
 

Notes from the Field

A Case of COVID-19 — Tianjin Municipality,
China, November 7, 2020
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On  November  7,  2020,  Tianjin  Municipality
received  notification  from  Dezhou  City,  Shandong
Province  that  specimens  of  the  outer  packaging  of
imported frozen pork products shipped from Germany
via  Tianjin  Port  were  positive  for  coronavirus  disease
2019  (COVID-19)  viral  nucleic  acid.  Tianjin
Municipal  Government  then  conducted  an
investigation for people working at the Tianjin Hailian
Frozen Food Co., Ltd. On November 8, a 38-year-old
cold  chain  dockworker  from  the  company  was  found
positive  via  nucleic  acid  test.  The  patient  had
participated  in  the  transport  of  the  infected  batch  of
frozen  products  on  November  4.  The  patient  was
transferred  to  a  designated  hospital  for  medical
isolation and was classified as a standard clinical case of
COVID-19.  As  of  November  11,  8  close  contacts  of
the  patient  and  13  employees  of  the  company  were
tested 2 times with nucleic acid and antibody tests and
all returned negative results. In addition, 30 samples of
items  suspected  of  contamination  and  other
environmental samples at the company were collected,
of  which  1  sample  of  the  door  handle  of  the  cold
storage  room  was  found  to  be  positive.  Nucleic  acid
tests for 156 people in the patient’s residential building
were  all  negative,  and the  scope of  testing was  further
expanded. Nucleic acid tests were performed on 2,186
people  from  765  households  in  25  buildings  in  the
patient’s residential area, and all results were negative.

On November  8,  full-length  genome sequencing  of
a  specimen  collected  from  the  Tianjin  COVID-19
patient  was  performed  on  the  Illumina  MiniSeq
platform.  Compared  with  the  Wuhan  reference
sequence (EPI_ISL_402119)(1), a total of 9 nucleotide
mutation  sites  were  detected  in  the  Tianjin  strain,
among  which  6  (C241T,  C1059T,  C3037T,
C14408T, A23403G, and G25563T) were detected as
characteristic  of  L-lineage  European  branch
II.1/lineage  B.1(2)(Figure 1).  In  addition,  the  Tianjin
strain had 3 unique nucleotide mutation sites (C601A,
C4965T,  and  C26625T)  and  no  sequence  with  more
than 2 of these nucleotide mutation sites was retrieved
in GISAID and Genbank database.

In  addition,  2  Canadian  strains  (GISAID  IDs:

EPI_ISL_586371 and EPI_ISL_469240) circulating in
March had 7 nucleotide mutation sites,  and all  7 sites
also appeared in the Tianjin strain, which included the
6 sites that defined European family of the L genotype
II.1  and  a  unique  site  of  C4965T  or  C26625T.
Though  the  Tianjin  strain  was  genetically  closely
related to these 2 Canadian strains,  the similar  viruses
might have circulated in many countries.

Compared  with  recent  strains  spreading  worldwide
(with  around  15  nucleotide  mutation  sites  from  the
Wuhan reference strain), the number of mutation sites
of  the  Tianjin  strains  was  relatively  low,  which
indicated  that  the  virus  may  have  been  transmitting
undetected  through  contamination  of  the  cold  chain
product  that  may  have  occurred  months  ago  and
retained its infectivity.

From  November  9  to  11,  the  Tianjijn  Municipal
Government  completed  comprehensive  nucleic  acid
testing for imported frozen goods and all persons with
contact.  The  municipal  government  also  closed
facilities  found  with  abnormal  frozen  goods  and
isolated all suspected products.

Funding:  This  work  was  supported  by  Tianjin
Municipality  Science  and  Technology  Project  of  the
Tianjin  National  Health  Commission  (2020XKM01,
2020XKZ01). 
doi: 10.46234/ccdcw2020.241 
#  Corresponding  authors:  Xiaoyan  Li,  xiaoyanli1291@163.com;
Wenbo Xu, xuwb@ivdc.chinacdc.cn.
 
1 Tianjin  Center  for  Disease  Control  and Prevention,  Tianjin,  China;
2 National  Institute  for  Viral  Disease  Control  and  Prevention,  China
CDC, Beijing, China.

Submitted: November 11, 2020; Accepted: November 12, 2020

REFERENCES

 Wu  F,  Zhao  S,  Yu  B,  Chen  YM,  Wang  W,  Song  ZG,  et  al.  A  new
coronavirus  associated with human respiratory disease  in China. Nature
2020;579(7798):265 − 9. http://dx.doi.org/10.1038/s41586-020-2008-3.

1.

 Rambaut A, Holmes EC, O’Toole Á, Hill V, McCrone JT, Ruis C, et al.
A  dynamic  nomenclature  proposal  for  SARS-CoV-2  lineages  to  assist
genomic epidemiology. Nat Microbiol 2020. http://dx.doi.org/10.1038/
s41564-020-0770-5.

2.

China CDC Weekly

884 CCDC Weekly / Vol. 2 / No. 46 Chinese Center for Disease Control and Prevention

https://doi.org/10.46234/ccdcw2020.241
https://doi.org/10.1038/s41586-020-2008-3
https://doi.org/10.1038/s41586-020-2008-3
https://doi.org/10.1038/s41564-020-0770-5
https://doi.org/10.1038/s41564-020-0770-5
https://doi.org/10.1038/s41564-020-0770-5
https://doi.org/10.46234/ccdcw2020.241
https://doi.org/10.1038/s41586-020-2008-3
https://doi.org/10.1038/s41586-020-2008-3
https://doi.org/10.1038/s41564-020-0770-5
https://doi.org/10.1038/s41564-020-0770-5
https://doi.org/10.1038/s41564-020-0770-5
https://doi.org/10.46234/ccdcw2020.241
https://doi.org/10.1038/s41586-020-2008-3
https://doi.org/10.1038/s41586-020-2008-3
https://doi.org/10.1038/s41564-020-0770-5
https://doi.org/10.1038/s41564-020-0770-5
https://doi.org/10.1038/s41564-020-0770-5


 

hCoV-19/Myanmar/NIH-4385/2020|EPI_ISL_434709|
 XJ2-0715-Y_S28_L001_R1_001

 XJ-THT-1-0715-Y_S25_L001_R1_001
 XJ3-0716-Y_S29_L001_R1_001

 XJ1-0715-Y_S27_L001_R1_001
 G2020QDQD99TN_S28_L001_R1_001
 G2020QDQD96TN_S25_L001_R1_001

 G2020QDQD97TN_S26_L001_R1_001
 EPI_ISL_419559|hCoV-19/USA/FL_5125/2020|North-America/USA|
 EPI_ISL_420555|hCoV-19/India/c32/2020|Asia/India|
 EPI_ISL_417525|hCoV-19/Taiwan/CGMH-CGU-12/2020|Asia/Taiwan|
 EPI_ISL_418366|hCoV-19/Canada/ON_PHL3350/2020|North-America/Canada|
 EPI_ISL_416730|hCoV-19/England/SHEF-BFCB1/2020|Europe/England|
 EPI_ISL_419656|hCoV-19/Austria/CeMM0003/2020|Europe/Austria|
 EPI_ISL_420129|hCoV-19/Spain/Valencia45/2020|Europe/Spain|

 nCoVBeijing_IVDC-003_06_2020
 nCoVBeijing_IVDC-001_06_2020

 nCoVBeijing_IVDC-002_06_2020
 HLJ-0418-36-Y
 EPI_ISL_420877|hCoV-19/Australia/VIC-CBA3/2020|Oceania/Australia|

 EPI_ISL_413997|hCoV-19/Switzerland/GE3895/2020|Europe/Switzerland|
 HLJ-0418-32-T

 Shulan_02
 Shulan_03

 LNDL-BHQ-0722-Y_S12_L001_R1_001
 LNDL-SFL-0722-Y_S9_L001_R1_001
 LNDL-WY-0722-Y_S11_L001_R1_001
 LNDL-XY-0722-Y_S10_L001_R1_001

 HLJ-0418-1-1
 EPI_ISL_420081|hCoV-19/Russia/StPetersburg-RII3997/2020|Europe/Russia|

 EPI_ISL_422463|hCoV-19/USA/WI-GMF-00588/2020|North-America/USA|
 EPI_ISL_420791|hCoV-19/USA/NH_0004/2020|North-America/USA|
 EPI_ISL_420238|hCoV-19/England/SHEF-C051C/2020|Europe/England|

 EPI_ISL_424964|hCoV-19/USA/NY-NYUMC157/2020|North-America/USA|
 EPI_ISL_424202|hCoV-19/USA/WA-UW-1651/2020|North-America/USA|

 EPI_ISL_420150|hCoV-19/Norway/2084/2020|Europe/Norway|
 EPI_ISL_421636|hCoV-19/Australia/NSWID930/2020|Oceania/Australia|

 EPI_ISL_418349|hCoV-19/Canada/ON_PHL3650/2020|North-America/Canada|
 EPI_ISL_417693|hCoV-19/Iceland/25/2020|Europe/Iceland|
 EPI_ISL_422430|hCoV-19/Singapore/37/2020|Asia/Singapore|

 EPI_ISL_418926|hCoV-19/USA/WA-UW359/2020|North-America/USA|
 hCoV-19/Canada/ON-S171/2020|EPI_ISL_586371|2020-03-24
 hCoV-19/Canada/NL_101/2020|EPI_ISL_469240|2020-03-22

 TJ138
 EPI_ISL_424912|hCoV-19/USA/MA_9889/2020|North-America/USA|
 EPI_ISL_420324|hCoV-19/Belgium/DVBJ-030468/2020|Europe/Belgium|
 EPI_ISL_414626|hCoV-19/France/HF1684/2020|Europe/France|

 EPI_ISL_418390|hCoV-19/Finland/13M33/2020|Europe/Finland|
 EPI_ISL_422703|hCoV-19/Netherlands/NA_168/2020|Europe/Netherlands|

 EPI_ISL_418219|hCoV-19/France/B1623/2020|Europe/France|
 EPI_ISL_417018|hCoV-19/Belgium/ULG-6670/2020|Europe/Belgium|

 S2-20201026/KS/XJ/CHN
 EPI_ISL_424963|hCoV-19/USA/NY-NYUMC156/2020|North-America/USA|

 EPI_ISL_419660|hCoV-19/Austria/CeMM0007/2020|Europe/Austria|
 EPI_ISL_419296|hCoV-19/Japan/P1/2020|Asia/Japan|

 hCoV-19/India/HR-TF20/2020|EPI_ISL_508497|
 EC__consensus

 hCoV-19/Bangladesh/BCSIR-NILMRC-220/2020|EPI_ISL_483710|
 EPI_ISL_422623|hCoV-19/Netherlands/NA_314/2020|Europe/Netherlands|

 EPI_ISL_412973|hCoV-19/Italy/CDG1/2020|Europe/Italy|
 EPI_ISL_420080|hCoV-19/Russia/StPetersburg-RII3992/2020|Europe/Russia|

 EPI_ISL_415156|hCoV-19/Belgium/SH-03014/2020|Europe/Belgium|
 EPI_ISL_418355|hCoV-19/Canada/ON_PHLU8150/2020|North-America/Canada|
 EPI_ISL_417530|hCoV-19/Luxembourg/LNS2128808/2020|Europe/Luxembourg|

 EPI_ISL_414624|hCoV-19/France/N1620/2020|Europe/France|
 EPI_ISL_424616|hCoV-19/Iceland/596/2020|Europe/Iceland|

 EPI_ISL_420010|hCoV-19/Australia/VIC319/2020|Oceania/Australia|
 EPI_ISL_416731|hCoV-19/England/SHEF-BFCC0/2020|Europe/England|

 EPI_ISL_420623|hCoV-19/France/ARA13095/2020|Europe/France|
 EPI_ISL_419553|hCoV-19/USA/RI_0520/2020|North-America/USA|

 EPI_ISL_406862|hCoV-19/Germany/BavPat1/2020|Europe/Germany|
 EPI_ISL_406036|hCoV-19/USA/CA2/2020|North-America/USA|

 EPI_ISL_424366|hCoV-19/Turkey/ERAGEM-001/2020|Europe/Turkey|
 EPI_ISL_417444|hCoV-19/Pakistan/Gilgit1/2020|Asia/Pakistan|

 hCoV-19/Myanmar/MMC_137/2020|EPI_ISL_512844|
 EPI_ISL_420799|hCoV-19/Korea/BA-ACH_2604/2020|Asia/Korea|

 EPI_ISL_420222|hCoV-19/England/SHEF-C02F7/2020|Europe/England|
 EPI_ISL_417732|hCoV-19/Iceland/94/2020|Europe/Iceland|

 EPI_ISL_413016|hCoV-19/Brazil/SPBR-02/2020|South-America/Brazil|
 NC_045512.2_Severe_acute_respiratory_syndrome_coronavirus_2_isolate_Wuhan-Hu-1_complete_genome
 EPI_ISL_402125|hCoV-19/Wuhan-Hu-1/2019|Asia/China|

 EPI_ISL_418269|hCoV-19/Vietnam/19-01S/2020|Asia/Vietnam|
 Beijing_IME-BJ05/2020-MT291835.2

 EPI_ISL_403963|hCoV-19/Nonthaburi/74/2020|Asia/Thailand|
 EPI_ISL_414487|hCoV-19/Ireland/COR-20134/2020|Europe/Ireland|
 EPI_ISL_407079|hCoV-19/Finland/1/2020|Europe/Finland|
 EPI_ISL_402119_|hCoV-19/Wuhan/IVDC-HB-01/2019|

 EPI_ISL_413015|hCoV-19/Canada/ON-VIDO-01/2020|North-America/Canada|
 EPI_ISL_414555|hCoV-19/Netherlands/Utrecht_16/2020|Europe/Netherlands|

 EPI_ISL_408665|hCoV-19/Japan/TY-WK-012/2020|Asia/Japan|
 Beijing_IME-BJ01/2020-MT291831.1

 EPI_ISL_407976|hCoV-19/Belgium/GHB-03021/2020|Europe/Belgium|
 EPI_ISL_407193|hCoV-19/South-Korea/KCDC03/2020|Asia/South-Korea|

 EPI_ISL_406801|hCoV-19/Wuhan/WH04/2020|Asia/China|
 EPI_ISL_408478|hCoV-19/Chongqing/YC01/2020|Asia/China|

 EPI_ISL_416886|hCoV-19/Malaysia/MKAK-CL-2020-6430/2020|Asia/Malaysia|
 EPI_ISL_415584|hCoV-19/Canada/BC_41851/2020|North-America/Canada|

 EPI_ISL_424673|hCoV-19/Mexico/CDMX-InDRE_06/2020|North-America/Mexico|
 EPI_ISL_417871|hCoV-19/Iceland/9/2020|Europe/Iceland|

 EPI_ISL_416666|hCoV-19/USA/WA-UW128/2020|North-America/USA|
 EPI_ISL_420879|hCoV-19/Australia/QLDID931/2020|Oceania/Australia|

 EPI_ISL_416445|hCoV-19/USA/WA-UW89/2020|North-America/USA|
 EPI_ISL_404253|hCoV-19/USA/IL1/2020|North-America/USA|

77
100

100

42

50

52

84

66

45

58
62

56

46

53

98

93

100

77

50

46

27

69
84

67

19

16

21

46

12

76

70

74

39

91

73

94

45

38
59

69

52

53

65

41

5

32

53

42

38

1

0.00002

L
-L

in
eag

e E
u
ro

p
ean

 B
ran

ch
 1

 / L
in

eag
e B

.1
.1

L
-L

in
eag

e E
u
ro

p
ean

 B
ran

ch
 II.1

(A
m

erica B
ran

ch
) / L

in
eag

e B
.1

L
-L

in
eag

e E
n
ro

p
ean

 B
ran

ch
 / L

in
eag

e B
.1

L
-L

in
eag

e / B
-L

in
eag

e
S

-L
in

eag
e / A

-L
in

eag
e

Urumchi strains

Qingdao strains

Xinfadi strains

Heilongjiang strain

Heilongjiang strain

Shulan strains

Dalian strains

Heilongjiang strain

Tianjin strain

Kashgar strain

Canadian strains

FIGURE 1. Phylogenetic  tree  based  on  the  full-length  genome sequences  of  the  COVID-19  virus.  The  strains  associated
with specific outbreaks are as follows: Tianjin Municipality (purple); Kashgar Prefecture (yellow); Urumchi City (blue); Wuhan
City  in  December  2019  (dark  gray);  Beijing  Municipality  Xinfadi  Wholesale  Market  (green);  northeastern  China  including
Shulan City and Heilongjiang Province related to imported cases (orange and pink, respectively); and Dalian City (brown).
The Canadian strains that had high genomic homology with the Tianjin strain were marked in light gray. The S(A)- or L(B)-
lineage and sublineages of the COVID-19 virus were marked and colored on the right.
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