDAN.-689.3253 -0.00014 2 1 35.19 0
R20210200R.AWIDAN.-689.3253 0.00098 2 1 31.05 0
R20210200R.AWIDAN.-689.3253 -0.00002 2 1 28.98 0
R20210200R.AWIDAN.-689.3253 -0.00052 2 1 40.11 0
R20210200R.AWIDAN.-689.3253 -0.00048 2 1 31.13 0
R20210200R.AWIDAN.-689.3253 0.00058 2 1 31.09 0
R20210200R.AWIDAN.-689.3253 0.00078 2 1 40.23 0
R20210200R.AWIDAN.-689.3253 0.0001 2 1 39.99 0
R20210200R.AWIDAN.-689.3253 0.00054 2 1 35.13 0
R20210200R.AWIDAN.-689.3253 0.0001 2 1 30.75 0
R20210200R.AWIDAN.-689.3253 0.00036 2 1 22.58 0
R20210200R.AWIDAN.-689.3253 0.00038 2 1 21.19 0
R20210200R.AWIDAN.-689.3253 -0.00002 2 1 23.4 0
R20210200R.AWIDAN.-689.3253 0.00016 2 1 20.06 0
R20210200R.AWIDAN.-689.3253 0.00102 2 1 21.15 0
R20210200R.AWIDAN.-689.3253 0.00034 2 1 23.77 0
R20210200R.AWIDAN.-689.3253 -0.0013 1 1 40.72 0
R20210200R.LSGWGK.  ! R647.3511 -0.00051 2 1 38.24 0
R20210200R.LSGWGK.  ! R647.3511 0.00041 2 1 38.11 0
R20210200R.LSGWGK.  ! R647.3511 0.00019 2 1 37.97 0
R20210200R.LSGWGK.  ! R647.3511 0.00051 2 1 37.31 0
R20210200R.LSGWGK.  ! R647.3511 0.00029 2 1 37.86 0
R20210200R.LSGWGK.  ! R647.3511 -0.00137 2 1 23.96 0
R20210200R.LSGWGK.  ! R647.3511 0.00085 2 1 23.3 0
R20210200R.LSGWGK.  ! R647.3511 0.00021 2 1 23.16 0
R20210200R.LSGWGK.  ! R647.3511 0.00037 2 1 20.02 0
R20210200R.LSGWGK.  ! R647.3511 0.00019 2 1 37.37 0
R20210200R.LSGWGK.  ! R647.3511 0.00019 2 1 25.36 0
R20210200R.STADCNS 910.3683 0.00213 2 1 42.14 0
R20210200R.STADCNS 910.3683 -0.00035 2 1 41.3 0
R20210200R.STADCNS 910.3683 -0.00033 2 1 42.24 0
R20210200R.STADCNS 910.3683 -0.00349 2 1 39 0
R20210200R.STADCNS 910.3683 -0.00041 2 1 42.04 0
R20210200R.STADCNS 910.3683 -0.00027 2 1 44.37 0
R20210200R.STADCNS 910.3683 0.00031 2 1 59.03 0
R20210200R.STADCNS 910.3683 0.00009 2 1 42.42 0
R20210200R.STADCNS 910.3683 -0.00103 2 1 42.46 0



R20210200R.STADCNS 910.3683 0.00017 2 1 39.93 0
R20210200R.STADCNS 910.3683 -0.00099 2 1 42.6 0
R20210200R.STADCNS 910.3683 0.00029 2 1 43.25 0
R20210200R.STADCNS 910.3683 0.00021 2 1 46.13 0
R20210200R.STADCNS 910.3683 -0.00013 2 1 46.79 0
R20210200R.STADCNS 910.3683 0.00013 2 1 44.41 0
R20210200R.STADCNS 910.3683 0.00025 2 1 43 0
R20210200R.STADCNS 910.3683 -0.00001 2 1 43.3 0
R20210200R.STADCNS 910.3683 -0.00201 2 1 42.3 0
R20210200R.STADCNS 910.3683 0.00031 2 1 42.64 0
R20210200R.STADCNS 910.3683 -0.00121 2 1 42.38 0
R20210200R.STADCNS 910.3683 0.00025 2 1 43.02 0
R20210200R.STADCNS 910.3683 -0.00043 2 1 44.19 0
R20210200R.STADCNS 910.3683 0.00013 2 1 46.36 0
R20210200R.STADCNS 910.3683 0.00025 2 1 44.23 0
R20210200R.STADCNS 910.3683 0.00053 2 1 42.77 0
R20210200R.STADCNS 910.3683 0.00011 2 1 43.31 0
R20210200R.STADCNS 910.3683 0.00051 2 1 48.1 0
R20210200R.STADCNS 910.3683 0.00023 2 1 42.23 0
R20210200R.STADCNS 910.3683 0.00077 2 1 43.42 0
R20210200R.STADCNS 910.3683 0.00031 2 1 42.52 0
R20210200R.STADCNS 910.3683 -0.00033 2 1 40.69 0
R20210200R.STADCNS 910.3683 -0.00085 2 1 39.56 0
R20210200R.STADCNS 910.3683 -0.00109 2 1 39.44 0
R20210200R.STADCNS 910.3683 0.00007 2 1 43.05 0
R20210200R.STADCNS 910.3683 -0.00027 2 1 42.28 0
R20210200R.STADCNS 910.3683 -0.00025 2 1 41.97 0
R20210200R.STADCNS 910.3683 -0.00013 2 1 59.07 0
R20210200R.STADCNS 910.3683 -0.00001 2 1 38.5 0
R20210200R.STADCNS 910.3683 -0.00031 2 1 36.79 0
R20210200R.STADCNS 910.3683 -0.00075 2 1 45.17 0
R20210200R.STADCNS 910.3683 -0.00033 2 1 23.06 0
R20210200R.STADCNS 910.3683 0.00169 2 1 36.92 0
R20210200R.STADCNS 910.3683 0.00019 2 1 24.76 0
R20210200R.STADCNS 910.3683 0.00039 2 1 52.81 0
R20210200R.STADCNS 910.3683 -0.00061 2 1 36.45 0
R20210200R.STADCNS 910.3683 -0.00041 2 1 20.42 0
R20210200R.STADCNS 910.3683 -0.00015 2 1 22.79 0
R20210200R.STADCNS 910.3683 -0.00077 2 1 22.08 0
R20210200R.STADCNS 910.3683 -0.00021 2 1 24.93 0
R20210200R.STADCNS 910.3683 -0.00101 2 1 29.23 0
R20210200R.STADCNS 910.3683 -0.00121 2 1 22.94 0
R20210200R.STADCNS 910.3683 -0.00041 2 1 32.4 0

$8-1 13 14 3 8.83% 29049.81 6.69
R20210200K.ALTAAHC  ! K  ! K1172.548 -0.00124 2 1 56.78 0
R20210200K.ALTAAHC  ! K  ! K1172.548 0.00115 3 1 35.37 0
R20210200K.ALTAAHC  ! K  ! K1172.548 0.00028 3 1 23.16 0
R20210200R.IVGGSPA 815.4621 0.00014 2 1 34.08 0
R20210200R.IVGGSPA 815.4621 -0.00278 2 1 38.46 0
R20210200R.IVGGSPA 815.4621 -0.00018 2 1 46.77 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00029 2 1 41.54 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00017 2 1 24.64 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00045 2 1 41.92 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00045 2 1 24.16 0



R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 0.00027 2 1 20.17 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 -0.00025 2 1 41.97 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 -0.00023 2 1 41.78 0
R20210200R.VSYFR.A ! R  ! R  ! R  ! R671.3511 -0.00023 2 1 24.27 0

$9-1 52 14 3 14.46% 26913.02 5.68
$9-2 95 14 3 12.20% 31471.21 5.31
$9-3 4 14 3 13.51% 29111.58 6.13
$9-4 6 14 3 13.16% 29434.79 5.84
$9-5 5 14 3 12.73% 30573.02 6.32

R20210200R.DSCQGDS 1408.583 0.00183 2 1 30.13 0
R20210200R.DSCQGDS 1408.583 -0.00043 2 1 69.33 0
R20210200R.VSQYNDW 1353.643 -0.00043 2 1 60.11 0
R20210200R.VTENM*I 1152.514 -0.00092 2 1 25.85 0
R20210200R.VTENM*I 1152.514 0.00028 2 1 53.34 0
R20210200R.VTENM*I 1152.514 0.00108 2 1 27.36 0
R20210200R.VTENM*I 1152.514 -0.00252 2 1 60.17 0
R20210200R.VTENM*I 1152.514 -0.00252 2 1 30.22 0
R20210200R.VTENM*I 1152.514 0.00008 2 1 32.76 0
R20210200R.VTENM*I 1152.514 -0.00004 2 1 31.14 0
R20210200R.VTENM*I 1152.514 -0.00132 2 1 50.7 0
R20210200R.VTENMIC 1136.519 -0.00017 2 1 64.54 0
R20210200R.VTENMIC 1136.519 0.00039 2 1 56.19 0
R20210200R.VTENMIC 1136.519 -0.00081 2 1 56.22 0

$10-1 103 7 3 14.39% 28565.57 4.95
R20210200R.DAFPGQI 1756.778 -0.00408 3 1 46.12 0
R20210200R.DAFPGQI 1756.778 -0.00118 2 1 71.19 0
R20210200R.GCAGDTP 1223.547 0.00038 2 1 49.82 0
R20210200R.QGEYPYQ 1339.664 0.00815 2 1 36.67 0
R20210200R.QGEYPYQ 1339.664 0.00425 2 1 39 0
R20210200R.QGEYPYQ 1339.664 0.00017 2 1 47.4 0
R20210200R.QGEYPYQ 1339.664 0.00063 3 1 49.62 0

$11-1 49 6 3 13.54% 24093.44 8.48
R20210200-.IVGGAAA 714.4257 0.00038 2 1 31.66 0
R20210200-.IVGGAAA 714.4257 0.001 2 1 25.71 0
R20210200-.IVGGAAA 714.4257 0.00014 2 1 47.1 0
R20210200K.DSCQGDS 1390.627 -0.00055 2 1 86.57 0
R20210200K.DSCQGDS 1390.627 -0.00121 2 1 88.54 0
R20210200K.SWVDGYV -1089.489 -0.00173 1 1 22.35 0

$12-1 11 11 2 8.81% 27127.79 5.54
$12-2 7 11 2 9.24% 26411.1 5.71
$12-3 10 11 2 8.85% 27041.66 5.38
$12-4 9 11 2 8.88% 27351.92 5.34
$12-5 8 11 2 9.20% 26311.96 5.38
$12-6 12 11 2 9.79% 24546.96 5.35

R20210200R.GCASETP 1267.574 -0.00079 3 1 24.29 0
R20210200R.GCASETP 1267.574 -0.00234 2 1 68.05 0
R20210200R.GCASETP 1267.574 0.0001 2 1 67.35 0
R20210200R.GCASETP 1267.574 -0.00076 2 1 63.56 0
R20210200R.GCASETP 1267.574 0.00504 2 1 23.4 0
R20210200R.GCASETP 1267.574 -0.00132 2 1 68.65 0
R20210200R.GCASETP 1267.574 0.00113 3 1 60.64 0
R20210200R.QGEYPYQ 1339.664 0.00815 2 1 36.67 0
R20210200R.QGEYPYQ 1339.664 0.00425 2 1 39 0
R20210200R.QGEYPYQ 1339.664 0.00017 2 1 47.4 0



R20210200R.QGEYPYQ 1339.664 0.00063 3 1 49.62 0
$13-1 58 3 2 6.01% 25064.74 5.02
$13-2 99 3 2 5.19% 29038.38 5.17

R20210200K.EQVSR.L 618.3206 0.00001 2 1 20.48 0
R20210200K.EQVSR.L 618.3206 0.00007 2 1 20.27 0
R20210200R.ISDTTTP 977.4898 0.0011 2 1 34.17 0

$14-1 94 34 1 2.99% 28732.44 5.74
R20210200R.SDDTEPS 878.3738 -0.00589 2 1 49.54 0
R20210200R.SDDTEPS 878.3738 0.00011 2 1 53.69 0
R20210200R.SDDTEPS 878.3738 -0.00075 2 1 55.91 0
R20210200R.SDDTEPS 878.3738 -0.00079 2 1 50.61 0
R20210200R.SDDTEPS 878.3738 -0.00093 2 1 50.47 0
R20210200R.SDDTEPS 878.3738 -0.00153 2 1 54.39 0
R20210200R.SDDTEPS 878.3738 -0.00097 2 1 51.64 0
R20210200R.SDDTEPS 878.3738 -0.00165 2 1 47.07 0
R20210200R.SDDTEPS 878.3738 -0.00163 2 1 61.32 0
R20210200R.SDDTEPS 878.3738 -0.00129 2 1 53.44 0
R20210200R.SDDTEPS 878.3738 -0.00155 2 1 58.12 0
R20210200R.SDDTEPS 878.3738 -0.00055 2 1 53.45 0
R20210200R.SDDTEPS 878.3738 -0.00043 2 1 59.69 0
R20210200R.SDDTEPS 878.3738 -0.00079 2 1 49.67 0
R20210200R.SDDTEPS 878.3738 -0.00137 2 1 39.08 0
R20210200R.SDDTEPS 878.3738 -0.00103 2 1 40.56 0
R20210200R.SDDTEPS 878.3738 -0.00171 2 1 28.29 0
R20210200R.SDDTEPS 878.3738 0.00069 2 1 57.66 0
R20210200R.SDDTEPS 878.3738 0.00051 2 1 55.11 0
R20210200R.SDDTEPS 878.3738 -0.00003 2 1 63.83 0
R20210200R.SDDTEPS 878.3738 0.00003 2 1 64.05 0
R20210200R.SDDTEPS 878.3738 -0.00047 2 1 56.59 0
R20210200R.SDDTEPS 878.3738 -0.00095 2 1 36.88 0
R20210200R.SDDTEPS 878.3738 0.00001 2 1 55.79 0
R20210200R.SDDTEPS 878.3738 -0.00033 2 1 50.2 0
R20210200R.SDDTEPS 878.3738 0.00005 2 1 57.63 0
R20210200R.SDDTEPS 878.3738 0.00011 2 1 52.92 0
R20210200R.SDDTEPS 878.3738 -0.00017 2 1 52.96 0
R20210200R.SDDTEPS 878.3738 0.00051 2 1 57.46 0
R20210200R.SDDTEPS 878.3738 0.00049 2 1 52.8 0
R20210200R.SDDTEPS 878.3738 -0.00059 2 1 47.25 0
R20210200R.SDDTEPS 878.3738 0.00017 2 1 44.09 0
R20210200R.SDDTEPS 878.3738 -0.00035 2 1 52.36 0
R20210200R.SDDTEPS 878.3738 0.00005 2 1 33.17 0

$15-1 68 1 1 7.73% 21003.06 4.57
R20210200R.ILPDSDA 1700.87 -0.00203 2 1 73.05 0

$16-1 69 1 1 9.49% 17456.48 4.79
$16-2 44 1 1 6.02% 27439.66 5.59
$16-3 42 1 1 6.02% 27381.76 6.05

R20210200K.LAAQDNP 1643.802 0.00224 2 1 117.85 0

----- summary -----
Total pro: 31
Total pro  g: 16
UniPepCouProteinGrPercent ProteinCoPercent

1 3 18.75% 5 16.13%
2 2 12.50% 8 25.81%



3 5 31.25% 10 32.26%
4 1 6.25% 1 3.23%
5 3 18.75% 3 9.68%
7 2 12.50% 4 12.90%



ExpectValIons ReferenceDIFF_MODIPI MissCleavModificatMatchedTINumProtea

1.34E-05 0|0 2/3/15/19 4.41 0 0 2
2.86E-04 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
1.79E-05 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
1.41E-06 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
1.32E-05 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
1.05E-06 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
1.85E-05 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
6.62E-04 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
3.41E-05 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
1.29E-05 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
6.17E-08 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
1.81E-05 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
2.77E-03 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
3.25E-04 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
1.87E-04 0|0 2/3/15/28/91 3.8 0 0 2
3.62E-04 0|0 2/3/15/28/91 3.8 0 0 2
2.38E-05 0|0 2/3/15/28/91 3.8 0 0 2
2.02E-04 0|0 2/3/15/28/91 3.8 0 0 2
1.61E-03 0|0 2/3/15/28/91 3.8 0 0 2
2.17E-04 0|0 2/3/15/28/91 3.8 0 0 2
2.11E-04 0|0 2/3/15/28/91 3.8 0 0 2
2.48E-05 0|0 2/3/15/28/91 3.8 0 0 2
2.49E-05 0|0 2/3/15/28/91 3.8 0 0 2
1.94E-04 0|0 2/3/15/28/91 3.8 0 0 2
1.25E-03 0|0 2/3/15/28/91 3.8 0 0 2
7.57E-05 0|0 2/3/15/28/91 3.8 0 0 2
1.96E-04 0|0 2/3/15/28/91 3.8 0 0 2
3.16E-04 0|0 2/3/15/28/91 3.8 0 0 2
2.44E-05 0|0 2/3/15/28/91 3.8 0 0 2
1.93E-04 0|0 2/3/15/28/91 3.8 0 0 2
1.95E-04 0|0 2/3/15/28/91 3.8 0 0 2
2.37E-05 0|0 2/3/15/28/91 3.8 0 0 2
2.51E-05 0|0 2/3/15/28/91 3.8 0 0 2
7.67E-05 0|0 2/3/15/28/91 3.8 0 0 2
2.10E-04 0|0 2/3/15/28/91 3.8 0 0 2
1.38E-03 0|0 2/3/15/28/91 3.8 0 0 2
1.90E-03 0|0 2/3/15/28/91 3.8 0 0 2
1.14E-03 0|0 2/3/15/28/91 3.8 0 0 2
2.47E-03 0|0 2/3/15/28/91 3.8 0 0 2
1.92E-03 0|0 2/3/15/28/91 3.8 0 0 2
1.05E-03 0|0 2/3/15/28/91 3.8 0 0 2
2.12E-05 0|0 2/3/15/28/91 3.8 0 0 2
3.19E-07 0|0 2/3/15/92/93 5.84 0 0 2
7.69E-09 0|0 2/3/15/92/93 5.84 0 0 2
2.59E-07 0|0 2/3/15/92/93 5.84 0 0 2
1.77E-07 0|0 2/3/15/92/93 5.84 0 0 2
4.61E-07 0|0 2/3/15/92/93 5.84 0 0 2
3.76E-07 0|0 2/3/15/92/93 5.84 0 0 2
2.92E-07 0|0 2/3/15/92/93 5.84 0 0 2



2.92E-07 0|0 2/3/15/92/93 5.84 0 0 2
9.16E-06 0|0 2/3/15/92/93 5.84 0 0 2
2.08E-06 0|0 2/3/15/92/93 5.84 0 0 2
3.38E-04 0|0 2/3/15/92/93 5.84 0 0 2
3.02E-07 0|0 2/3/15/92/93 5.84 0 0 2
3.02E-07 0|0 2/3/15/92/93 5.84 0 0 2
3.17E-07 0|0 2/3/15/92/93 5.84 0 0 2
1.73E-05 0|0 2/3/15/92/93 5.84 0 0 2
6.46E-05 0|0 2/3/15/92/93 5.84 0 0 2
5.24E-06 0|0 2/3/15/92/93 5.84 0 0 2
3.19E-05 0|0 2/3/15/92/93 5.84 0 0 2
2.92E-07 0|0 2/3/15/92/93 5.84 0 0 2
3.04E-07 0|0 2/3/15/92/93 5.84 0 0 2
3.16E-07 0|0 2/3/15/92/93 5.84 0 0 2
3.10E-06 0|0 2/3/15/92/93 5.84 0 0 2
2.32E-07 0|0 2/3/15/92/93 5.84 0 0 2
6.21E-06 0|0 2/3/15/92/93 5.84 0 0 2
2.92E-06 0|0 2/3/15/92/93 5.84 0 0 2
2.12E-06 0|0 2/3/15/92/93 5.84 0 0 2
5.18E-05 0|0 2/3/15/92/93 5.84 0 0 2
5.77E-06 0|0 2/3/15/92/93 5.84 0 0 2
5.41E-04 0|0 2/3/15/92/93 5.84 0 0 2
1.52E-05 0|0 2/3/15/92/93 5.84 0 0 2
1.14E-04 0|0 2/3/15/92/93 5.84 0 0 2
4.29E-05 0|0 2/3/15/92/93 5.84 0 0 2
1.57E-04 0|0 2/3/15/92/93 5.84 0 0 2
1.55E-05 0|0 2/3/15/92/93 5.84 0 0 2
4.35E-04 0|0 2/3/15/92/93 5.84 0 0 2
2.88E-04 0|0 2/3/15/92/93 5.84 0 0 2
1.38E-05 0|0 2/3/15/92/93 5.84 0 0 2
2.45E-05 0|0 2/3/15/92/93 5.84 0 0 2
2.52E-04 0|0 2/3/15/92/93 5.84 0 0 2
3.57E-04 0|0 2/3/15/92/93 5.84 0 0 2
5.93E-05 0|0 2/3/15/92/93 5.84 0 0 2
9.51E-05 0|0 2/3/15/92/93 5.84 0 0 2
7.54E-04 0|0 2/3/15/92/93 5.84 0 0 2
9.87E-05 0|0 2/3/15/92/93 5.84 0 0 2
1.44E-06 0|0 2/3/15/92/93 5.84 0 0 2
8.30E-05 0|0 2/3/15/92/93 5.84 0 0 2
1.33E-04 0|0 2/3/15/92/93 5.84 0 0 2
5.76E-04 0|0 2/3/15/92/93 5.84 0 0 2
2.57E-05 0|0 2/3/15/92/93 5.84 0 0 2
2.18E-04 0|0 2/3/15/92/93 5.84 0 0 2
6.31E-06 0|0 2/3/15/92/93 5.84 0 0 2
2.13E-04 0|0 2/3/15/92/93 5.84 0 0 2
2.19E-05 0|0 2/3/15/92/93 5.84 0 0 2
3.40E-07 0|0 2/3/15/92/93 5.84 0 0 2
3.21E-07 0|0 2/3/15/92/93 5.84 0 0 2
3.01E-07 0|0 2/3/15/92/93 5.84 0 0 2
1.03E-05 0|0 2/3/15/92/93 5.84 0 0 2
1.43E-07 0|0 2/3/15/92/93 5.84 0 0 2
5.48E-06 0|0 2/3/15/92/93 5.84 0 0 2
2.93E-07 0|0 2/3/15/92/93 5.84 0 0 2
5.19E-06 0|0 2/3/15/92/93 5.84 0 0 2



2.77E-03 0|0 2/3/15/92/93 5.84 0 0 2
9.78E-06 0|0 2/3/15/92/93 5.84 0 0 2
9.14E-05 0|0 2/3/15/92/93 5.84 0 0 2
2.37E-08 0|0 2/3/15/92/93 5.84 0 0 2
7.75E-07 0|0 2/3/15/92/93 5.84 0 0 2
2.89E-07 0|0 2/3/15/92/93 5.84 0 0 2
2.80E-07 0|0 2/3/15/92/93 5.84 0 0 2
2.48E-07 0|0 2/3/15/92/93 5.84 0 0 2
9.12E-08 0|0 2/3/15/92/93 5.84 0 0 2
2.10E-07 0|0 2/3/15/92/93 5.84 0 0 2
2.87E-07 0|0 2/3/15/92/93 5.84 0 0 2
1.39E-06 0|0 2/3/15/92/93 5.84 0 0 2
2.95E-07 0|0 2/3/15/92/93 5.84 0 0 2
3.07E-07 0|0 2/3/15/92/93 5.84 0 0 2
2.99E-07 0|0 2/3/15/92/93 5.84 0 0 2
3.03E-07 0|0 2/3/15/92/93 5.84 0 0 2
6.75E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
6.95E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
7.18E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
8.36E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
7.37E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
1.81E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
2.10E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
2.17E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
4.48E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
8.25E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
1.31E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
1.77E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
3.91E-07 0|0 2/3/15/19/20/92 5.55 0 0 2
1.95E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
3.44E-04 0|0 2/3/15/19/20/92 5.55 0 0 2
9.31E-04 0|0 2/3/15/19/20/92 5.55 0 0 2
5.61E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
4.01E-07 0|0 2/3/15/19/20/92 5.55 0 0 2
3.92E-07 0|0 2/3/15/19/20/92 5.55 0 0 2
2.15E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.81E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.78E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
5.69E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
2.12E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.12E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
3.39E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.78E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.04E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.76E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.73E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.63E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.11E-04 0|0 2/3/15/19/20/92 5.55 0 0 2
1.81E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.51E-04 0|0 2/3/15/19/20/92 5.55 0 0 2
1.20E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
2.19E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.79E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
9.47E-06 0|0 2/3/15/19/20/92 5.55 0 0 2



9.93E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
6.61E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
6.15E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
9.84E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
1.90E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.96E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.75E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
9.62E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
9.84E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
1.65E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
3.17E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
2.09E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.88E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
3.38E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
7.28E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.31E-03 0|0 2/3/15/19/20/92 5.55 0 0 2
4.38E-04 0|0 2/3/15/19/20/92 5.55 0 0 2
6.31E-05 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
3.09E-03 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
5.78E-05 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
3.45E-03 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
8.65E-03 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
5.72E-05 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
5.97E-05 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
3.37E-03 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2

1.34E-05 0|0 2/3/15/19 4.41 0 0 2
2.86E-04 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
1.79E-05 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
1.41E-06 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
1.32E-05 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
1.05E-06 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
1.85E-05 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
6.62E-04 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
3.41E-05 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
1.29E-05 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
6.17E-08 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
1.81E-05 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
2.77E-03 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
3.25E-04 0|0 1/18/33 ! 2/3/15 ! 1 6.78 0 0 2
1.68E-03 0|0 19 6 0 0 2
6.75E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
6.95E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
7.18E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
8.36E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
7.37E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
1.81E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
2.10E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
2.17E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
4.48E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
8.25E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
1.31E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
1.77E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
3.91E-07 0|0 2/3/15/19/20/92 5.55 0 0 2



1.95E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
3.44E-04 0|0 2/3/15/19/20/92 5.55 0 0 2
9.31E-04 0|0 2/3/15/19/20/92 5.55 0 0 2
5.61E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
4.01E-07 0|0 2/3/15/19/20/92 5.55 0 0 2
3.92E-07 0|0 2/3/15/19/20/92 5.55 0 0 2
2.15E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.81E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.78E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
5.69E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
2.12E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.12E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
3.39E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.78E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.04E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.76E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.73E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.63E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.11E-04 0|0 2/3/15/19/20/92 5.55 0 0 2
1.81E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.51E-04 0|0 2/3/15/19/20/92 5.55 0 0 2
1.20E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
2.19E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.79E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
9.47E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
9.93E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
6.61E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
6.15E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
9.84E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
1.90E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.96E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.75E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
9.62E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
9.84E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
1.65E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
3.17E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
2.09E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.88E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
3.38E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
7.28E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.31E-03 0|0 2/3/15/19/20/92 5.55 0 0 2
4.38E-04 0|0 2/3/15/19/20/92 5.55 0 0 2
3.99E-05 0|0 19/20 3.8 0 0 2
8.13E-04 0|0 19/20 3.8 0 0 2
5.08E-04 0|0 19/20 3.8 0 0 2
6.07E-04 0|0 19/20 3.8 0 0 2
2.13E-04 0|0 19/20 3.8 0 0 2
8.17E-05 0|0 19/20 3.8 0 0 2
1.71E-04 0|0 19/20 3.8 0 0 2
1.86E-04 0|0 19/20 3.8 0 0 2
5.83E-04 0|0 19/20 3.8 0 0 2
5.71E-04 0|0 19/20 3.8 0 0 2
2.16E-04 0|0 19/20 3.8 0 0 2
2.10E-04 0|0 19/20 3.8 0 0 2



1.19E-04 0|0 19/20 3.8 0 0 2
6.62E-06 0|0 19/20 3.8 0 0 2
4.06E-05 0|0 19/20 3.8 0 0 2
4.15E-05 0|0 19/20 3.8 0 0 2
4.07E-05 0|0 19/20 3.8 0 0 2
6.37E-06 0|0 19/20 3.8 0 0 2
6.52E-06 0|0 19/20 3.8 0 0 2
6.35E-06 0|0 19/20 3.8 0 0 2
3.63E-05 0|0 19/20 3.8 0 0 2
6.31E-05 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
3.09E-03 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
5.78E-05 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
3.45E-03 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
8.65E-03 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
5.72E-05 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
5.97E-05 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
3.37E-03 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2

5.25E-07 0|0 13 ! 20/24/92 ! 30 6.78 0 0 2
7.26E-05 0|0 13 ! 20/24/92 ! 30 6.78 0 0 2
1.21E-03 0|0 13 ! 20/24/92 ! 30 6.78 0 0 2
3.19E-07 0|0 2/3/15/92/93 5.84 0 0 2
7.69E-09 0|0 2/3/15/92/93 5.84 0 0 2
2.59E-07 0|0 2/3/15/92/93 5.84 0 0 2
1.77E-07 0|0 2/3/15/92/93 5.84 0 0 2
4.61E-07 0|0 2/3/15/92/93 5.84 0 0 2
3.76E-07 0|0 2/3/15/92/93 5.84 0 0 2
2.92E-07 0|0 2/3/15/92/93 5.84 0 0 2
2.92E-07 0|0 2/3/15/92/93 5.84 0 0 2
9.16E-06 0|0 2/3/15/92/93 5.84 0 0 2
2.08E-06 0|0 2/3/15/92/93 5.84 0 0 2
3.38E-04 0|0 2/3/15/92/93 5.84 0 0 2
3.02E-07 0|0 2/3/15/92/93 5.84 0 0 2
3.02E-07 0|0 2/3/15/92/93 5.84 0 0 2
3.17E-07 0|0 2/3/15/92/93 5.84 0 0 2
1.73E-05 0|0 2/3/15/92/93 5.84 0 0 2
6.46E-05 0|0 2/3/15/92/93 5.84 0 0 2
5.24E-06 0|0 2/3/15/92/93 5.84 0 0 2
3.19E-05 0|0 2/3/15/92/93 5.84 0 0 2
2.92E-07 0|0 2/3/15/92/93 5.84 0 0 2
3.04E-07 0|0 2/3/15/92/93 5.84 0 0 2
3.16E-07 0|0 2/3/15/92/93 5.84 0 0 2
3.10E-06 0|0 2/3/15/92/93 5.84 0 0 2
2.32E-07 0|0 2/3/15/92/93 5.84 0 0 2
6.21E-06 0|0 2/3/15/92/93 5.84 0 0 2
2.92E-06 0|0 2/3/15/92/93 5.84 0 0 2
2.12E-06 0|0 2/3/15/92/93 5.84 0 0 2
5.18E-05 0|0 2/3/15/92/93 5.84 0 0 2
5.77E-06 0|0 2/3/15/92/93 5.84 0 0 2
5.41E-04 0|0 2/3/15/92/93 5.84 0 0 2
1.52E-05 0|0 2/3/15/92/93 5.84 0 0 2
1.14E-04 0|0 2/3/15/92/93 5.84 0 0 2
4.29E-05 0|0 2/3/15/92/93 5.84 0 0 2
1.57E-04 0|0 2/3/15/92/93 5.84 0 0 2



1.55E-05 0|0 2/3/15/92/93 5.84 0 0 2
4.35E-04 0|0 2/3/15/92/93 5.84 0 0 2
2.88E-04 0|0 2/3/15/92/93 5.84 0 0 2
1.38E-05 0|0 2/3/15/92/93 5.84 0 0 2
2.45E-05 0|0 2/3/15/92/93 5.84 0 0 2
2.52E-04 0|0 2/3/15/92/93 5.84 0 0 2
3.57E-04 0|0 2/3/15/92/93 5.84 0 0 2
5.93E-05 0|0 2/3/15/92/93 5.84 0 0 2
9.51E-05 0|0 2/3/15/92/93 5.84 0 0 2
7.54E-04 0|0 2/3/15/92/93 5.84 0 0 2
9.87E-05 0|0 2/3/15/92/93 5.84 0 0 2
1.44E-06 0|0 2/3/15/92/93 5.84 0 0 2
8.30E-05 0|0 2/3/15/92/93 5.84 0 0 2
1.33E-04 0|0 2/3/15/92/93 5.84 0 0 2
5.76E-04 0|0 2/3/15/92/93 5.84 0 0 2
2.57E-05 0|0 2/3/15/92/93 5.84 0 0 2
2.18E-04 0|0 2/3/15/92/93 5.84 0 0 2
6.31E-06 0|0 2/3/15/92/93 5.84 0 0 2
2.13E-04 0|0 2/3/15/92/93 5.84 0 0 2
2.19E-05 0|0 2/3/15/92/93 5.84 0 0 2
3.40E-07 0|0 2/3/15/92/93 5.84 0 0 2
3.21E-07 0|0 2/3/15/92/93 5.84 0 0 2
3.01E-07 0|0 2/3/15/92/93 5.84 0 0 2
1.03E-05 0|0 2/3/15/92/93 5.84 0 0 2
1.43E-07 0|0 2/3/15/92/93 5.84 0 0 2
5.48E-06 0|0 2/3/15/92/93 5.84 0 0 2
2.93E-07 0|0 2/3/15/92/93 5.84 0 0 2
5.19E-06 0|0 2/3/15/92/93 5.84 0 0 2
2.77E-03 0|0 2/3/15/92/93 5.84 0 0 2
9.78E-06 0|0 2/3/15/92/93 5.84 0 0 2
9.14E-05 0|0 2/3/15/92/93 5.84 0 0 2
2.37E-08 0|0 2/3/15/92/93 5.84 0 0 2
7.75E-07 0|0 2/3/15/92/93 5.84 0 0 2
2.89E-07 0|0 2/3/15/92/93 5.84 0 0 2
2.80E-07 0|0 2/3/15/92/93 5.84 0 0 2
2.48E-07 0|0 2/3/15/92/93 5.84 0 0 2
9.12E-08 0|0 2/3/15/92/93 5.84 0 0 2
2.10E-07 0|0 2/3/15/92/93 5.84 0 0 2
2.87E-07 0|0 2/3/15/92/93 5.84 0 0 2
1.39E-06 0|0 2/3/15/92/93 5.84 0 0 2
2.95E-07 0|0 2/3/15/92/93 5.84 0 0 2
3.07E-07 0|0 2/3/15/92/93 5.84 0 0 2
2.99E-07 0|0 2/3/15/92/93 5.84 0 0 2
3.03E-07 0|0 2/3/15/92/93 5.84 0 0 2
6.75E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
6.95E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
7.18E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
8.36E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
7.37E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
1.81E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
2.10E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
2.17E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
4.48E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
8.25E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2



1.31E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
1.77E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
3.91E-07 0|0 2/3/15/19/20/92 5.55 0 0 2
1.95E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
3.44E-04 0|0 2/3/15/19/20/92 5.55 0 0 2
9.31E-04 0|0 2/3/15/19/20/92 5.55 0 0 2
5.61E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
4.01E-07 0|0 2/3/15/19/20/92 5.55 0 0 2
3.92E-07 0|0 2/3/15/19/20/92 5.55 0 0 2
2.15E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.81E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.78E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
5.69E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
2.12E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.12E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
3.39E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.78E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.04E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.76E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.73E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.63E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.11E-04 0|0 2/3/15/19/20/92 5.55 0 0 2
1.81E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.51E-04 0|0 2/3/15/19/20/92 5.55 0 0 2
1.20E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
2.19E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.79E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
9.47E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
9.93E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
6.61E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
6.15E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
9.84E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
1.90E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.96E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.75E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
9.62E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
9.84E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
1.65E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
3.17E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
2.09E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.88E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
3.38E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
7.28E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.31E-03 0|0 2/3/15/19/20/92 5.55 0 0 2
4.38E-04 0|0 2/3/15/19/20/92 5.55 0 0 2
6.31E-05 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
3.09E-03 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
5.78E-05 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
3.45E-03 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
8.65E-03 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
5.72E-05 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
5.97E-05 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
3.37E-03 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2



5.25E-07 0|0 13 ! 20/24/92 ! 30 6.78 0 0 2
7.26E-05 0|0 13 ! 20/24/92 ! 30 6.78 0 0 2
1.21E-03 0|0 13 ! 20/24/92 ! 30 6.78 0 0 2
6.75E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
6.95E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
7.18E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
8.36E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
7.37E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
1.81E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
2.10E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
2.17E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
4.48E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
8.25E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
1.31E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
1.77E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
3.91E-07 0|0 2/3/15/19/20/92 5.55 0 0 2
1.95E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
3.44E-04 0|0 2/3/15/19/20/92 5.55 0 0 2
9.31E-04 0|0 2/3/15/19/20/92 5.55 0 0 2
5.61E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
4.01E-07 0|0 2/3/15/19/20/92 5.55 0 0 2
3.92E-07 0|0 2/3/15/19/20/92 5.55 0 0 2
2.15E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.81E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.78E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
5.69E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
2.12E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.12E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
3.39E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.78E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.04E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.76E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.73E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.63E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.11E-04 0|0 2/3/15/19/20/92 5.55 0 0 2
1.81E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.51E-04 0|0 2/3/15/19/20/92 5.55 0 0 2
1.20E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
2.19E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.79E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
9.47E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
9.93E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
6.61E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
6.15E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
9.84E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
1.90E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.96E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.75E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
9.62E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
9.84E-06 0|0 2/3/15/19/20/92 5.55 0 0 2
1.65E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
3.17E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
2.09E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.88E-05 0|0 2/3/15/19/20/92 5.55 0 0 2



3.38E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
7.28E-05 0|0 2/3/15/19/20/92 5.55 0 0 2
1.31E-03 0|0 2/3/15/19/20/92 5.55 0 0 2
4.38E-04 0|0 2/3/15/19/20/92 5.55 0 0 2
3.99E-05 0|0 19/20 3.8 0 0 2
8.13E-04 0|0 19/20 3.8 0 0 2
5.08E-04 0|0 19/20 3.8 0 0 2
6.07E-04 0|0 19/20 3.8 0 0 2
2.13E-04 0|0 19/20 3.8 0 0 2
8.17E-05 0|0 19/20 3.8 0 0 2
1.71E-04 0|0 19/20 3.8 0 0 2
1.86E-04 0|0 19/20 3.8 0 0 2
5.83E-04 0|0 19/20 3.8 0 0 2
5.71E-04 0|0 19/20 3.8 0 0 2
2.16E-04 0|0 19/20 3.8 0 0 2
2.10E-04 0|0 19/20 3.8 0 0 2
1.19E-04 0|0 19/20 3.8 0 0 2
6.62E-06 0|0 19/20 3.8 0 0 2
4.06E-05 0|0 19/20 3.8 0 0 2
4.15E-05 0|0 19/20 3.8 0 0 2
4.07E-05 0|0 19/20 3.8 0 0 2
6.37E-06 0|0 19/20 3.8 0 0 2
6.52E-06 0|0 19/20 3.8 0 0 2
6.35E-06 0|0 19/20 3.8 0 0 2
3.63E-05 0|0 19/20 3.8 0 0 2
6.31E-05 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
3.09E-03 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
5.78E-05 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
3.45E-03 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
8.65E-03 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
5.72E-05 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
5.97E-05 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
3.37E-03 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2

1.05E-04 0|0 14/16 ! 22/97 8.3 0 0 2
6.41E-08 0|0 14/16 4.21 0 0 2
9.77E-05 0|0 13/14/22/97/98 8.75 0 0 2
3.56E-05 0|0 13/14/22/97/98 8.75 0 0 2
5.26E-06 0|0 13/14/22/97/98 8.75 0 0 2
6.58E-04 0|0 14/16 4.37 0 0 2
3.24E-08 0|0 14/16 4.37 0 0 2
6.31E-05 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
3.09E-03 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
5.78E-05 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
3.45E-03 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
8.65E-03 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
5.72E-05 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
5.97E-05 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
3.37E-03 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2

2.99E-06 0|0 51 8.75 0 0 2
6.25E-07 0|0 51 8.75 0 0 2
3.52E-04 0|0 51 4.21 1 0 2
1.13E-05 0|0 51 4.21 1 0 2



1.29E-08 0|0 51 4.03 0 0 2
2.38E-04 0|0 51 4.03 0 0 2
4.62E-10 0|0 51 4.03 0 0 2
6.21E-09 0|0 51 4.53 0 0 2

1.87E-04 0|0 2/3/15/28/91 3.8 0 0 2
3.62E-04 0|0 2/3/15/28/91 3.8 0 0 2
2.38E-05 0|0 2/3/15/28/91 3.8 0 0 2
2.02E-04 0|0 2/3/15/28/91 3.8 0 0 2
1.61E-03 0|0 2/3/15/28/91 3.8 0 0 2
2.17E-04 0|0 2/3/15/28/91 3.8 0 0 2
2.11E-04 0|0 2/3/15/28/91 3.8 0 0 2
2.48E-05 0|0 2/3/15/28/91 3.8 0 0 2
2.49E-05 0|0 2/3/15/28/91 3.8 0 0 2
1.94E-04 0|0 2/3/15/28/91 3.8 0 0 2
1.25E-03 0|0 2/3/15/28/91 3.8 0 0 2
7.57E-05 0|0 2/3/15/28/91 3.8 0 0 2
1.96E-04 0|0 2/3/15/28/91 3.8 0 0 2
3.16E-04 0|0 2/3/15/28/91 3.8 0 0 2
2.44E-05 0|0 2/3/15/28/91 3.8 0 0 2
1.93E-04 0|0 2/3/15/28/91 3.8 0 0 2
1.95E-04 0|0 2/3/15/28/91 3.8 0 0 2
2.37E-05 0|0 2/3/15/28/91 3.8 0 0 2
2.51E-05 0|0 2/3/15/28/91 3.8 0 0 2
7.67E-05 0|0 2/3/15/28/91 3.8 0 0 2
2.10E-04 0|0 2/3/15/28/91 3.8 0 0 2
1.38E-03 0|0 2/3/15/28/91 3.8 0 0 2
1.90E-03 0|0 2/3/15/28/91 3.8 0 0 2
1.14E-03 0|0 2/3/15/28/91 3.8 0 0 2
2.47E-03 0|0 2/3/15/28/91 3.8 0 0 2
1.92E-03 0|0 2/3/15/28/91 3.8 0 0 2
1.05E-03 0|0 2/3/15/28/91 3.8 0 0 2
2.12E-05 0|0 2/3/15/28/91 3.8 0 0 2
6.75E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
6.95E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
7.18E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
8.36E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
7.37E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
1.81E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
2.10E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
2.17E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
4.48E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
8.25E-05 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
1.31E-03 0|0 2/3/15/19/20/92/93 ! 2 8.75 0 0 2
6.11E-06 0|0 28/91 5.55 0 0 2
7.41E-06 0|0 28/91 5.55 0 0 2
5.97E-06 0|0 28/91 5.55 0 0 2
1.26E-05 0|0 28/91 5.55 0 0 2
6.25E-06 0|0 28/91 5.55 0 0 2
3.66E-06 0|0 28/91 5.55 0 0 2
1.25E-07 0|0 28/91 5.55 0 0 2
5.73E-06 0|0 28/91 5.55 0 0 2
5.68E-06 0|0 28/91 5.55 0 0 2



1.02E-05 0|0 28/91 5.55 0 0 2
5.50E-06 0|0 28/91 5.55 0 0 2
4.73E-06 0|0 28/91 5.55 0 0 2
2.44E-06 0|0 28/91 5.55 0 0 2
2.09E-06 0|0 28/91 5.55 0 0 2
3.62E-06 0|0 28/91 5.55 0 0 2
5.01E-06 0|0 28/91 5.55 0 0 2
4.68E-06 0|0 28/91 5.55 0 0 2
5.89E-06 0|0 28/91 5.55 0 0 2
5.45E-06 0|0 28/91 5.55 0 0 2
5.78E-06 0|0 28/91 5.55 0 0 2
4.99E-06 0|0 28/91 5.55 0 0 2
3.81E-06 0|0 28/91 5.55 0 0 2
2.31E-06 0|0 28/91 5.55 0 0 2
3.78E-06 0|0 28/91 5.55 0 0 2
5.28E-06 0|0 28/91 5.55 0 0 2
4.67E-06 0|0 28/91 5.55 0 0 2
1.55E-06 0|0 28/91 5.55 0 0 2
5.98E-06 0|0 28/91 5.55 0 0 2
4.55E-06 0|0 28/91 5.55 0 0 2
5.60E-06 0|0 28/91 5.55 0 0 2
8.53E-06 0|0 28/91 5.55 0 0 2
1.11E-05 0|0 28/91 5.55 0 0 2
1.14E-05 0|0 28/91 5.55 0 0 2
4.95E-06 0|0 28/91 5.55 0 0 2
5.92E-06 0|0 28/91 5.55 0 0 2
6.35E-06 0|0 28/91 5.55 0 0 2
1.24E-07 0|0 28/91 5.55 0 0 2
1.41E-05 0|0 28/91 5.55 0 0 2
2.09E-05 0|0 28/91 5.55 0 0 2
3.04E-06 0|0 28/91 5.55 0 0 2
4.94E-04 0|0 28/91 5.55 0 0 2
2.03E-05 0|0 28/91 5.55 0 0 2
3.34E-04 0|0 28/91 5.55 0 0 2
5.24E-07 0|0 28/91 5.55 0 0 2
2.26E-05 0|0 28/91 5.55 0 0 2
9.08E-04 0|0 28/91 5.55 0 0 2
5.26E-04 0|0 28/91 5.55 0 0 2
6.19E-04 0|0 28/91 5.55 0 0 2
3.21E-04 0|0 28/91 5.55 0 0 2
1.19E-04 0|0 28/91 5.55 0 0 2
5.08E-04 0|0 28/91 5.55 0 0 2
5.75E-05 0|0 28/91 5.55 0 0 2

5.25E-07 0|0 13 ! 20/24/92 ! 30 6.78 0 0 2
7.26E-05 0|0 13 ! 20/24/92 ! 30 6.78 0 0 2
1.21E-03 0|0 13 ! 20/24/92 ! 30 6.78 0 0 2
9.77E-05 0|0 13/14/22/97/98 8.75 0 0 2
3.56E-05 0|0 13/14/22/97/98 8.75 0 0 2
5.26E-06 0|0 13/14/22/97/98 8.75 0 0 2
6.31E-05 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
3.09E-03 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
5.78E-05 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
3.45E-03 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2



8.65E-03 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
5.72E-05 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
5.97E-05 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2
3.37E-03 0|0 2/3/15 ! 13/14/19/  ! 3  ! 8  ! 88.72 0 0 2

2.43E-04 0|0 4/5/6/52/95 4.21 0 0 2
2.92E-08 0|0 4/5/6/52/95 4.21 0 0 2
2.44E-07 0|0 4/5/6/52/95 5.81 0 0 2
6.50E-04 0|0 4/5/6/52/95 5.97 0 15.994919 O  (0 2
1.16E-06 0|0 4/5/6/52/95 5.97 0 15.994919 O  (0 2
4.59E-04 0|0 4/5/6/52/95 5.97 0 15.994919 O  (0 2
2.40E-07 0|0 4/5/6/52/95 5.97 0 15.994919 O  (0 2
2.38E-04 0|0 4/5/6/52/95 5.97 0 15.994919 O  (0 2
1.32E-04 0|0 4/5/6/52/95 5.97 0 15.994919 O  (0 2
1.92E-04 0|0 4/5/6/52/95 5.97 0 15.994919 O  (0 2
2.13E-06 0|0 4/5/6/52/95 5.97 0 15.994919 O  (0 2
8.79E-08 0|0 4/5/6/52/95 5.97 0 0 2
6.01E-07 0|0 4/5/6/52/95 5.97 0 0 2
5.97E-07 0|0 4/5/6/52/95 5.97 0 0 2

7.33E-06 0|0 103 4.21 0 0 2
2.28E-08 0|0 103 4.21 0 0 2
5.21E-07 0|0 103 5.83 0 0 2
9.69E-05 0|0 7/8/9/10/11/12/102 6 0 0 2
5.67E-05 0|0 7/8/9/10/11/12/102 6 0 0 2
8.19E-06 0|0 7/8/9/10/11/12/102 6 0 0 2
4.91E-06 0|0 7/8/9/10/11/12/102 6 0 0 2

3.41E-05 0|0 49 9.75 0 0 2
1.34E-04 0|0 49 9.75 0 0 2
9.75E-07 0|0 49 9.75 0 0 2
2.20E-10 0|0 49 4.21 0 0 2
1.40E-10 0|0 49 4.21 0 0 2
5.82E-04 0|0 49 3.8 0 0 2

1.12E-03 0|0 7/8/9/10/11/12 5.99 0 0 2
4.70E-08 0|0 7/8/9/10/11/12 5.99 0 0 2
5.52E-08 0|0 7/8/9/10/11/12 5.99 0 0 2
1.32E-07 0|0 7/8/9/10/11/12 5.99 0 0 2
1.37E-03 0|0 7/8/9/10/11/12 5.99 0 0 2
4.09E-08 0|0 7/8/9/10/11/12 5.99 0 0 2
2.59E-07 0|0 7/8/9/10/11/12 5.99 0 0 2
9.69E-05 0|0 7/8/9/10/11/12/102 6 0 0 2
5.67E-05 0|0 7/8/9/10/11/12/102 6 0 0 2
8.19E-06 0|0 7/8/9/10/11/12/102 6 0 0 2



4.91E-06 0|0 7/8/9/10/11/12/102 6 0 0 2

8.95E-04 0|0 58/99 6.1 0 0 2
9.40E-04 0|0 58/99 6.1 0 0 2
5.74E-05 0|0 58/99 5.84 0 0 2

5.56E-07 0|0 94 4.03 0 0 2
2.14E-07 0|0 94 4.03 0 0 2
1.28E-07 0|0 94 4.03 0 0 2
4.34E-07 0|0 94 4.03 0 0 2
4.49E-07 0|0 94 4.03 0 0 2
1.82E-07 0|0 94 4.03 0 0 2
3.43E-07 0|0 94 4.03 0 0 2
9.82E-07 0|0 94 4.03 0 0 2
3.69E-08 0|0 94 4.03 0 0 2
2.26E-07 0|0 94 4.03 0 0 2
7.71E-08 0|0 94 4.03 0 0 2
2.26E-07 0|0 94 4.03 0 0 2
5.37E-08 0|0 94 4.03 0 0 2
5.39E-07 0|0 94 4.03 0 0 2
6.18E-06 0|0 94 4.03 0 0 2
4.40E-06 0|0 94 4.03 0 0 2
7.41E-05 0|0 94 4.03 0 0 2
8.57E-08 0|0 94 4.03 0 0 2
1.54E-07 0|0 94 4.03 0 0 2
2.07E-08 0|0 94 4.03 0 0 2
1.97E-08 0|0 94 4.03 0 0 2
1.10E-07 0|0 94 4.03 0 0 2
1.03E-05 0|0 94 4.03 0 0 2
1.32E-07 0|0 94 4.03 0 0 2
4.77E-07 0|0 94 4.03 0 0 2
8.63E-08 0|0 94 4.03 0 0 2
2.55E-07 0|0 94 4.03 0 0 2
2.53E-07 0|0 94 4.03 0 0 2
8.97E-08 0|0 94 4.03 0 0 2
2.62E-07 0|0 94 4.03 0 0 2
9.42E-07 0|0 94 4.03 0 0 2
1.95E-06 0|0 94 4.03 0 0 2
2.90E-07 0|0 94 4.03 0 0 2
2.41E-05 0|0 94 4.03 0 0 2

2.48E-09 0|0 68 3.92 0 0 2

2.46E-13 0|0 42/44/69 4.03 0 0 2
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