
EVERY STEP OF THE WAY

追踪和趋势化软件与 AccuPedia™数据库
安全、合规且功能强大的数据管理工具
对环境监控 (EM) 数据进行定期追踪和趋势化分析，可提供生产区域内控制状态的重要信息。许多生产商
依靠手动将数据输入 Excel® 或实验室信息管理系统 (LIMS) 来跟踪和趋势化 EM 分离菌。为了提高简便性和
报告质量，我们创建了追踪和趋势化分析工具，可通过 Accugenix® 客户门户网站进行访问。这些自动化报
告可确保数据完整性和法规遵从性，同时满足对趋势化分析日益增长的期望。

该数据管理平台功能强大，可记录 Accugenix® 实验室鉴定出的每个微生物，让客户能够对特定微生物进行
分类和筛选，分析出现频率、革兰氏反应结果等。通过此平台，账户管理员可以轻松地自定义样本元数
据，以反映分离菌的来源和 EM 属性。此功能可让您通过便捷的报告更深入地了解环境中的微生物区系。
您还可以创建目标微生物列表，并确保系统在鉴定出这些微生物时立即发出通知。多站点管理员能够选
择和查看所有相关站点鉴定数据，可为污染控制策略、原材料以及站点之间的货物运输提供全局指导。 

除了追踪和趋势化管理平台，我们还提供AccuPedia™微生物及其特征数据库。该参考工具有助于用户深
入了解微生物的典型特征，例如分类学名称变化、生长条件和风险组归属。AccuPedia™条目会自动填充
从您的厂区中鉴定出的每个菌种，然后按属和出现频率进行筛选。AccuPedia™不仅可以给出鉴定结果，
还有助于了解风险评估和调查结果，让您能够放心地做出运营决策。条目数据安全导出满足 21 CFR Part 

11的要求，能够让您对微生物区系进行详细分析。配合追踪和趋势化工具使用，这些功能可确保您的生
产环境长期安全且处于受控状态。

微生物解决方案

产品优势：
•	用户登录和密码安全保护 

 - 4 级用户权限
•	用户定义筛选程序，可创
建自定义报告

•	多账户用户可进行多站
点访问

•	访问和自定义元数据以反
映分离菌来源
 - 自定义 EM 属性
 - 创建目标微生物列表 

•	最高级别的数据加密和
保护 

•	符合 21 CFR Part 11 要求 

•	可通过移动应用程序访问
•	 AccuPedia™ 数据库可管理
所有工厂鉴定出的微生物
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Accugenix® 客户门户网站
除了对您环境中的微生物数据进行稳健的趋势化分析之外，Accugenix® 客户门户网站还为客户提供了许多
有价值的功能，进而对微生物鉴定结果进行管理。我们创新的在线数据平台可记录从请求到结果的各项
命令，能够让您及时和安全地了解微生物鉴定实验室的相关信息。登录 myaccount.accugenix.com，您可以
提交样本和数据文件、检查样本状态、下载测试结果、为自动通知创建自定义通讯列表以及查看发票。

追踪和趋势化数据示例

常出现的微生物（FOO） – 可根据您建立的元数据轻松筛选，以查看您环境中的 FOO 列表。

Trending Microflora by Genus

 to2016-05-01 2016-06-10

1199 Total Samples

All

All

Sample Method

All

Sample Collected Start

Sample Source Type:

All

Location

Organism Type:

Select Operator:

Sample Collected End All

All

All

Genus # IDs Type

Staphylococcus 329 Bacteria

Micrococcus 151 Bacteria

Bacillus 100 Bacteria

Corynebacterium 47 Bacteria

Kocuria 37 Bacteria

Dermacoccus 37 Bacteria

Stenotrophomonas 31 Bacteria

Microbacterium 26 Bacteria

Paenibacillus 26 Bacteria

Corynebacterium sp. 22 Bacteria

Streptococcus 20 Bacteria

Dietzia 17 Bacteria

Brevibacterium 17 Bacteria

Brachybacterium 15 Bacteria

Acinetobacter 12 Bacteria

Pseudomonas 12 Bacteria

Janibacter 12 Bacteria

Achromobacter 11 Bacteria

Lysinibacillus 10 Bacteria

Kytococcus 10 Bacteria

Enterococcus 10 Bacteria

Psychrobacillus 10 Bacteria

Moraxella 10 Bacteria

Genus # IDs Type

Pseudomonas sp. 9 Bacteria

Bacillus sp. 8 Bacteria

Psychrobacter 8 Bacteria

Dietzia sp. 8 Bacteria

Nesterenkonia 6 Bacteria

Chryseobacterium 6 Bacteria

Staphylococcus sp. 6 Bacteria

Sphingomonas 6 Bacteria

Klebsiella sp. 6 Bacteria

Gordonia 6 Bacteria

Dermabacter 6 Bacteria

Brevundimonas 5 Bacteria

Ralstonia 5 Bacteria

Aerococcus 5 Bacteria

Williamsia 4 Bacteria

Exiguobacterium 4 Bacteria

Paenibacillus sp. 4 Bacteria

Aspergillus 4 Filamentous

Enterobacter 4 Bacteria

Rothia 4 Bacteria

Rhodococcus 4 Bacteria

Streptomyces sp. 3 Bacteria

Homoserinimonas 3 Bacteria

Rev. 2017-07-16 SJP2021-09-16 11:36Report Generated on All Tracking and Trending data are for informational purposes only. For individual sample identifications, please refer to the original ID Report generated.

Accugenix® 客户 
门户网站功能：
•	电子样本提交
•	自动通知样本接收和报
告查收

•	货物运输跟踪
•	可在线显示样品检测状态
•	简化从 LIMS 或外部计算
机上传样本信息流程

•	一张申请表涵盖所有服
务项目

•	可通过移动应用程序访问
•	 AccuPedia™数据库

Frequently Occurring Organisms

 to2016-05-01 2016-06-10
1109 Total Samples

Organism Type:

All

All

Sample Method Sample Collected Start

Sample Source Type:

All

Location

All
Select Operator:

Sample Collected End All
All

All

Organism Name FOO FOO %
Micrococcus luteus 140   12.62%
Staphylococcus epidermidis 107    9.65%
Staphylococcus haemolyticus 40    3.61%
Dermacoccus nishinomiyaensis 34    3.07%
Staphylococcus hominis novobiosepticus 27    2.43%
Staphylococcus warneri 22    1.98%
Kocuria rhizophila 20    1.80%
Corynebacterium tuberculostearicum 20    1.80%
Staphylococcus hominis hominis 18    1.62%
Staphylococcus capitis urealyticus 18    1.62%
Paenibacillus glucanolyticus 17    1.53%
Staphylococcus saprophyticus bovis 15    1.35%
Stenotrophomonas maltophilia beteli 15    1.35%
Bacillus thuringiensis / toyonensis 15    1.35%
Staphylococcus lugdunensis 13    1.17%
Microbacterium liquefaciens / maritypicum / oxydans 12    1.08%
Bacillus amyloliquefaciens / methylotrophicus 12    1.08%
Streptococcus salivarius 10    0.90%
Dietzia cinnamea 10    0.90%
Moraxella osloensis 10    0.90%
Bacillus cereus 10    0.90%
Stenotrophomonas maltophilia 9    0.81%
Bacillus pumilus / safensis 8    0.72%
Micrococcus antarcticus 7    0.63%
Staphylococcus pettenkoferi 7    0.63%
Achromobacter piechaudii 7    0.63%
Brachybacterium conglomeratum / paraconglomeratum 7    0.63%
Psychrobacillus insolitus 7    0.63%
Psychrobacter faecalis 7    0.63%
Staphylococcus cohnii cohnii 7    0.63%
Bacillus halosaccharovorans 7    0.63%
Staphylococcus capitis 7    0.63%
Janibacter hoylei 7    0.63%
Bacillus horneckiae 6    0.54%
Staphylococcus pasteuri 6    0.54%
Staphylococcus saprophyticus saprophyticus 6    0.54%
Kytococcus sedentarius 6    0.54%
Dermabacter hominis 6    0.54%
Bacillus horikoshii 6    0.54%
Brachybacterium muris 6    0.54%
Nesterenkonia lacusekhoensis 6    0.54%
Brevibacterium luteolum 5    0.45%
Ralstonia pickettii 5    0.45%
Bacillus alcalophilus 5    0.45%
Pseudomonas aeruginosa 5    0.45%
Staphylococcus capitis 5    0.45%
Staphylococcus aureus 5    0.45%
Enterococcus gallinarum 4    0.36%
Enterococcus faecalis 4    0.36%
Stenotrophomonas maltophilia maltophilia 4    0.36%
Staphylococcus equorum 4    0.36%
Kocuria carniphila 4    0.36%
Staphylococcus simulans 4    0.36%
Kocuria marina 4    0.36%
Bacillus aryabhattai 4    0.36%
Staphylococcus cohnii urealyticus 4    0.36%
Bacillus coagulans 4    0.36%
Chryseobacterium indologenes 4    0.36%
Aerococcus urinaeequi / viridans 4    0.36%
Gordonia polyisoprenivorans 4    0.36%
Williamsia muralis 4    0.36%
Lysinibacillus boronitolerans 4    0.36%
Yimella lutea 3    0.27%
Lysinibacillus sphaericus 3    0.27%
Kytococcus schroeteri 3    0.27%
Bacillus simplex / Brevibacterium(Bacillus) frigoritolerans 3    0.27%
Homoserinimonas aerilata 3    0.27%
Acinetobacter lwoffii / Prolinoborus(Acinetobacter) fasciculus 3    0.27%
Corynebacterium xerosis 3    0.27%
Dermacoccus abyssi / barathri / profundi 3    0.27%
Paenibacillus odorifer 3    0.27%
Corynebacterium variabile 3    0.27%
Rhodococcus baikonurensis / erythropolis / globerulus / qingshengii 3    0.27%
Bacillus okhensis / wakoensis 3    0.27%
Staphylococcus petrasii pragensis 3    0.27%
Acinetobacter radioresistens 3    0.27%
Psychrobacillus psychrodurans / psychrotolerans 3    0.27%
Brevibacterium casei 3    0.27%
NEWBUGNOTSEEN 3    0.27%
Micrococcus lylae 2    0.18%
Acinetobacter ursingii 2    0.18%
Acinetobacter pittii (3) 2    0.18%
Janibacter sanguinis 2    0.18%
Corynebacterium mucifaciens 2    0.18%
Bacillus flexus 2    0.18%
Dietzia kunjamensis / maris / schimae 2    0.18%
Corynebacterium afermentans afermentans / ihumii 2    0.18%
Stenotrophomonas maltophilia detusculanense 2    0.18%
Dietzia timorensis 2    0.18%
Staphylococcus nepalensis 2    0.18%
Acinetobacter nosocomialis (13TU) 2    0.18%
Kocuria palustris 2    0.18%
Achromobacter xylosoxidans 2    0.18%
Rummeliibacillus stabekisii 2    0.18%
Proteus mirabilis 2    0.18%
Debaryomyces hansenii 2    0.18%
Rothia nasimurium 2    0.18%
Chryseobacterium gambrini 2    0.18%
Kocuria kristinae 2    0.18%
Brevibacterium epidermidis 2    0.18%
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按属对微生物区系进行趋势化分析 – 了解您厂区中鉴定出的菌属并区分最常见菌属。

指定时间段内的微生物 – 在指定时间段内根据名称对微生物进行趋势化分析。

Top FOO of Your Site
February 12, 2022 to May 13, 2022

·1· ·2· ·3· ·4· ·5·

55.26% 
Escherichia coli /  
fergusonii / Shigella  
boydii / dysenteriae / 
flexneri / sonnei

13.6% 
Proteus hauseri /  
penneri / vulgaris

7.89% Phyllobacterium 
myrsinacearum

2.63% 
Mixta calida / gaviniae / 
intestinalis

2.63% 
Metabacillus niabensis

·6· ·7· ·8· ·9· ·10·

2.63% 
Exophiala dermatitidis

2.63% 
Bacillus cereus group

2.63% 
Herbaspirillum  
aquaticum / huttiense

2.63% 
Aspergillus fumigatus

2.63% 
Staphylococcus warneri

AccuPedia™ – 轻松查看最高频 FOO 百分比分布，单击微生物名称以了解其共同特征。

Trending Bacteria by Gram Reaction

 to2016-05-01 2016-06-10

1085 Total Samples

Sample Method

All

Sample Collected Start All

Location All

All

Sample Collected End

AllSample Source Type: AllSelect Operator:

Report Generated on Rev. 2019-12-02 KMTAll Tracking and Trending data are for informational purposes only. For individual sample identifications, please refer to the original ID Report generated.2021-09-16 11:37

按革兰氏反应对细菌进行趋势化分析 – 对微生物的革兰氏反应进行季节性比较；每个关于革兰氏染色的
条目都是根据同行评审的已发表期刊文章制作而成。


